Array 1 10452-102 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-21-2_S5_scaffold_1432 id=96537151 bin="js4906-21-2_S5_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
     10451	    30	 100.0	    37	..............................	AGTTGCACAGAACTGAGATAATCAGCAAAAGGAGCGG  	
     10384	    30	 100.0	    36	..............................	CGACAAATTAGTAGACCATATCTCGCGACACACTTC   	
     10318	    30	 100.0	    36	..............................	TCATCTAAAGTAACCTCTTCACCCAACAACTCATAG   	
     10252	    30	 100.0	    35	..............................	AGCCACAGGGCGGCTCGCCGTCAACGGGCGACAAT    	
     10187	    30	 100.0	    36	..............................	TACCGTGGCCTGAAGAGAGGAGAGCAGCAATAGAAC   	
     10121	    30	 100.0	    37	..............................	AAAGAAGGTGATGGAACAGAATTAGAAGGTGTAGCAG  	
     10054	    30	 100.0	    34	..............................	TTACGAATAGAATAGTCAACATCCTTTAAAGCAG     	
      9990	    30	 100.0	    34	..............................	AAGAGACGAAAATCCATTTGAAACAGCACCTATT     	
      9926	    30	 100.0	    35	..............................	TAGTCAGAAATATTTGATATAAATTTACCATTATA    	
      9861	    30	 100.0	    34	..............................	AGCCTTTGGCATGGCACAGCGAGCAGCTCTCAAC     	
      9797	    30	 100.0	    36	..............................	TAATTACTATTACATTTGATTATTAAATTTATTTGA   	
      9731	    30	 100.0	    34	..............................	GCATACTCATAAGTAGAACACTGATACAAAATGT     	
      9667	    30	 100.0	    36	..............................	TTGAATGGCGATATATTACTAAGTATGCATATTTAG   	
      9601	    30	 100.0	    35	..............................	AAATGGGGTATTTATTAAACAGATTCTACTTCCTT    	
      9536	    30	 100.0	    36	..............................	ATGCGCTAACGCAAGAAAACCCCTTGCCTTAGCGTT   	
      9470	    30	 100.0	    36	..............................	GGATGAACGGTTTTAATGTGCCTTCATTGATGGTTA   	
      9404	    30	 100.0	    36	..............................	AACGGCTGATGCTTCTGCATTTCTTGCCAGCACTCT   	
      9338	    30	 100.0	    34	..............................	ATTCAAGAAGAAGAGCATGACAAAGCTCAAGATA     	
      9274	    30	 100.0	    36	..............................	GAATATTGACTTTTTCCTTACCCATAAACACTCTCC   	
      9208	    30	 100.0	    34	..............................	TAGTACAATTAAATTGATGGGGGTAAACGTGCAA     	
      9144	    30	 100.0	    34	..............................	AACGGAGCGACAACCGAATTAATCAATTGATTAG     	
      9080	    30	 100.0	    34	..............................	TCAATCAGATACGACTGCACAGCGTTCTCAAACT     	
      9016	    30	 100.0	    35	..............................	TATTATCTGTAATTTCCTGAATCTTCTTATTCATC    	
      8951	    30	 100.0	    36	..............................	ACGCTACGACAACGTGTACGAATGGTTTGCACGTGA   	
      8885	    30	 100.0	    34	..............................	TTAGTTAAAAGCTGATTACCTTTAACATTATACA     	
      8821	    30	 100.0	    37	..............................	TGTTTGTCGGATTTTTAGCATATAATATGTATGCAAA  	
      8754	    30	 100.0	    36	..............................	AAATATTAACAAAATACAAAGATTATGGCAAAGAAC   	
      8688	    30	 100.0	    35	..............................	CGAGCATTATATTACTAATTATACGCTCGTAAAGA    	
      8623	    30	 100.0	    37	..............................	ATGGAGTCGAACCACCGCCTTAATGAGCCATGCCGGG  	
      8556	    30	 100.0	    36	..............................	TTCCATCCACGCGCCGATACCCAGCGAAGCCCTTCT   	
      8490	    30	 100.0	    36	..............................	TCGGGAGCTGCTGTATTCTTGTTCTTCGAGGATGCT   	
      8424	    30	 100.0	    34	..............................	ATTCGTCCAGAACAAGAGGCTCCTCGTCTATAAC     	
      8360	    30	 100.0	    37	..............................	ACTGTAACCTTAGAGCAAGGTTTTCAGATGGCTGAAG  	
      8293	    30	 100.0	    36	..............................	TTGCGTACGTGTAATTGGCTGACCATTTTGCACATA   	
      8227	    30	 100.0	    37	..............................	AACTGTCGATACATACGTACTTTAAGACGATTCAAAA  	
      8160	    30	 100.0	    36	..............................	GTATATTCTACCCAGCTGCCGTATGTGTCGTTAAGC   	
      8094	    30	 100.0	    37	..............................	CGCGTCTATCTGCTTGTTAATGGCTGCGGCCTCGTCT  	
      8027	    30	 100.0	    34	..............................	TGAAGGTGTTGGCGCTTAGTGTTCTTACCAAACT     	
      7963	    30	 100.0	    34	..............................	ATCACGACAGAGGGTTGATTTAAATTCATTGAGA     	
      7899	    30	 100.0	    34	..............................	TTCTCTAACTTATAAAGAGCAGAACGACCCTGTT     	
      7835	    30	 100.0	    36	..............................	TAATAAAAAGATTTGAATTAAACAAAAGCGGTGTGC   	
      7769	    30	 100.0	    35	..............................	TCGGAGAAAAATATCGCATGATGTCGGCGAGTCTC    	
      7704	    30	 100.0	    16	..............................	TTGGTGTCAGAGCGTC                       	Deletion [7659]
      7658	    30	  96.7	    36	C.............................	ATTGGCAATAACATGGCAAGTAATAGGCGCCGTCAA   	
      7592	    30	 100.0	    35	..............................	TTGGGATGGGCGACACATACCACTACGGCAGCAAT    	
      7527	    30	 100.0	    36	..............................	AGTTCAACGGAGCAGCACTGACCGTTGCCGATGTAG   	
      7461	    30	 100.0	    34	..............................	ACACTAAAAATAGGACAAGTGATAAGCGTGAGCA     	
      7397	    30	 100.0	    36	..............................	TGTTTGATTATCGGGACATGGGACGTGACGAGCGCA   	
      7331	    30	 100.0	    34	..............................	CTTCCTAAAGTTGTTATATTCATTTTTATACATT     	
      7267	    30	 100.0	    37	..............................	CAAGGACCTTTTGTGTCATGTTCTGTATCGAATGCTT  	
      7200	    30	 100.0	    35	..............................	GTATCAATATAATTATGAAGAATATAATCTCTTAA    	
      7135	    30	 100.0	    35	..............................	TGTCTCATGTAGGTGTTAATCAGTCTCAGACCTCT    	
      7070	    30	 100.0	    36	..............................	AATCGCTTAAGCGAGTAGGGGAGTCTTCTTATTTCA   	
      7004	    30	 100.0	    33	..............................	AATATTATGAAAGTCAACTTGGTCATCATCATA      	
      6941	    30	  96.7	    37	A.............................	ACTACAGCAATGCGAATCTCAAATCTCTGTTTTTTCA  	
      6874	    30	 100.0	    35	..............................	AATAGACAGTGAGCTGAAGACTTTACTATAAATTT    	
      6809	    30	 100.0	    37	..............................	TATTCTCCGTTTCTGAGTTCCACTATACGCTTCGACT  	
      6742	    30	 100.0	    39	..............................	TCGCATCAGTGAACATCTTACGCATAGAAGCATTATCAA	
      6673	    30	 100.0	    39	..............................	TGCAAGCTAACCTCAATCTTGCAACCTGCCACAAGGCCC	
      6604	    30	 100.0	    35	..............................	TCAATAATAATATTGAATTTATTCATACTAAATGA    	
      6539	    30	 100.0	    35	..............................	TGAGGCACAAACGTCCGTCTTTCCGTCCGTCTATT    	
      6474	    30	 100.0	    34	..............................	AGGTGCTACGGCACGGATTGTATTTGTCAGCATT     	
      6410	    30	 100.0	    36	..............................	CAGGTTATTTCTGGGCAGTATGCTGTTTGGAAACGA   	
      6344	    30	 100.0	    36	..............................	TTTGACCGACATGGTCTCGGGCGAAGCCCTCGCCCA   	
      6278	    30	 100.0	    34	..............................	TACGATGATTTAATGCATATTGTTTATGTTCTTT     	
      6214	    30	  90.0	     0	.........................T..TC	-                                      	Deletion [6185]
      6184	    21	  70.0	    34	---------.....................	TACGATGATTTAATGCATATTGTTTATGTTCTTT     	
      6129	    30	 100.0	    34	..............................	TAAGCTAAGCATAAACAATTTCTATATATTGCCA     	
      6065	    30	 100.0	    34	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGC     	
      6001	    30	 100.0	    37	..............................	AAGGGTACAGGAATTGAAACAGCAAGAAAGATGGCAA  	
      5934	    30	 100.0	    39	..............................	GTGTTAGAATTAATTTCAAAATTATAGGAAGTCTGTTCG	
      5865	    30	 100.0	    37	..............................	TGCGTTAACTTTTCTTTAGTAGAATAAGAATCCTCAC  	
      5798	    30	 100.0	    34	..............................	CGTCTCGGATATTATAGGCTTTGAACGTTGCCCA     	
      5734	    30	 100.0	    37	..............................	AATCACCCTGCTTAACCAAATAGCGTGCATCATCCAG  	
      5667	    30	 100.0	    36	..............................	TGTGCCGTACAACTGAAAAGAGGCGTAAGACTTCCA   	
      5601	    30	 100.0	    35	..............................	TGACGAGTCGTTAATATTGTCGAGCAACATCTGAC    	
      5536	    30	 100.0	    34	..............................	CTAAATTAAGCTACAGGATTATCTGAAGAAGCGT     	
      5472	    30	 100.0	    34	..............................	TTCAGTTTAATAACCTCTTGTAATTTACGGTACT     	
      5408	    30	 100.0	    34	..............................	TGCTGATTATCTTAACAAGTCTGAGGATACAAAT     	
      5344	    30	 100.0	    35	..............................	GCGTAGAAGAAGCGTCGACCATTAACCAGCAGATA    	
      5279	    30	 100.0	    37	..............................	ATTTGACCGACACGGTCTCGCGCTCCGCGCTCGACCG  	
      5212	    30	 100.0	    36	..............................	TGTTCAGCAACAGCAAGTTGAGCAGCACGAATAACA   	
      5146	    30	 100.0	    34	..............................	TTTGACCGACATGGTCTCGGGCAAAGCCCTCGCC     	
      5082	    30	 100.0	    34	..............................	AGAACATTGTAAACGGTGATATGAGTAGACGTGG     	
      5018	    30	 100.0	    35	..............................	TCATCTTTAACGTACTGACCATTACGACCAAGCTT    	
      4953	    30	 100.0	    34	..............................	TTGTATAGAGCAATCTCACTTTCTTTCTAACATC     	
      4889	    30	 100.0	    34	..............................	TCGTACCGAGGAGTCATGGTCTCGCGCTACGCGC     	
      4825	    30	 100.0	    37	..............................	TTGTTCTTCAAACTTCAATTGCTCACCTGCTATTGTC  	
      4758	    30	 100.0	    35	..............................	AAGCGAGCCATCAACCGCGACGTGACGTATTTTTA    	
      4693	    30	 100.0	    36	..............................	TGTTCAGTACGATGGTCGAGCGCGGAGCGCGAGACC   	
      4627	    30	 100.0	    37	..............................	AGGCTCCAGCCACACCACCGAGGACCCAGCCGGGGCA  	
      4560	    30	 100.0	    35	..............................	TGACCATGTTAAGGATTTTTTGAACTGTCTTAAAA    	
      4495	    30	 100.0	    34	..............................	ATGGCACCGACAGAACCGGCACCGGAAGCAATAC     	
      4431	    30	 100.0	    34	..............................	TTTGTACGCTTATCAGCCCAACATACTTTTGAGT     	
      4367	    30	 100.0	    35	..............................	TGACAAGGAGCATGAAACTTAAAGGACAAAGAACC    	
      4302	    30	 100.0	    35	..............................	ATTCTATGTATCTATGGTCATAAATGGCGTCATAC    	
      4237	    30	 100.0	    37	..............................	TTAAGATCTAACTCGTAGATTACCTTGTTTTCGCCCC  	
      4170	    30	 100.0	    34	..............................	TCAACATAGGACATAATACGATTTGTACTAATAA     	
      4106	    30	 100.0	    34	..............................	AATACACGTTCATTAGACAATTCCGGATGAACAG     	
      4042	    30	 100.0	    35	..............................	GAACTATTGAAAGGAACAGAGACGGAGGAGGTACG    	
      3977	    30	 100.0	    35	..............................	AAGATACCGGGTACTACTGCCAGCATAGGCCCTGC    	
      3912	    30	 100.0	    38	..............................	CTAACGCGGCATCGTCTGCGGCTATTATTACCGCTAAC 	
      3844	    30	 100.0	    34	..............................	TGTCGTCTGTTACTTCCTTTTGTCGGGTCAAATA     	
      3780	    30	 100.0	    34	..............................	TAAACAGTTTGCCGTCTTGGTTGTCCTCTCGATA     	
      3716	    30	 100.0	    34	..............................	CGTAGATACCAGCGGCGTACTGGGTTGGAAGAAG     	
      3652	    30	 100.0	    34	..............................	AGATAATCGGCAAAAGGAGCTGAAGAGGATGGAG     	
      3588	    30	 100.0	    34	..............................	CAATGTCTTATAAGTCAATTTACATCGCCAGGCT     	
      3524	    30	 100.0	    36	..............................	CCGCTTCCGCGTCGGTGGCTTGCCACTGCTTCGCCT   	
      3458	    30	 100.0	    36	..............................	TACCATAACACGAAGCGGAACGACCAACAGCAGTTG   	
      3392	    30	 100.0	    34	..............................	ACCTAAATCGTCCAATACCTTATTAACCCTACGT     	
      3328	    30	 100.0	    36	..............................	CTTGGTAGGGTAATTAGTAACATACCCCAACGATAA   	
      3262	    30	 100.0	    36	..............................	ATTAATGAGGTTGGCGGCATCTAACTCGAACTCCGA   	
      3196	    30	 100.0	    35	..............................	TACGACTGCACAATGATTGTTAAGGGTGATTCAAT    	
      3131	    30	 100.0	    37	..............................	TCGTTGTCGTAGTCCTTGCTACTTATCTTATCGTTTA  	
      3064	    30	 100.0	    35	..............................	TGTTATTGCCAATTAGTACGGTATCTCTAACCACT    	
      2999	    30	 100.0	    34	..............................	ATAGAACCAGCACCGGAAGCAAGATTAGTAAGGG     	
      2935	    30	 100.0	    36	..............................	TGATAGCCGACGGGGTAACATTGCATTATTATGCGA   	
      2869	    30	 100.0	    34	..............................	AAAGACCAAAGGTCACGGCAAGTCTCCACAAACT     	
      2805	    30	 100.0	    35	..............................	TAAAGCTTCACAATTTCCTCTAACTTCTCAATTTC    	
      2740	    30	 100.0	    37	..............................	ATCAAACTGATACCACACGCCGAAGTTCTTGCACTGC  	
      2673	    30	 100.0	    34	..............................	CCCAGGCGGAAGGCGCCACCCAAGCGGAAGGCGC     	
      2609	    30	 100.0	    37	..............................	ATTGACAATAACATGGCAAGTATATTGCGCCGTCAGT  	
      2542	    30	 100.0	    34	..............................	ATACGATTAGATTTTACATTTGAGAACAACAATT     	
      2478	    30	 100.0	    38	..............................	TATCTATACCCTGTGTATCAATAAGATATTTGAATATC 	
      2410	    30	 100.0	    36	..............................	ATGATTGTAATGCAGAATGACATGATAAGGCTTGCA   	
      2344	    30	 100.0	    35	..............................	GGGGCTGAGGGATCGGATCAATGGTCTGGAGAATG    	
      2279	    30	 100.0	    36	..............................	GGAAATCAAGCCAGTCCCACTTGTCTCCGTAAGACT   	
      2213	    30	 100.0	    36	..............................	GTCGGATGGTAAGATTCTCCGTTTCGTTCGGAATTT   	
      2147	    30	 100.0	    36	..............................	GAAGGCAGAAGTAAACAATAGAGAAATATATACTAA   	
      2081	    30	 100.0	    34	..............................	ATCGTTAGCGAGGATTTTATTCAGATAATCAATC     	
      2017	    30	 100.0	    35	..............................	AGGTTGGTGGTGAGCATCTTGGCGCTTACGCTGGT    	
      1952	    30	 100.0	    35	..............................	CTCCATCTGCTGGCGCTGCTCCTTCTTCATCCGCT    	
      1887	    30	 100.0	    34	..............................	TCCATTCTTTTTGCAGATTTCGCGAATCATGTCG     	
      1823	    30	 100.0	    34	..............................	AATAGCTCTTGATCAAGCCCGTACTCGTCAATTT     	
      1759	    30	 100.0	    35	..............................	ATACCTTTACCTGCAAAAGCACCGAGGTGCTCACC    	
      1694	    30	 100.0	    34	..............................	GCTATAAAAAAGTGGGGGGTGTTGCCGTCGTGAG     	
      1630	    30	 100.0	    34	..............................	GAGCAAGGACAGCACCGACACCCATAAGCTGCAA     	
      1566	    30	 100.0	    36	..............................	TGAGAGCAGGAGAAAAGACGTCTTTAAAGGGAAAAC   	
      1500	    30	 100.0	    35	..............................	GAAGGAAACGTTCTTTCAGCTTGTGGCGAAAAAAG    	
      1435	    30	 100.0	    34	..............................	GAGGATGGAGGGAGATCATACCCGGTTGGTGTAC     	
      1371	    30	 100.0	    37	..............................	ATGACAGCACCTTTGAGGAGCTTGAGCAGAAAGCCAT  	
      1304	    30	 100.0	    34	..............................	AGAAGCCTCCGACGCTGAAGTTGCCGGTATAGAA     	
      1240	    30	 100.0	    36	..............................	AGAAGTATCTCTACTCTATACATCGACTTAATGAGT   	
      1174	    30	 100.0	    34	..............................	TTCCGCCTCATAAGCATCAGGGTCAGTCTGGTGA     	
      1110	    30	 100.0	    34	..............................	TTGGTAAGGAAATCGACAACATTATTATTGTCAT     	
      1046	    30	 100.0	    37	..............................	CGGTCTCGCGGGTCTCTTTTGTGCTCGCTCCGCAATT  	
       979	    30	 100.0	    37	..............................	AAGCACGACGAATCATTTCTGCTGTTACCTCATAAGG  	
       912	    30	 100.0	    34	..............................	TCAATAGAAGGTGTTGAAATAAGGCCGTCCGAAT     	
       848	    30	 100.0	    36	..............................	CACGGAACGTCATAACTAACAGCAGAAACGTTGCTA   	
       782	    30	 100.0	    38	..............................	AACAGATTGATATGTATCACGACAGGACTCACATTTAC 	
       714	    30	 100.0	    34	..............................	ACTTTAAAGAAAGTATAGAAGAGTGCTATGGCGA     	
       650	    30	 100.0	    36	..............................	ATCTTCAGCGCAACCTTCAGCGTGTTCTCAAGGAGC   	
       584	    30	 100.0	    35	..............................	TTGTGTCGCGGTGTCGGTAATACTCTTGTTGTTCC    	
       519	    30	 100.0	    34	..............................	GAATAAAAATTCTTTGTATGACTTATAAAGGCCG     	
       455	    30	 100.0	    35	..............................	AGGTCTATCTGCTCCACGAAACCGCAAGTGAGGAA    	
       390	    30	 100.0	    34	..............................	TTGAGGATGGTGCAAAGTTACGAAGTATTTATGT     	
       326	    30	 100.0	    35	..............................	ACGGAACGCTGTCAAAATATTTCGACAGGTCGGAC    	
       261	    30	 100.0	    35	..............................	TTGGATGATTGGAATCTTTGCGAATGTCGAGCATG    	
       196	    30	 100.0	    35	..............................	TGATCCATTCTCTTACATCGTCAGCAATGAGCAAC    	
       131	    30	 100.0	     0	..............................	|                                      	
==========	======	======	======	==============================	=======================================	==================
       160	    30	  99.7	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TTTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGGGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAATTTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGG
# Right flank :  TCTTAAGTAAGTGATCTAAATTATTTATATATATCAGTACTAATATGGTTCATTTTCCGTTTTATAGAAAAAGTAGATTATGAAACCAATAAAAGTACTTGA

# Questionable array : NO	 Score: 6.23
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-2] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [76.7-66.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.68,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 10452-102 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-21-3_S6_scaffold_1207 id=96572972 bin="concoct_41"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                            	Insertion/Deletion
==========	======	======	======	==============================	===========================================	==================
     10451	    30	 100.0	    37	..............................	AGTTGCACAGAACTGAGATAATCAGCAAAAGGAGCGG      	
     10384	    30	 100.0	    36	..............................	CGACAAATTAGTAGACCATATCTCGCGACACACTTC       	
     10318	    30	 100.0	    36	..............................	TCATCTAAAGTAACCTCTTCACCCAACAACTCATAG       	
     10252	    30	 100.0	    35	..............................	AGCCACAGGGCGGCTCGCCGTCAACGGGCGACAAT        	
     10187	    30	 100.0	    36	..............................	TACCGTGGCCTGAAGAGAGGAGAGCAGCAATAGAAC       	
     10121	    30	 100.0	    37	..............................	AAAGAAGGTGATGGAACAGAATTAGAAGGTGTAGCAG      	
     10054	    30	 100.0	    34	..............................	TTACGAATAGAATAGTCAACATCCTTTAAAGCAG         	
      9990	    30	 100.0	    34	..............................	AAGAGACGAAAATCCATTTGAAACAGCACCTATT         	
      9926	    30	 100.0	    35	..............................	TAGTCAGAAATATTTGATATAAATTTACCATTATA        	
      9861	    30	 100.0	    34	..............................	AGCCTTTGGCATGGCACAGCGAGCAGCTCTCAAC         	
      9797	    30	 100.0	    36	..............................	TAATTACTATTACATTTGATTATTAAATTTATTTGA       	
      9731	    30	 100.0	    34	..............................	GCATACTCATAAGTAGAACACTGATACAAAATGT         	
      9667	    30	 100.0	    36	..............................	TTGAATGGCGATATATTACTAAGTATGCATATTTAG       	
      9601	    30	 100.0	    35	..............................	AAATGGGGTATTTATTAAACAGATTCTACTTCCTT        	
      9536	    30	 100.0	    36	..............................	ATGCGCTAACGCAAGAAAACCCCTTGCCTTAGCGTT       	
      9470	    30	 100.0	    36	..............................	GGATGAACGGTTTTAATGTGCCTTCATTGATGGTTA       	
      9404	    30	 100.0	    36	..............................	AACGGCTGATGCTTCTGCATTTCTTGCCAGCACTCT       	
      9338	    30	 100.0	    34	..............................	ATTCAAGAAGAAGAGCATGACAAAGCTCAAGATA         	
      9274	    30	 100.0	    36	..............................	GAATATTGACTTTTTCCTTACCCATAAACACTCTCC       	
      9208	    30	 100.0	    25	..............................	TAGTACAATTAAATTGATGGGGGTA                  	Deletion [9154]
      9153	    30	 100.0	    34	..............................	TCAATCAGATACGACTGCACAGCGTTCTCAAACT         	
      9089	    30	 100.0	    35	..............................	TATTATCTGTAATTTCCTGAATCTTCTTATTCATC        	
      9024	    30	 100.0	    36	..............................	ACGCTACGACAACGTGTACGAATGGTTTGCACGTGA       	
      8958	    30	 100.0	    34	..............................	TTAGTTAAAAGCTGATTACCTTTAACATTATACA         	
      8894	    30	 100.0	    37	..............................	TGTTTGTCGGATTTTTAGCATATAATATGTATGCAAA      	
      8827	    30	 100.0	    36	..............................	AAATATTAACAAAATACAAAGATTATGGCAAAGAAC       	
      8761	    30	 100.0	    35	..............................	CGAGCATTATATTACTAATTATACGCTCGTAAAGA        	
      8696	    30	 100.0	    37	..............................	ATGGAGTCGAACCACCGCCTTAATGAGCCATGCCGGG      	
      8629	    30	 100.0	    36	..............................	TTCCATCCACGCGCCGATACCCAGCGAAGCCCTTCT       	
      8563	    30	 100.0	    36	..............................	TCGGGAGCTGCTGTATTCTTGTTCTTCGAGGATGCT       	
      8497	    30	 100.0	    34	..............................	ATTCGTCCAGAACAAGAGGCTCCTCGTCTATAAC         	
      8433	    30	 100.0	    37	..............................	ACTGTAACCTTAGAGCAAGGTTTTCAGATGGCTGAAG      	
      8366	    30	 100.0	    36	..............................	TTGCGTACGTGTAATTGGCTGACCATTTTGCACATA       	
      8300	    30	 100.0	    37	..............................	AACTGTCGATACATACGTACTTTAAGACGATTCAAAA      	
      8233	    30	 100.0	    36	..............................	GTATATTCTACCCAGCTGCCGTATGTGTCGTTAAGC       	
      8167	    30	 100.0	    37	..............................	CGCGTCTATCTGCTTGTTAATGGCTGCGGCCTCGTCT      	
      8100	    30	 100.0	    34	..............................	TGAAGGTGTTGGCGCTTAGTGTTCTTACCAAACT         	
      8036	    30	 100.0	    34	..............................	ATCACGACAGAGGGTTGATTTAAATTCATTGAGA         	
      7972	    30	 100.0	    34	..............................	TTCTCTAACTTATAAAGAGCAGAACGACCCTGTT         	
      7908	    30	 100.0	    36	..............................	TAATAAAAAGATTTGAATTAAACAAAAGCGGTGTGC       	
      7842	    30	 100.0	    35	..............................	TCGGAGAAAAATATCGCATGATGTCGGCGAGTCTC        	
      7777	    30	 100.0	    36	..............................	TTGGTGTCAGAGCGTCCGTCCCGTCCCGTCCTCAGA       	
      7711	    30	  90.0	    43	..........................GG.A	TTGAAATTTGGTGTCAGAGCGTCCGTCCCGTCCCGTCCTCAGA	
      7638	    30	 100.0	    35	..............................	TCGCTTATATATGAATTCACAGCGTTTTTAAATTT        	
      7573	    30	 100.0	    36	..............................	ATTGGCAATAACATGGCAAGTAATAGGCGCCGTCAA       	
      7507	    30	 100.0	    35	..............................	TTGGGATGGGCGACACATACCACTACGGCAGCAAT        	
      7442	    30	 100.0	    36	..............................	AGTTCAACGGAGCAGCACTGACCGTTGCCGATGTAG       	
      7376	    30	 100.0	    34	..............................	ACACTAAAAATAGGACAAGTGATAAGCGTGAGCA         	
      7312	    30	 100.0	    36	..............................	TGTTTGATTATCGGGACATGGGACGTGACGAGCGCA       	
      7246	    30	 100.0	    34	..............................	CTTCCTAAAGTTGTTATATTCATTTTTATACATT         	
      7182	    30	 100.0	    37	..............................	CAAGGACCTTTTGTGTCATGTTCTGTATCGAATGCTT      	
      7115	    30	 100.0	    35	..............................	GTATCAATATAATTATGAAGAATATAATCTCTTAA        	
      7050	    30	 100.0	    35	..............................	TGTCTCATGTAGGTGTTAATCAGTCTCAGACCTCT        	
      6985	    30	 100.0	    36	..............................	AATCGCTTAAGCGAGTAGGGGAGTCTTCTTATTTCA       	
      6919	    30	 100.0	    33	..............................	AATATTATGAAAGTCAACTTGGTCATCATCATA          	
      6856	    30	  96.7	    37	A.............................	ACTACAGCAATGCGAATCTCAAATCTCTGTTTTTTCA      	
      6789	    30	 100.0	    35	..............................	AATAGACAGTGAGCTGAAGACTTTACTATAAATTT        	
      6724	    30	 100.0	    37	..............................	TATTCTCCGTTTCTGAGTTCCACTATACGCTTCGACT      	
      6657	    30	 100.0	    39	..............................	TCGCATCAGTGAACATCTTACGCATAGAAGCATTATCAA    	
      6588	    30	 100.0	    39	..............................	TGCAAGCTAACCTCAATCTTGCAACCTGCCACAAGGCCC    	
      6519	    30	 100.0	    35	..............................	TCAATAATAATATTGAATTTATTCATACTAAATGA        	
      6454	    30	 100.0	    35	..............................	TGAGGCACAAACGTCCGTCTTTCCGTCCGTCTATT        	
      6389	    30	 100.0	    34	..............................	AGGTGCTACGGCACGGATTGTATTTGTCAGCATT         	
      6325	    30	 100.0	    36	..............................	CAGGTTATTTCTGGGCAGTATGCTGTTTGGAAACGA       	
      6259	    30	 100.0	    36	..............................	TTTGACCGACATGGTCTCGGGCGAAGCCCTCGCCCA       	
      6193	    30	 100.0	    34	..............................	TACGATGATTTAATGCATATTGTTTATGTTCTTT         	
      6129	    30	 100.0	    34	..............................	TAAGCTAAGCATAAACAATTTCTATATATTGCCA         	
      6065	    30	 100.0	    34	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGC         	
      6001	    30	 100.0	    37	..............................	AAGGGTACAGGAATTGAAACAGCAAGAAAGATGGCAA      	
      5934	    30	 100.0	    39	..............................	GTGTTAGAATTAATTTCAAAATTATAGGAAGTCTGTTCG    	
      5865	    30	 100.0	    37	..............................	TGCGTTAACTTTTCTTTAGTAGAATAAGAATCCTCAC      	
      5798	    30	 100.0	    34	..............................	CGTCTCGGATATTATAGGCTTTGAACGTTGCCCA         	
      5734	    30	 100.0	    37	..............................	AATCACCCTGCTTAACCAAATAGCGTGCATCATCCAG      	
      5667	    30	 100.0	    36	..............................	TGTGCCGTACAACTGAAAAGAGGCGTAAGACTTCCA       	
      5601	    30	 100.0	    35	..............................	TGACGAGTCGTTAATATTGTCGAGCAACATCTGAC        	
      5536	    30	 100.0	    34	..............................	CTAAATTAAGCTACAGGATTATCTGAAGAAGCGT         	
      5472	    30	 100.0	    34	..............................	TTCAGTTTAATAACCTCTTGTAATTTACGGTACT         	
      5408	    30	 100.0	    34	..............................	TGCTGATTATCTTAACAAGTCTGAGGATACAAAT         	
      5344	    30	 100.0	    35	..............................	GCGTAGAAGAAGCGTCGACCATTAACCAGCAGATA        	
      5279	    30	 100.0	    37	..............................	ATTTGACCGACACGGTCTCGCGCTCCGCGCTCGACCG      	
      5212	    30	 100.0	    36	..............................	TGTTCAGCAACAGCAAGTTGAGCAGCACGAATAACA       	
      5146	    30	 100.0	    34	..............................	TTTGACCGACATGGTCTCGGGCAAAGCCCTCGCC         	
      5082	    30	 100.0	    34	..............................	AGAACATTGTAAACGGTGATATGAGTAGACGTGG         	
      5018	    30	 100.0	    35	..............................	TCATCTTTAACGTACTGACCATTACGACCAAGCTT        	
      4953	    30	 100.0	    34	..............................	TTGTATAGAGCAATCTCACTTTCTTTCTAACATC         	
      4889	    30	 100.0	    34	..............................	TCGTACCGAGGAGTCATGGTCTCGCGCTACGCGC         	
      4825	    30	 100.0	    37	..............................	TTGTTCTTCAAACTTCAATTGCTCACCTGCTATTGTC      	
      4758	    30	 100.0	    35	..............................	AAGCGAGCCATCAACCGCGACGTGACGTATTTTTA        	
      4693	    30	 100.0	    36	..............................	TGTTCAGTACGATGGTCGAGCGCGGAGCGCGAGACC       	
      4627	    30	 100.0	    37	..............................	AGGCTCCAGCCACACCACCGAGGACCCAGCCGGGGCA      	
      4560	    30	 100.0	    35	..............................	TGACCATGTTAAGGATTTTTTGAACTGTCTTAAAA        	
      4495	    30	 100.0	    34	..............................	ATGGCACCGACAGAACCGGCACCGGAAGCAATAC         	
      4431	    30	 100.0	    34	..............................	TTTGTACGCTTATCAGCCCAACATACTTTTGAGT         	
      4367	    30	 100.0	    35	..............................	TGACAAGGAGCATGAAACTTAAAGGACAAAGAACC        	
      4302	    30	 100.0	    35	..............................	ATTCTATGTATCTATGGTCATAAATGGCGTCATAC        	
      4237	    30	 100.0	    37	..............................	TTAAGATCTAACTCGTAGATTACCTTGTTTTCGCCCC      	
      4170	    30	 100.0	    34	..............................	TCAACATAGGACATAATACGATTTGTACTAATAA         	
      4106	    30	 100.0	    34	..............................	AATACACGTTCATTAGACAATTCCGGATGAACAG         	
      4042	    30	 100.0	    35	..............................	GAACTATTGAAAGGAACAGAGACGGAGGAGGTACG        	
      3977	    30	 100.0	    35	..............................	AAGATACCGGGTACTACTGCCAGCATAGGCCCTGC        	
      3912	    30	 100.0	    38	..............................	CTAACGCGGCATCGTCTGCGGCTATTATTACCGCTAAC     	
      3844	    30	 100.0	    34	..............................	TGTCGTCTGTTACTTCCTTTTGTCGGGTCAAATA         	
      3780	    30	 100.0	    34	..............................	TAAACAGTTTGCCGTCTTGGTTGTCCTCTCGATA         	
      3716	    30	 100.0	    34	..............................	CGTAGATACCAGCGGCGTACTGGGTTGGAAGAAG         	
      3652	    30	 100.0	    34	..............................	AGATAATCGGCAAAAGGAGCTGAAGAGGATGGAG         	
      3588	    30	 100.0	    34	..............................	CAATGTCTTATAAGTCAATTTACATCGCCAGGCT         	
      3524	    30	 100.0	    36	..............................	CCGCTTCCGCGTCGGTGGCTTGCCACTGCTTCGCCT       	
      3458	    30	 100.0	    36	..............................	TACCATAACACGAAGCGGAACGACCAACAGCAGTTG       	
      3392	    30	 100.0	    34	..............................	ACCTAAATCGTCCAATACCTTATTAACCCTACGT         	
      3328	    30	 100.0	    36	..............................	CTTGGTAGGGTAATTAGTAACATACCCCAACGATAA       	
      3262	    30	 100.0	    36	..............................	ATTAATGAGGTTGGCGGCATCTAACTCGAACTCCGA       	
      3196	    30	 100.0	    35	..............................	TACGACTGCACAATGATTGTTAAGGGTGATTCAAT        	
      3131	    30	 100.0	    37	..............................	TCGTTGTCGTAGTCCTTGCTACTTATCTTATCGTTTA      	
      3064	    30	 100.0	    35	..............................	TGTTATTGCCAATTAGTACGGTATCTCTAACCACT        	
      2999	    30	 100.0	    34	..............................	ATAGAACCAGCACCGGAAGCAAGATTAGTAAGGG         	
      2935	    30	 100.0	    36	..............................	TGATAGCCGACGGGGTAACATTGCATTATTATGCGA       	
      2869	    30	 100.0	    34	..............................	AAAGACCAAAGGTCACGGCAAGTCTCCACAAACT         	
      2805	    30	 100.0	    35	..............................	TAAAGCTTCACAATTTCCTCTAACTTCTCAATTTC        	
      2740	    30	 100.0	    37	..............................	ATCAAACTGATACCACACGCCGAAGTTCTTGCACTGC      	
      2673	    30	 100.0	    34	..............................	CCCAGGCGGAAGGCGCCACCCAAGCGGAAGGCGC         	
      2609	    30	 100.0	    37	..............................	ATTGACAATAACATGGCAAGTATATTGCGCCGTCAGT      	
      2542	    30	 100.0	    34	..............................	ATACGATTAGATTTTACATTTGAGAACAACAATT         	
      2478	    30	 100.0	    38	..............................	TATCTATACCCTGTGTATCAATAAGATATTTGAATATC     	
      2410	    30	 100.0	    36	..............................	ATGATTGTAATGCAGAATGACATGATAAGGCTTGCA       	
      2344	    30	 100.0	    35	..............................	GGGGCTGAGGGATCGGATCAATGGTCTGGAGAATG        	
      2279	    30	 100.0	    36	..............................	GGAAATCAAGCCAGTCCCACTTGTCTCCGTAAGACT       	
      2213	    30	 100.0	    36	..............................	GTCGGATGGTAAGATTCTCCGTTTCGTTCGGAATTT       	
      2147	    30	 100.0	    36	..............................	GAAGGCAGAAGTAAACAATAGAGAAATATATACTAA       	
      2081	    30	 100.0	    34	..............................	ATCGTTAGCGAGGATTTTATTCAGATAATCAATC         	
      2017	    30	 100.0	    35	..............................	AGGTTGGTGGTGAGCATCTTGGCGCTTACGCTGGT        	
      1952	    30	 100.0	    35	..............................	CTCCATCTGCTGGCGCTGCTCCTTCTTCATCCGCT        	
      1887	    30	 100.0	    34	..............................	TCCATTCTTTTTGCAGATTTCGCGAATCATGTCG         	
      1823	    30	 100.0	    34	..............................	AATAGCTCTTGATCAAGCCCGTACTCGTCAATTT         	
      1759	    30	 100.0	    35	..............................	ATACCTTTACCTGCAAAAGCACCGAGGTGCTCACC        	
      1694	    30	 100.0	    34	..............................	GCTATAAAAAAGTGGGGGGTGTTGCCGTCGTGAG         	
      1630	    30	 100.0	    34	..............................	GAGCAAGGACAGCACCGACACCCATAAGCTGCAA         	
      1566	    30	 100.0	    36	..............................	TGAGAGCAGGAGAAAAGACGTCTTTAAAGGGAAAAC       	
      1500	    30	 100.0	    35	..............................	GAAGGAAACGTTCTTTCAGCTTGTGGCGAAAAAAG        	
      1435	    30	 100.0	    34	..............................	GAGGATGGAGGGAGATCATACCCGGTTGGTGTAC         	
      1371	    30	 100.0	    37	..............................	ATGACAGCACCTTTGAGGAGCTTGAGCAGAAAGCCAT      	
      1304	    30	 100.0	    34	..............................	AGAAGCCTCCGACGCTGAAGTTGCCGGTATAGAA         	
      1240	    30	 100.0	    36	..............................	AGAAGTATCTCTACTCTATACATCGACTTAATGAGT       	
      1174	    30	 100.0	    34	..............................	TTCCGCCTCATAAGCATCAGGGTCAGTCTGGTGA         	
      1110	    30	 100.0	    34	..............................	TTGGTAAGGAAATCGACAACATTATTATTGTCAT         	
      1046	    30	 100.0	    37	..............................	CGGTCTCGCGGGTCTCTTTTGTGCTCGCTCCGCAATT      	
       979	    30	 100.0	    37	..............................	AAGCACGACGAATCATTTCTGCTGTTACCTCATAAGG      	
       912	    30	 100.0	    34	..............................	TCAATAGAAGGTGTTGAAATAAGGCCGTCCGAAT         	
       848	    30	 100.0	    36	..............................	CACGGAACGTCATAACTAACAGCAGAAACGTTGCTA       	
       782	    30	 100.0	    38	..............................	AACAGATTGATATGTATCACGACAGGACTCACATTTAC     	
       714	    30	 100.0	    34	..............................	ACTTTAAAGAAAGTATAGAAGAGTGCTATGGCGA         	
       650	    30	 100.0	    36	..............................	ATCTTCAGCGCAACCTTCAGCGTGTTCTCAAGGAGC       	
       584	    30	 100.0	    35	..............................	TTGTGTCGCGGTGTCGGTAATACTCTTGTTGTTCC        	
       519	    30	 100.0	    34	..............................	GAATAAAAATTCTTTGTATGACTTATAAAGGCCG         	
       455	    30	 100.0	    35	..............................	AGGTCTATCTGCTCCACGAAACCGCAAGTGAGGAA        	
       390	    30	 100.0	    34	..............................	TTGAGGATGGTGCAAAGTTACGAAGTATTTATGT         	
       326	    30	 100.0	    35	..............................	ACGGAACGCTGTCAAAATATTTCGACAGGTCGGAC        	
       261	    30	 100.0	    35	..............................	TTGGATGATTGGAATCTTTGCGAATGTCGAGCATG        	
       196	    30	 100.0	    35	..............................	TGATCCATTCTCTTACATCGTCAGCAATGAGCAAC        	
       131	    30	 100.0	     0	..............................	|                                          	
==========	======	======	======	==============================	===========================================	==================
       159	    30	  99.9	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                           	       

# Left flank :   TTTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGGGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAATTTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGG
# Right flank :  TCTTAAGTAAGTGATCTAAATTATTTATATATATCAGTACTAATATGGTTCATTTTCCGTTTTATAGAAAAAGTAGATTATGAAACCAATAAAAGTACTTGA

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-3] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [76.7-66.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.68,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 10452-102 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-21-4_S7_scaffold_1117 id=96588815 bin="js4906-21-4_S7_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                   	Insertion/Deletion
==========	======	======	======	==============================	==================================================	==================
     10451	    30	 100.0	    37	..............................	AGTTGCACAGAACTGAGATAATCAGCAAAAGGAGCGG             	
     10384	    30	 100.0	    36	..............................	CGACAAATTAGTAGACCATATCTCGCGACACACTTC              	
     10318	    30	 100.0	    36	..............................	TCATCTAAAGTAACCTCTTCACCCAACAACTCATAG              	
     10252	    30	 100.0	    35	..............................	AGCCACAGGGCGGCTCGCCGTCAACGGGCGACAAT               	
     10187	    30	 100.0	    36	..............................	TACCGTGGCCTGAAGAGAGGAGAGCAGCAATAGAAC              	
     10121	    30	 100.0	    37	..............................	AAAGAAGGTGATGGAACAGAATTAGAAGGTGTAGCAG             	
     10054	    30	 100.0	    34	..............................	TTACGAATAGAATAGTCAACATCCTTTAAAGCAG                	
      9990	    30	 100.0	    34	..............................	AAGAGACGAAAATCCATTTGAAACAGCACCTATT                	
      9926	    30	 100.0	    35	..............................	TAGTCAGAAATATTTGATATAAATTTACCATTATA               	
      9861	    30	 100.0	    34	..............................	AGCCTTTGGCATGGCACAGCGAGCAGCTCTCAAC                	
      9797	    30	 100.0	    36	..............................	TAATTACTATTACATTTGATTATTAAATTTATTTGA              	
      9731	    30	 100.0	    34	..............................	GCATACTCATAAGTAGAACACTGATACAAAATGT                	
      9667	    30	 100.0	    36	..............................	TTGAATGGCGATATATTACTAAGTATGCATATTTAG              	
      9601	    30	 100.0	    35	..............................	AAATGGGGTATTTATTAAACAGATTCTACTTCCTT               	
      9536	    30	 100.0	    36	..............................	ATGCGCTAACGCAAGAAAACCCCTTGCCTTAGCGTT              	
      9470	    30	 100.0	    36	..............................	GGATGAACGGTTTTAATGTGCCTTCATTGATGGTTA              	
      9404	    30	 100.0	    36	..............................	AACGGCTGATGCTTCTGCATTTCTTGCCAGCACTCT              	
      9338	    30	 100.0	    34	..............................	ATTCAAGAAGAAGAGCATGACAAAGCTCAAGATA                	
      9274	    30	 100.0	    36	..............................	GAATATTGACTTTTTCCTTACCCATAAACACTCTCC              	
      9208	    30	 100.0	    34	..............................	TAGTACAATTAAATTGATGGGGGTAAACGTGCAA                	
      9144	    30	 100.0	    34	..............................	AACGGAGCGACAACCGAATTAATCAATTGATTAG                	
      9080	    30	 100.0	    34	..............................	TCAATCAGATACGACTGCACAGCGTTCTCAAACT                	
      9016	    30	 100.0	    35	..............................	TATTATCTGTAATTTCCTGAATCTTCTTATTCATC               	
      8951	    30	 100.0	    36	..............................	ACGCTACGACAACGTGTACGAATGGTTTGCACGTGA              	
      8885	    30	 100.0	    34	..............................	TTAGTTAAAAGCTGATTACCTTTAACATTATACA                	
      8821	    30	 100.0	    37	..............................	TGTTTGTCGGATTTTTAGCATATAATATGTATGCAAA             	
      8754	    30	 100.0	    36	..............................	AAATATTAACAAAATACAAAGATTATGGCAAAGAAC              	
      8688	    30	 100.0	    35	..............................	CGAGCATTATATTACTAATTATACGCTCGTAAAGA               	
      8623	    30	 100.0	    37	..............................	ATGGAGTCGAACCACCGCCTTAATGAGCCATGCCGGG             	
      8556	    30	 100.0	    36	..............................	TTCCATCCACGCGCCGATACCCAGCGAAGCCCTTCT              	
      8490	    30	 100.0	    36	..............................	TCGGGAGCTGCTGTATTCTTGTTCTTCGAGGATGCT              	
      8424	    30	 100.0	    34	..............................	ATTCGTCCAGAACAAGAGGCTCCTCGTCTATAAC                	
      8360	    30	 100.0	    37	..............................	ACTGTAACCTTAGAGCAAGGTTTTCAGATGGCTGAAG             	
      8293	    30	 100.0	    36	..............................	TTGCGTACGTGTAATTGGCTGACCATTTTGCACATA              	
      8227	    30	 100.0	    37	..............................	AACTGTCGATACATACGTACTTTAAGACGATTCAAAA             	
      8160	    30	 100.0	    36	..............................	GTATATTCTACCCAGCTGCCGTATGTGTCGTTAAGC              	
      8094	    30	 100.0	    37	..............................	CGCGTCTATCTGCTTGTTAATGGCTGCGGCCTCGTCT             	
      8027	    30	 100.0	    34	..............................	TGAAGGTGTTGGCGCTTAGTGTTCTTACCAAACT                	
      7963	    30	 100.0	    34	..............................	ATCACGACAGAGGGTTGATTTAAATTCATTGAGA                	
      7899	    30	 100.0	    34	..............................	TTCTCTAACTTATAAAGAGCAGAACGACCCTGTT                	
      7835	    30	 100.0	    36	..............................	TAATAAAAAGATTTGAATTAAACAAAAGCGGTGTGC              	
      7769	    30	 100.0	    35	..............................	TCGGAGAAAAATATCGCATGATGTCGGCGAGTCTC               	
      7704	    30	 100.0	    36	..............................	TTGGTGTCAGAGCGTCCGTCCCGTCCCGTCCTCAGA              	
      7638	    30	 100.0	    35	..............................	TCGCTTATATATGAATTCACAGCGTTTTTAAATTT               	
      7573	    30	 100.0	    36	..............................	ATTGGCAATAACATGGCAAGTAATAGGCGCCGTCAA              	
      7507	    30	 100.0	    35	..............................	TTGGGATGGGCGACACATACCACTACGGCAGCAAT               	
      7442	    30	 100.0	    36	..............................	AGTTCAACGGAGCAGCACTGACCGTTGCCGATGTAG              	
      7376	    30	 100.0	    34	..............................	ACACTAAAAATAGGACAAGTGATAAGCGTGAGCA                	
      7312	    30	 100.0	    36	..............................	TGTTTGATTATCGGGACATGGGACGTGACGAGCGCA              	
      7246	    30	 100.0	    34	..............................	CTTCCTAAAGTTGTTATATTCATTTTTATACATT                	
      7182	    30	 100.0	    37	..............................	CAAGGACCTTTTGTGTCATGTTCTGTATCGAATGCTT             	
      7115	    30	 100.0	    35	..............................	GTATCAATATAATTATGAAGAATATAATCTCTTAA               	
      7050	    30	 100.0	    35	..............................	TGTCTCATGTAGGTGTTAATCAGTCTCAGACCTCT               	
      6985	    30	 100.0	    36	..............................	AATCGCTTAAGCGAGTAGGGGAGTCTTCTTATTTCA              	
      6919	    30	 100.0	    33	..............................	AATATTATGAAAGTCAACTTGGTCATCATCATA                 	
      6856	    30	  96.7	    37	A.............................	ACTACAGCAATGCGAATCTCAAATCTCTGTTTTTTCA             	
      6789	    30	 100.0	    35	..............................	AATAGACAGTGAGCTGAAGACTTTACTATAAATTT               	
      6724	    30	 100.0	    37	..............................	TATTCTCCGTTTCTGAGTTCCACTATACGCTTCGACT             	
      6657	    30	 100.0	    39	..............................	TCGCATCAGTGAACATCTTACGCATAGAAGCATTATCAA           	
      6588	    30	 100.0	    39	..............................	TGCAAGCTAACCTCAATCTTGCAACCTGCCACAAGGCCC           	
      6519	    30	 100.0	    35	..............................	TCAATAATAATATTGAATTTATTCATACTAAATGA               	
      6454	    30	 100.0	    35	..............................	TGAGGCACAAACGTCCGTCTTTCCGTCCGTCTATT               	
      6389	    30	 100.0	    34	..............................	AGGTGCTACGGCACGGATTGTATTTGTCAGCATT                	
      6325	    30	 100.0	    36	..............................	CAGGTTATTTCTGGGCAGTATGCTGTTTGGAAACGA              	
      6259	    30	 100.0	    36	..............................	TTTGACCGACATGGTCTCGGGCGAAGCCCTCGCCCA              	
      6193	    30	 100.0	    34	..............................	TACGATGATTTAATGCATATTGTTTATGTTCTTT                	
      6129	    30	 100.0	    34	..............................	TAAGCTAAGCATAAACAATTTCTATATATTGCCA                	
      6065	    30	 100.0	    34	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGC                	
      6001	    30	 100.0	    37	..............................	AAGGGTACAGGAATTGAAACAGCAAGAAAGATGGCAA             	
      5934	    30	 100.0	    39	..............................	GTGTTAGAATTAATTTCAAAATTATAGGAAGTCTGTTCG           	
      5865	    30	 100.0	    37	..............................	TGCGTTAACTTTTCTTTAGTAGAATAAGAATCCTCAC             	
      5798	    30	 100.0	    34	..............................	CGTCTCGGATATTATAGGCTTTGAACGTTGCCCA                	
      5734	    30	 100.0	    37	..............................	AATCACCCTGCTTAACCAAATAGCGTGCATCATCCAG             	
      5667	    30	 100.0	    36	..............................	TGTGCCGTACAACTGAAAAGAGGCGTAAGACTTCCA              	
      5601	    30	 100.0	    35	..............................	TGACGAGTCGTTAATATTGTCGAGCAACATCTGAC               	
      5536	    30	 100.0	    34	..............................	CTAAATTAAGCTACAGGATTATCTGAAGAAGCGT                	
      5472	    30	 100.0	    34	..............................	TTCAGTTTAATAACCTCTTGTAATTTACGGTACT                	
      5408	    30	 100.0	    34	..............................	TGCTGATTATCTTAACAAGTCTGAGGATACAAAT                	
      5344	    30	 100.0	    35	..............................	GCGTAGAAGAAGCGTCGACCATTAACCAGCAGATA               	
      5279	    30	 100.0	    37	..............................	ATTTGACCGACACGGTCTCGCGCTCCGCGCTCGACCG             	
      5212	    30	 100.0	    36	..............................	TGTTCAGCAACAGCAAGTTGAGCAGCACGAATAACA              	
      5146	    30	 100.0	    34	..............................	TTTGACCGACATGGTCTCGGGCAAAGCCCTCGCC                	
      5082	    30	 100.0	    34	..............................	AGAACATTGTAAACGGTGATATGAGTAGACGTGG                	
      5018	    30	 100.0	    35	..............................	TCATCTTTAACGTACTGACCATTACGACCAAGCTT               	
      4953	    30	 100.0	    34	..............................	TTGTATAGAGCAATCTCACTTTCTTTCTAACATC                	
      4889	    30	 100.0	    34	..............................	TCGTACCGAGGAGTCATGGTCTCGCGCTACGCGC                	
      4825	    30	 100.0	    37	..............................	TTGTTCTTCAAACTTCAATTGCTCACCTGCTATTGTC             	
      4758	    30	 100.0	    35	..............................	AAGCGAGCCATCAACCGCGACGTGACGTATTTTTA               	
      4693	    30	 100.0	    36	..............................	TGTTCAGTACGATGGTCGAGCGCGGAGCGCGAGACC              	
      4627	    30	 100.0	    37	..............................	AGGCTCCAGCCACACCACCGAGGACCCAGCCGGGGCA             	
      4560	    30	 100.0	    35	..............................	TGACCATGTTAAGGATTTTTTGAACTGTCTTAAAA               	
      4495	    30	 100.0	    34	..............................	ATGGCACCGACAGAACCGGCACCGGAAGCAATAC                	
      4431	    30	 100.0	    34	..............................	TTTGTACGCTTATCAGCCCAACATACTTTTGAGT                	
      4367	    30	 100.0	    35	..............................	TGACAAGGAGCATGAAACTTAAAGGACAAAGAACC               	
      4302	    30	 100.0	    35	..............................	ATTCTATGTATCTATGGTCATAAATGGCGTCATAC               	
      4237	    30	 100.0	    37	..............................	TTAAGATCTAACTCGTAGATTACCTTGTTTTCGCCCC             	
      4170	    30	 100.0	    34	..............................	TCAACATAGGACATAATACGATTTGTACTAATAA                	
      4106	    30	 100.0	    34	..............................	AATACACGTTCATTAGACAATTCCGGATGAACAG                	
      4042	    30	 100.0	    35	..............................	GAACTATTGAAAGGAACAGAGACGGAGGAGGTACG               	
      3977	    30	 100.0	    35	..............................	AAGATACCGGGTACTACTGCCAGCATAGGCCCTGC               	
      3912	    30	 100.0	    38	..............................	CTAACGCGGCATCGTCTGCGGCTATTATTACCGCTAAC            	
      3844	    30	 100.0	    34	..............................	TGTCGTCTGTTACTTCCTTTTGTCGGGTCAAATA                	
      3780	    30	 100.0	    34	..............................	TAAACAGTTTGCCGTCTTGGTTGTCCTCTCGATA                	
      3716	    30	 100.0	    34	..............................	CGTAGATACCAGCGGCGTACTGGGTTGGAAGAAG                	
      3652	    30	 100.0	    34	..............................	AGATAATCGGCAAAAGGAGCTGAAGAGGATGGAG                	
      3588	    30	 100.0	    34	..............................	CAATGTCTTATAAGTCAATTTACATCGCCAGGCT                	
      3524	    30	 100.0	    36	..............................	CCGCTTCCGCGTCGGTGGCTTGCCACTGCTTCGCCT              	
      3458	    30	 100.0	    36	..............................	TACCATAACACGAAGCGGAACGACCAACAGCAGTTG              	
      3392	    30	 100.0	    34	..............................	ACCTAAATCGTCCAATACCTTATTAACCCTACGT                	
      3328	    30	 100.0	    36	..............................	CTTGGTAGGGTAATTAGTAACATACCCCAACGATAA              	
      3262	    30	 100.0	    36	..............................	ATTAATGAGGTTGGCGGCATCTAACTCGAACTCCGA              	
      3196	    30	 100.0	    22	..............................	TACGACTGCACAATGATTGTTA                            	Deletion [3145]
      3144	    30	 100.0	    35	..............................	TGTTATTGCCAATTAGTACGGTATCTCTAACCACT               	
      3079	    30	 100.0	    34	..............................	ATAGAACCAGCACCGGAAGCAAGATTAGTAAGGG                	
      3015	    30	 100.0	    36	..............................	TGATAGCCGACGGGGTAACATTGCATTATTATGCGA              	
      2949	    30	 100.0	    34	..............................	AAAGACCAAAGGTCACGGCAAGTCTCCACAAACT                	
      2885	    30	 100.0	    35	..............................	TAAAGCTTCACAATTTCCTCTAACTTCTCAATTTC               	
      2820	    30	 100.0	    37	..............................	ATCAAACTGATACCACACGCCGAAGTTCTTGCACTGC             	
      2753	    30	 100.0	    34	..............................	CCCAGGCGGAAGGCGCCACCCAAGCGGAAGGCGC                	
      2689	    30	 100.0	    37	..............................	ATTGACAATAACATGGCAAGTATATTGCGCCGTCAGT             	
      2622	    30	 100.0	    34	..............................	ATACGATTAGATTTTACATTTGAGAACAACAATT                	
      2558	    30	 100.0	    38	..............................	TATCTATACCCTGTGTATCAATAAGATATTTGAATATC            	
      2490	    30	 100.0	    36	..............................	ATGATTGTAATGCAGAATGACATGATAAGGCTTGCA              	
      2424	    30	 100.0	    35	..............................	GGGGCTGAGGGATCGGATCAATGGTCTGGAGAATG               	
      2359	    30	 100.0	    36	..............................	GGAAATCAAGCCAGTCCCACTTGTCTCCGTAAGACT              	
      2293	    30	 100.0	    36	..............................	GTCGGATGGTAAGATTCTCCGTTTCGTTCGGAATTT              	
      2227	    30	 100.0	    36	..............................	GAAGGCAGAAGTAAACAATAGAGAAATATATACTAA              	
      2161	    30	 100.0	    34	..............................	ATCGTTAGCGAGGATTTTATTCAGATAATCAATC                	
      2097	    30	 100.0	    35	..............................	AGGTTGGTGGTGAGCATCTTGGCGCTTACGCTGGT               	
      2032	    30	 100.0	    35	..............................	CTCCATCTGCTGGCGCTGCTCCTTCTTCATCCGCT               	
      1967	    30	 100.0	    34	..............................	TCCATTCTTTTTGCAGATTTCGCGAATCATGTCG                	
      1903	    30	 100.0	    34	..............................	AATAGCTCTTGATCAAGCCCGTACTCGTCAATTT                	
      1839	    30	 100.0	    35	..............................	ATACCTTTACCTGCAAAAGCACCGAGGTGCTCACC               	
      1774	    30	 100.0	    50	..............................	TTATGGAATTGAAATATACCTTTACCTGCAAAAGCACCGAGGTGCTCACC	
      1694	    30	 100.0	    34	..............................	GCTATAAAAAAGTGGGGGGTGTTGCCGTCGTGAG                	
      1630	    30	 100.0	    34	..............................	GAGCAAGGACAGCACCGACACCCATAAGCTGCAA                	
      1566	    30	 100.0	    36	..............................	TGAGAGCAGGAGAAAAGACGTCTTTAAAGGGAAAAC              	
      1500	    30	 100.0	    35	..............................	GAAGGAAACGTTCTTTCAGCTTGTGGCGAAAAAAG               	
      1435	    30	 100.0	    34	..............................	GAGGATGGAGGGAGATCATACCCGGTTGGTGTAC                	
      1371	    30	 100.0	    37	..............................	ATGACAGCACCTTTGAGGAGCTTGAGCAGAAAGCCAT             	
      1304	    30	 100.0	    34	..............................	AGAAGCCTCCGACGCTGAAGTTGCCGGTATAGAA                	
      1240	    30	 100.0	    36	..............................	AGAAGTATCTCTACTCTATACATCGACTTAATGAGT              	
      1174	    30	 100.0	    34	..............................	TTCCGCCTCATAAGCATCAGGGTCAGTCTGGTGA                	
      1110	    30	 100.0	    34	..............................	TTGGTAAGGAAATCGACAACATTATTATTGTCAT                	
      1046	    30	 100.0	    37	..............................	CGGTCTCGCGGGTCTCTTTTGTGCTCGCTCCGCAATT             	
       979	    30	 100.0	    37	..............................	AAGCACGACGAATCATTTCTGCTGTTACCTCATAAGG             	
       912	    30	 100.0	    34	..............................	TCAATAGAAGGTGTTGAAATAAGGCCGTCCGAAT                	
       848	    30	 100.0	    36	..............................	CACGGAACGTCATAACTAACAGCAGAAACGTTGCTA              	
       782	    30	 100.0	    38	..............................	AACAGATTGATATGTATCACGACAGGACTCACATTTAC            	
       714	    30	 100.0	    34	..............................	ACTTTAAAGAAAGTATAGAAGAGTGCTATGGCGA                	
       650	    30	 100.0	    36	..............................	ATCTTCAGCGCAACCTTCAGCGTGTTCTCAAGGAGC              	
       584	    30	 100.0	    35	..............................	TTGTGTCGCGGTGTCGGTAATACTCTTGTTGTTCC               	
       519	    30	 100.0	    34	..............................	GAATAAAAATTCTTTGTATGACTTATAAAGGCCG                	
       455	    30	 100.0	    35	..............................	AGGTCTATCTGCTCCACGAAACCGCAAGTGAGGAA               	
       390	    30	 100.0	    34	..............................	TTGAGGATGGTGCAAAGTTACGAAGTATTTATGT                	
       326	    30	 100.0	    35	..............................	ACGGAACGCTGTCAAAATATTTCGACAGGTCGGAC               	
       261	    30	 100.0	    35	..............................	TTGGATGATTGGAATCTTTGCGAATGTCGAGCATG               	
       196	    30	 100.0	    35	..............................	TGATCCATTCTCTTACATCGTCAGCAATGAGCAAC               	
       131	    30	 100.0	     0	..............................	|                                                 	
==========	======	======	======	==============================	==================================================	==================
       159	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                                  	       

# Left flank :   TTTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGGGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAATTTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGG
# Right flank :  TCTTAAGTAAGTGATCTAAATTATTTATATATATCAGTACTAATATGGTTCATTTTCCGTTTTATAGAAAAAGTAGATTATGAAACCAATAAAAGTACTTGA

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.00, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [4-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [76.7-66.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 729-11079 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-21-5_S8_scaffold_1350 id=96612969 bin="js4906-21-5_S8_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                  	Insertion/Deletion
==========	======	======	======	==============================	=================================================	==================
       729	    30	 100.0	    37	..............................	AGTTGCACAGAACTGAGATAATCAGCAAAAGGAGCGG            	
       796	    30	 100.0	    36	..............................	CGACAAATTAGTAGACCATATCTCGCGACACACTTC             	
       862	    30	 100.0	    36	..............................	TCATCTAAAGTAACCTCTTCACCCAACAACTCATAG             	
       928	    30	 100.0	    35	..............................	AGCCACAGGGCGGCTCGCCGTCAACGGGCGACAAT              	
       993	    30	 100.0	    36	..............................	TACCGTGGCCTGAAGAGAGGAGAGCAGCAATAGAAC             	
      1059	    30	 100.0	    37	..............................	AAAGAAGGTGATGGAACAGAATTAGAAGGTGTAGCAG            	
      1126	    30	 100.0	    34	..............................	TTACGAATAGAATAGTCAACATCCTTTAAAGCAG               	
      1190	    30	 100.0	    34	..............................	AAGAGACGAAAATCCATTTGAAACAGCACCTATT               	
      1254	    30	 100.0	    35	..............................	TAGTCAGAAATATTTGATATAAATTTACCATTATA              	
      1319	    30	 100.0	    34	..............................	AGCCTTTGGCATGGCACAGCGAGCAGCTCTCAAC               	
      1383	    30	 100.0	    36	..............................	TAATTACTATTACATTTGATTATTAAATTTATTTGA             	
      1449	    30	 100.0	    34	..............................	GCATACTCATAAGTAGAACACTGATACAAAATGT               	
      1513	    30	 100.0	    36	..............................	TTGAATGGCGATATATTACTAAGTATGCATATTTAG             	
      1579	    30	 100.0	    35	..............................	AAATGGGGTATTTATTAAACAGATTCTACTTCCTT              	
      1644	    30	 100.0	    36	..............................	ATGCGCTAACGCAAGAAAACCCCTTGCCTTAGCGTT             	
      1710	    30	 100.0	    36	..............................	GGATGAACGGTTTTAATGTGCCTTCATTGATGGTTA             	
      1776	    30	 100.0	    36	..............................	AACGGCTGATGCTTCTGCATTTCTTGCCAGCACTCT             	
      1842	    30	 100.0	    34	..............................	ATTCAAGAAGAAGAGCATGACAAAGCTCAAGATA               	
      1906	    30	 100.0	    36	..............................	GAATATTGACTTTTTCCTTACCCATAAACACTCTCC             	
      1972	    30	 100.0	    34	..............................	TAGTACAATTAAATTGATGGGGGTAAACGTGCAA               	
      2036	    30	 100.0	    34	..............................	AACGGAGCGACAACCGAATTAATCAATTGATTAG               	
      2100	    30	 100.0	    34	..............................	TCAATCAGATACGACTGCACAGCGTTCTCAAACT               	
      2164	    30	 100.0	    35	..............................	TATTATCTGTAATTTCCTGAATCTTCTTATTCATC              	
      2229	    30	 100.0	    36	..............................	ACGCTACGACAACGTGTACGAATGGTTTGCACGTGA             	
      2295	    30	 100.0	    34	..............................	TTAGTTAAAAGCTGATTACCTTTAACATTATACA               	
      2359	    30	 100.0	    37	..............................	TGTTTGTCGGATTTTTAGCATATAATATGTATGCAAA            	
      2426	    30	 100.0	    36	..............................	AAATATTAACAAAATACAAAGATTATGGCAAAGAAC             	
      2492	    30	 100.0	    35	..............................	CGAGCATTATATTACTAATTATACGCTCGTAAAGA              	
      2557	    30	 100.0	    37	..............................	ATGGAGTCGAACCACCGCCTTAATGAGCCATGCCGGG            	
      2624	    30	 100.0	    36	..............................	TTCCATCCACGCGCCGATACCCAGCGAAGCCCTTCT             	
      2690	    30	 100.0	    36	..............................	TCGGGAGCTGCTGTATTCTTGTTCTTCGAGGATGCT             	
      2756	    30	 100.0	    34	..............................	ATTCGTCCAGAACAAGAGGCTCCTCGTCTATAAC               	
      2820	    30	 100.0	    37	..............................	ACTGTAACCTTAGAGCAAGGTTTTCAGATGGCTGAAG            	
      2887	    30	 100.0	    36	..............................	TTGCGTACGTGTAATTGGCTGACCATTTTGCACATA             	
      2953	    30	 100.0	    37	..............................	AACTGTCGATACATACGTACTTTAAGACGATTCAAAA            	
      3020	    30	 100.0	    36	..............................	GTATATTCTACCCAGCTGCCGTATGTGTCGTTAAGC             	
      3086	    30	 100.0	    37	..............................	CGCGTCTATCTGCTTGTTAATGGCTGCGGCCTCGTCT            	
      3153	    30	 100.0	    34	..............................	TGAAGGTGTTGGCGCTTAGTGTTCTTACCAAACT               	
      3217	    30	 100.0	    34	..............................	ATCACGACAGAGGGTTGATTTAAATTCATTGAGA               	
      3281	    30	 100.0	    34	..............................	TTCTCTAACTTATAAAGAGCAGAACGACCCTGTT               	
      3345	    30	 100.0	    36	..............................	TAATAAAAAGATTTGAATTAAACAAAAGCGGTGTGC             	
      3411	    30	 100.0	    35	..............................	TCGGAGAAAAATATCGCATGATGTCGGCGAGTCTC              	
      3476	    30	 100.0	    36	..............................	TTGGTGTCAGAGCGTCCGTCCCGTCCCGTCCTCAGA             	
      3542	    30	 100.0	    35	..............................	TCGCTTATATATGAATTCACAGCGTTTTTAAATTT              	
      3607	    30	 100.0	    36	..............................	ATTGGCAATAACATGGCAAGTAATAGGCGCCGTCAA             	
      3673	    30	 100.0	    35	..............................	TTGGGATGGGCGACACATACCACTACGGCAGCAAT              	
      3738	    30	 100.0	    36	..............................	AGTTCAACGGAGCAGCACTGACCGTTGCCGATGTAG             	
      3804	    30	 100.0	    34	..............................	ACACTAAAAATAGGACAAGTGATAAGCGTGAGCA               	
      3868	    30	 100.0	    36	..............................	TGTTTGATTATCGGGACATGGGACGTGACGAGCGCA             	
      3934	    30	 100.0	    34	..............................	CTTCCTAAAGTTGTTATATTCATTTTTATACATT               	
      3998	    30	 100.0	    37	..............................	CAAGGACCTTTTGTGTCATGTTCTGTATCGAATGCTT            	
      4065	    30	 100.0	    35	..............................	GTATCAATATAATTATGAAGAATATAATCTCTTAA              	
      4130	    30	 100.0	    35	..............................	TGTCTCATGTAGGTGTTAATCAGTCTCAGACCTCT              	
      4195	    30	 100.0	    36	..............................	AATCGCTTAAGCGAGTAGGGGAGTCTTCTTATTTCA             	
      4261	    30	 100.0	    33	..............................	AATATTATGAAAGTCAACTTGGTCATCATCATA                	
      4324	    30	  96.7	    37	A.............................	ACTACAGCAATGCGAATCTCAAATCTCTGTTTTTTCA            	
      4391	    30	 100.0	    35	..............................	AATAGACAGTGAGCTGAAGACTTTACTATAAATTT              	
      4456	    30	 100.0	    37	..............................	TATTCTCCGTTTCTGAGTTCCACTATACGCTTCGACT            	
      4523	    30	 100.0	    39	..............................	TCGCATCAGTGAACATCTTACGCATAGAAGCATTATCAA          	
      4592	    30	 100.0	    39	..............................	TGCAAGCTAACCTCAATCTTGCAACCTGCCACAAGGCCC          	
      4661	    30	 100.0	    35	..............................	TCAATAATAATATTGAATTTATTCATACTAAATGA              	
      4726	    30	 100.0	    35	..............................	TGAGGCACAAACGTCCGTCTTTCCGTCCGTCTATT              	
      4791	    30	 100.0	    34	..............................	AGGTGCTACGGCACGGATTGTATTTGTCAGCATT               	
      4855	    30	 100.0	    36	..............................	CAGGTTATTTCTGGGCAGTATGCTGTTTGGAAACGA             	
      4921	    30	 100.0	    36	..............................	TTTGACCGACATGGTCTCGGGCGAAGCCCTCGCCCA             	
      4987	    30	 100.0	    34	..............................	TACGATGATTTAATGCATATTGTTTATGTTCTTT               	
      5051	    30	 100.0	    34	..............................	TAAGCTAAGCATAAACAATTTCTATATATTGCCA               	
      5115	    30	 100.0	    34	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGC               	
      5179	    30	 100.0	    37	..............................	AAGGGTACAGGAATTGAAACAGCAAGAAAGATGGCAA            	
      5246	    30	 100.0	    39	..............................	GTGTTAGAATTAATTTCAAAATTATAGGAAGTCTGTTCG          	
      5315	    30	 100.0	    37	..............................	TGCGTTAACTTTTCTTTAGTAGAATAAGAATCCTCAC            	
      5382	    30	 100.0	    34	..............................	CGTCTCGGATATTATAGGCTTTGAACGTTGCCCA               	
      5446	    30	 100.0	    37	..............................	AATCACCCTGCTTAACCAAATAGCGTGCATCATCCAG            	
      5513	    30	 100.0	    36	..............................	TGTGCCGTACAACTGAAAAGAGGCGTAAGACTTCCA             	
      5579	    30	 100.0	    35	..............................	TGACGAGTCGTTAATATTGTCGAGCAACATCTGAC              	
      5644	    30	 100.0	    34	..............................	CTAAATTAAGCTACAGGATTATCTGAAGAAGCGT               	
      5708	    30	 100.0	    34	..............................	TTCAGTTTAATAACCTCTTGTAATTTACGGTACT               	
      5772	    30	 100.0	    34	..............................	TGCTGATTATCTTAACAAGTCTGAGGATACAAAT               	
      5836	    30	 100.0	    35	..............................	GCGTAGAAGAAGCGTCGACCATTAACCAGCAGATA              	
      5901	    30	 100.0	    37	..............................	ATTTGACCGACACGGTCTCGCGCTCCGCGCTCGACCG            	
      5968	    30	 100.0	    36	..............................	TGTTCAGCAACAGCAAGTTGAGCAGCACGAATAACA             	
      6034	    30	 100.0	    34	..............................	TTTGACCGACATGGTCTCGGGCAAAGCCCTCGCC               	
      6098	    30	 100.0	    34	..............................	AGAACATTGTAAACGGTGATATGAGTAGACGTGG               	
      6162	    30	 100.0	    35	..............................	TCATCTTTAACGTACTGACCATTACGACCAAGCTT              	
      6227	    30	 100.0	    34	..............................	TTGTATAGAGCAATCTCACTTTCTTTCTAACATC               	
      6291	    30	 100.0	    34	..............................	TCGTACCGAGGAGTCATGGTCTCGCGCTACGCGC               	
      6355	    30	 100.0	    37	..............................	TTGTTCTTCAAACTTCAATTGCTCACCTGCTATTGTC            	
      6422	    30	 100.0	    35	..............................	AAGCGAGCCATCAACCGCGACGTGACGTATTTTTA              	
      6487	    30	 100.0	    36	..............................	TGTTCAGTACGATGGTCGAGCGCGGAGCGCGAGACC             	
      6553	    30	 100.0	    37	..............................	AGGCTCCAGCCACACCACCGAGGACCCAGCCGGGGCA            	
      6620	    30	 100.0	    35	..............................	TGACCATGTTAAGGATTTTTTGAACTGTCTTAAAA              	
      6685	    30	 100.0	    34	..............................	ATGGCACCGACAGAACCGGCACCGGAAGCAATAC               	
      6749	    30	 100.0	    34	..............................	TTTGTACGCTTATCAGCCCAACATACTTTTGAGT               	
      6813	    30	 100.0	    35	..............................	TGACAAGGAGCATGAAACTTAAAGGACAAAGAACC              	
      6878	    30	 100.0	    35	..............................	ATTCTATGTATCTATGGTCATAAATGGCGTCATAC              	
      6943	    30	 100.0	    37	..............................	TTAAGATCTAACTCGTAGATTACCTTGTTTTCGCCCC            	
      7010	    30	 100.0	    34	..............................	TCAACATAGGACATAATACGATTTGTACTAATAA               	
      7074	    30	 100.0	    34	..............................	AATACACGTTCATTAGACAATTCCGGATGAACAG               	
      7138	    30	 100.0	    35	..............................	GAACTATTGAAAGGAACAGAGACGGAGGAGGTACG              	
      7203	    30	 100.0	    35	..............................	AAGATACCGGGTACTACTGCCAGCATAGGCCCTGC              	
      7268	    30	 100.0	    38	..............................	CTAACGCGGCATCGTCTGCGGCTATTATTACCGCTAAC           	
      7336	    30	 100.0	    34	..............................	TGTCGTCTGTTACTTCCTTTTGTCGGGTCAAATA               	
      7400	    30	 100.0	    34	..............................	TAAACAGTTTGCCGTCTTGGTTGTCCTCTCGATA               	
      7464	    30	 100.0	    34	..............................	CGTAGATACCAGCGGCGTACTGGGTTGGAAGAAG               	
      7528	    30	 100.0	    34	..............................	AGATAATCGGCAAAAGGAGCTGAAGAGGATGGAG               	
      7592	    30	 100.0	    34	..............................	CAATGTCTTATAAGTCAATTTACATCGCCAGGCT               	
      7656	    30	 100.0	    36	..............................	CCGCTTCCGCGTCGGTGGCTTGCCACTGCTTCGCCT             	
      7722	    30	 100.0	    36	..............................	TACCATAACACGAAGCGGAACGACCAACAGCAGTTG             	
      7788	    30	 100.0	    34	..............................	ACCTAAATCGTCCAATACCTTATTAACCCTACGT               	
      7852	    30	 100.0	    36	..............................	CTTGGTAGGGTAATTAGTAACATACCCCAACGATAA             	
      7918	    30	 100.0	    36	..............................	ATTAATGAGGTTGGCGGCATCTAACTCGAACTCCGA             	
      7984	    30	 100.0	    35	..............................	TACGACTGCACAATGATTGTTAAGGGTGATTCAAT              	
      8049	    30	 100.0	    37	..............................	TCGTTGTCGTAGTCCTTGCTACTTATCTTATCGTTTA            	
      8116	    30	 100.0	    35	..............................	TGTTATTGCCAATTAGTACGGTATCTCTAACCACT              	
      8181	    30	 100.0	    34	..............................	ATAGAACCAGCACCGGAAGCAAGATTAGTAAGGG               	
      8245	    30	 100.0	    36	..............................	TGATAGCCGACGGGGTAACATTGCATTATTATGCGA             	
      8311	    30	 100.0	    49	..............................	AAAGACCAAAGGTCACGGCAAGTCTCCACAAACTGGTTTAATCGTACCT	
      8390	    30	 100.0	    34	..............................	TCCTCTAACTTCTCAATTTCGGTTTAATCGTACC               	
      8454	    30	 100.0	    35	..............................	ACACGCCGAAGTTCTTGCACTGCGGTTTAATCGTA              	
      8519	    30	 100.0	    37	..............................	GCGCCACCCAAGCGGAAGGCGCGGTTTAATCGTACCT            	
      8586	    30	 100.0	    34	..............................	GCAAGTATATTGCGCCGTCAGTGGTTTAATCGTA               	
      8650	    30	 100.0	    37	..............................	TTTACATTTGAGAACAACAATTGGTTTAATCGTACCT            	
      8717	    30	 100.0	    34	..............................	TATCAATAAGATATTTGAATATCGGTTTAATCGT               	
      8781	    30	 100.0	    38	..............................	GCAGAATGACATGATAAGGCTTGCAGGTTTAATCGTAC           	
      8849	    30	 100.0	    36	..............................	CGGATCAATGGTCTGGAGAATGGGTTTAATCGTACC             	
      8915	    30	 100.0	    35	..............................	TCCCACTTGTCTCCGTAAGACTGGTTTAATCGTAC              	
      8980	    30	 100.0	    36	..............................	ATTCTCCGTTTCGTTCGGAATTTGGTTTAATCGTAC             	
      9046	    30	 100.0	    36	..............................	AACAATAGAGAAATATATACTAAGGTTTAATCGTAC             	
      9112	    30	 100.0	    36	..............................	ATTTTATTCAGATAATCAATCGGTTTAATCGTACCT             	
      9178	    30	 100.0	    34	..............................	ATCTTGGCGCTTACGCTGGTGGTTTAATCGTACC               	
      9242	    30	 100.0	    35	..............................	GCTGCTCCTTCTTCATCCGCTGGTTTAATCGTACC              	
      9307	    30	 100.0	    35	..............................	AGATTTCGCGAATCATGTCGGGTTTAATCGTACCT              	
      9372	    30	 100.0	    34	..............................	AGCCCGTACTCGTCAATTTGGTTTAATCGTACCT               	
      9436	    30	 100.0	    34	..............................	AAAGCACCGAGGTGCTCACCGGTTTAATCGTACC               	
      9500	    30	 100.0	    35	..............................	GGGGGTGTTGCCGTCGTGAGGGTTTAATCGTACCT              	
      9565	    30	 100.0	    34	..............................	CGACACCCATAAGCTGCAAGGTTTAATCGTACCT               	
      9629	    30	 100.0	    34	..............................	AGACGTCTTTAAAGGGAAAACGGTTTAATCGTAC               	
      9693	    30	 100.0	    36	..............................	TTTCAGCTTGTGGCGAAAAAAGGGTTTAATCGTACC             	
      9759	    30	 100.0	    20	..............................	ATCATACCCGGTTGGTGTAC                             	Deletion [9809]
      9809	    30	 100.0	    37	..............................	ATGACAGCACCTTTGAGGAGCTTGAGCAGAAAGCCAT            	
      9876	    30	 100.0	    34	..............................	AGAAGCCTCCGACGCTGAAGTTGCCGGTATAGAA               	
      9940	    30	 100.0	    36	..............................	AGAAGTATCTCTACTCTATACATCGACTTAATGAGT             	
     10006	    30	 100.0	    34	..............................	TTCCGCCTCATAAGCATCAGGGTCAGTCTGGTGA               	
     10070	    30	 100.0	    34	..............................	TTGGTAAGGAAATCGACAACATTATTATTGTCAT               	
     10134	    30	 100.0	    37	..............................	CGGTCTCGCGGGTCTCTTTTGTGCTCGCTCCGCAATT            	
     10201	    30	 100.0	    37	..............................	AAGCACGACGAATCATTTCTGCTGTTACCTCATAAGG            	
     10268	    30	 100.0	    34	..............................	TCAATAGAAGGTGTTGAAATAAGGCCGTCCGAAT               	
     10332	    30	 100.0	    36	..............................	CACGGAACGTCATAACTAACAGCAGAAACGTTGCTA             	
     10398	    30	 100.0	    38	..............................	AACAGATTGATATGTATCACGACAGGACTCACATTTAC           	
     10466	    30	 100.0	    34	..............................	ACTTTAAAGAAAGTATAGAAGAGTGCTATGGCGA               	
     10530	    30	 100.0	    36	..............................	ATCTTCAGCGCAACCTTCAGCGTGTTCTCAAGGAGC             	
     10596	    30	 100.0	    35	..............................	TTGTGTCGCGGTGTCGGTAATACTCTTGTTGTTCC              	
     10661	    30	 100.0	    34	..............................	GAATAAAAATTCTTTGTATGACTTATAAAGGCCG               	
     10725	    30	 100.0	    35	..............................	AGGTCTATCTGCTCCACGAAACCGCAAGTGAGGAA              	
     10790	    30	 100.0	    34	..............................	TTGAGGATGGTGCAAAGTTACGAAGTATTTATGT               	
     10854	    30	 100.0	    35	..............................	ACGGAACGCTGTCAAAATATTTCGACAGGTCGGAC              	
     10919	    30	 100.0	    35	..............................	TTGGATGATTGGAATCTTTGCGAATGTCGAGCATG              	
     10984	    30	 100.0	    35	..............................	TGATCCATTCTCTTACATCGTCAGCAATGAGCAAC              	
     11049	    30	 100.0	     0	..............................	|                                                	
==========	======	======	======	==============================	=================================================	==================
       159	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                                 	       

# Left flank :   TTTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGGGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAATTTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGG
# Right flank :  TTAAGTAAGTGATCTAAATTATTTATATATATCAGTACTAATATGGTTCATTTTCCGTTTTATAGAAAAAGTAGATTATGAAACCAATAAAAGTACTTGA

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.00, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [66.7-76.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0.27   Confidence: HIGH] 

# Array family : NA
//


Array 1 2387-2 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-2_S9_scaffold_10808 id=96651427 bin="abawaca_83_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      2386	    30	 100.0	    34	..............................	TTGTCTAAGAAATTCGGCATCGGCTATTACTGGG    	
      2322	    30	 100.0	    34	..............................	GCAAATCGCATAACTTCGAAAGTTCGGCGTTGGA    	
      2258	    30	 100.0	    38	..............................	AGCTACACATTTATATATGTGTTATTGTATATACTACC	
      2190	    30	 100.0	    36	..............................	ATAAAAAAGACAAAGGAAAGTCTTATTTATTGGATT  	
      2124	    30	 100.0	    34	..............................	GGCCTTGCGCTGCTCCTCTACGCTCTCGGCATCC    	
      2060	    30	 100.0	    38	..............................	TACTTCTTAAGAACAAGCTTTTTACGTCTATAACTCAG	
      1992	    30	 100.0	    34	..............................	TGGTATTGTCAATCGGTACAAGGTTTCCGACCAC    	
      1928	    30	 100.0	    35	..............................	GTACCAGGTCCATTCTCTCCGAATACGTAAGTTTT   	
      1863	    30	 100.0	    37	..............................	TTAACAATATTCTTGGCGAACTTAAAACCACTGAAGC 	
      1796	    30	 100.0	    36	..............................	CTTTTTGTGTATGTATAGTGACATTGTGAAGTGTAG  	
      1730	    30	 100.0	    34	..............................	AAGCATTGGCAGTCGAAAAAACTTGGCTACTCTG    	
      1666	    30	 100.0	    35	..............................	AATGAATTTTGTGTGTCGGCAACGGCTACAGCGTA   	
      1601	    30	 100.0	    35	..............................	TATACGTTCATGTACTGATAACTATAAAAGCAACG   	
      1536	    30	 100.0	    38	..............................	AGAAGTTAAAAGAGTAGCAATATACGAAGAACTGTCAA	
      1468	    30	 100.0	    34	..............................	CTATTTCTAAGTGGCGTGTAACGTTAACAGATTC    	
      1404	    30	 100.0	    37	..............................	AGAATAAAAGTTACTATAAACAAAGCTAACACTAAAC 	
      1337	    30	 100.0	    37	..............................	TGCACTTTACTGACGTAGATGTGGAGTATATACACGA 	
      1270	    30	 100.0	    35	..............................	GAACGTCTGCCTTAGTCTGACCACGTGACGTGAAA   	
      1205	    30	 100.0	    36	..............................	TCAATTACAAAGTAAATTTTCGTCTATCTTGGGACG  	
      1139	    30	 100.0	    34	..............................	TCGCAGGAATAAGCCTTTCCTTTTTTTACGGGCA    	
      1075	    30	 100.0	    35	..............................	CAATGCGCGAAGACGGAACTTCGCGAGGACGTTTG   	
      1010	    30	 100.0	    35	..............................	GAAAATGCAATCTATTGGGGACCTTATCTATTGAG   	
       945	    30	 100.0	    34	..............................	CGACTATCGGCAAATCCATCTCGCGCAGGAACTC    	
       881	    30	 100.0	    34	..............................	GTTCGTTGTCGCTTGGGAACAACATATCTGGTAT    	
       817	    30	  96.7	    36	....................A.........	ATTGGCAATTACTTGGCAAGTATATTGCGCCGTCAA  	
       751	    30	 100.0	    37	..............................	CAGAGGAGCCCTCCGCTCTCTCGCGTTCCTCGCGCAG 	
       684	    30	 100.0	    37	..............................	ACTTGAGAGCCGCCATTCACGAACGCTGCATTAATGC 	
       617	    30	  96.7	    35	..........C...................	ATCAAGAGGAAGAACAGAACAATAATACTTTGATA   	
       552	    30	 100.0	    36	..............................	GGCTGTCTAAACACATATCGTCGGGCTGTACTGGAT  	
       486	    30	 100.0	    34	..............................	TTTGGACGTATTCCGTCAATAGGATTTAGGTTCA    	
       422	    30	 100.0	    34	..............................	TTGGGGATATTTCCCCCGAAATGAATTTGCCTGT    	
       358	    30	 100.0	    37	..............................	AAAGGTAGTATTAAGAAGCTTATCGGGCGAGAGCTGG 	
       291	    30	 100.0	    35	..............................	ACAGCATAATAAAACAAAATACTTAACTGATTATG   	
       226	    30	 100.0	    36	..............................	GCCTCTCCTGTTATCACCTTTGAGGAAGCTGCAACC  	
       160	    30	 100.0	    35	..............................	ACAATAAAAAGAGTTTGCGTACCAAATTACGCAAA   	
        95	    30	 100.0	    34	..............................	TAGGGACGTTTCCGTTACCCTACACGGCGTGGCA    	
        31	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        37	    30	  99.8	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   GGAATTGAAATTACAAGACCGTACAAGACCATACGAGACCATAC
# Right flank :  TG

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [0.0-45.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,5.18   Confidence: HIGH] 

# Array family : NA
//


Array 1 4734-4290 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-3_S10_scaffold_2499 id=96700123 bin="concoct_10"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                         	Insertion/Deletion
==========	======	======	======	====================================	========================================	==================
      4733	    36	 100.0	    29	....................................	TTTATATAAAGGATTTTATGTATTTTTGT           	
      4668	    36	 100.0	    31	....................................	CTATCGTAGATCAAATCTTAAACGCGATATA         	
      4601	    36	 100.0	    29	....................................	ATCGTAGATAAGCCGAGCGGTATTGCATA           	
      4536	    36	 100.0	    31	....................................	CTATCGTAGATGGATTGTGTCATGGGCATCC         	
      4469	    36	 100.0	    32	....................................	ATCGTAGATAGTGAACTACCCATGAGCTAAAG        	
      4401	    36	  97.2	    40	...................................A	TCGTAGATAAGAAGAAGACCTTGCGGAACTTGCAGACCTT	
      4325	    36	 100.0	     0	....................................	|                                       	
==========	======	======	======	====================================	========================================	==================
         7	    36	  99.6	    32	GTCTATAAGGACTTGATAATTTCTACTATCGTAGAT	                                        	       

# Left flank :   ACAAAGGATTTAGCCAATTTTAAGTACGACATTTCCAACAAGGCTTGGCTCAACTTTGCACAACAAAAGCCGTATAAAAAATGAATGAATACATTCCGCTTTCAACGCTGAATGACTTTATCTTCTGTCCGTACTCCATATACTTGCATAGTGTGTATATGGAGTCGGACGAAGACTTATATAAAGCCACTCCACAGATTAAAGGCACCATCCGGCTTCAATTCTCTGTGTATGAAGTAAGGAATACAAAGAGAATTGTTAATAATCTTATGTCTAAGATTGAAGCTTATGCAAAACATTTCACAGCTGATGATAGTGTAATCATTTTTGACATTGAAGCTGAAAAACTGACGAAATATGGTAATGCTATTCATAGAGACCAAGATGTTGTATACTTTTAAATAGCAAACATAAGTCTTTATGTTTTTGATTATACATACTTAACTAACTGATTACTAATTTCTTTCTTAGCTTTTACACTATAACAAACTCTGTGTGGG
# Right flank :  TATGTAGGTTATAATAGGGGAGGCCGGTATTTTACTATGCCAAATAGTTTGCATTATCAATGATTGTTTGTATCTTTGCAGCACGAGAACCCGCCAAGCCTCTCAACGATGCTCAAATGTGCGGGTCGTTTTTGTTTTTATGGGTATATGGCAACAAGAATTCCGTTTGTAAAAACATTTCAAAACCGCGGAGGTCGATGGCAAGTGGGCAACGCTGAAGAAAGGGAATGTGATTGTTGACATCTCCGTGGATGGCAATGCCTATGGTTTCACCTTTTACATCAAATAGACGTTGGTTAAAAGCTGGCGTAAACTGATCTGGGACTGAGTTAGGACTAAGTTTGTGCTGGCAGATATGCCTCTCCGCCTGGAAGATAGGCTGGCAGATATCGCTTTAGGGAAGCGTATCTGCCAGCCTTTATTGTACTTATACTGTGCATGTTACGGCGATTCTGGGAGATATGGGGGATTTTTTCGCTAACAAAAAGTTCGGAGAGATT

# Questionable array : NO	 Score: 3.24
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTATAAGGACTTGATAATTTCTACTATCGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-3.20,-1.30] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [65.0-70.0]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.37,0.41   Confidence: LOW] 

# Array family : NA
//


Array 1 549-11062 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-3_S10_scaffold_1606 id=96703230 bin="abawaca_48_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                     	Insertion/Deletion
==========	======	======	======	==============================	====================================================	==================
       549	    30	 100.0	    39	..............................	ATCTTTGGTTAATAAGTATGCTGATTCTCGTCTCTCCGC             	
       618	    30	 100.0	    34	..............................	ATCAGAACCATCAAGGTCACCACCATTCTGTAAT                  	
       682	    30	 100.0	    36	..............................	TGCCGAAAGAGGTAAACGCAATCAGTTTTATGGTGT                	
       748	    30	 100.0	    36	..............................	ACTATCCTGTGAAAGTTGTCGTTGACGTTCATACTG                	
       814	    30	 100.0	    35	..............................	AAAGAGGAAGACGGCGGATTATTAAGAGGTGCAGT                 	
       879	    30	 100.0	    34	..............................	AGAGAAATATTAAGATTCATGATTTTCGGAAGTT                  	
       943	    30	 100.0	    34	..............................	TGTCAACTTCCCATTTCTTATCTAAGTACTCATA                  	
      1007	    30	 100.0	    35	..............................	GCCACACCACCGAGGACCCAGCCGGGGCACCGAGG                 	
      1072	    30	 100.0	    34	..............................	AGCCAACTCATCACATAAGAAACTGGCGTACATA                  	
      1136	    30	 100.0	    35	..............................	CCTTGTGAAACACTTGACGGTATACCTCGAACACT                 	
      1201	    30	 100.0	    39	..............................	ACAGCACCGCCAGCACACTCGCAAGCACTGTCTTTACTT             	
      1270	    30	 100.0	    35	..............................	CGAGCTCCAGACCCTCGGCGGGTGCGTCGTCGTTG                 	
      1335	    30	 100.0	    36	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACG                	
      1401	    30	 100.0	    35	..............................	CGGTTCGACATCCAAGGCGGCGGCGATGCGCTCTA                 	
      1466	    30	 100.0	    35	..............................	TGCGGTTGTATTTATAGCCTTTGCGCTTCAGCTCT                 	
      1531	    30	 100.0	    39	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACGCCC             	
      1600	    30	 100.0	    36	..............................	AATTTGGCGGCGATTCTTGTTTGCTTGTTTTTGAGG                	
      1666	    30	 100.0	    34	..............................	TAACAAAGCACGTAAGCAGTAATGAAATGTGTAT                  	
      1730	    30	 100.0	    35	..............................	ACTTTCGCGAGCGTTATGAGGACGAGCAGAAGTCC                 	
      1795	    30	 100.0	    37	..............................	AGCACATGCCTGCCTTGCGCCACGACCAATCCTCACC               	
      1862	    30	 100.0	    37	..............................	AATTCAGAACAAAAGAAATACTTATAAGGCTTACTTT               	
      1929	    30	 100.0	    35	..............................	CCGAGAGACTGACCAAGAATCTGAGGAATAAGAGA                 	
      1994	    30	 100.0	    34	..............................	ATTTGTGGATTATAATGGTAAATTTATTTCAAAT                  	
      2058	    30	 100.0	    37	..............................	TCATAATAAACAGGACCGTTATTGAGTTGTTGAACAG               	
      2125	    30	 100.0	    35	..............................	ACATGCGAGAAAGAATCAGCAGCAGACGCACGGTT                 	
      2190	    30	 100.0	    34	..............................	ACAGAAGTGGCGCCGGAAGCCACTTTAGACAAAG                  	
      2254	    30	 100.0	    35	..............................	CTCCGTACTTCTGACGGTCGTTATGTTGACCAAAA                 	
      2319	    30	 100.0	    38	..............................	GAGCTTCTTTGCGGCTATAACCTGCGCGGGGTTTTGGG              	
      2387	    30	 100.0	    35	..............................	AGAGAGCCGGCACCGGAAGCAATTCCGGCTAAGGA                 	
      2452	    30	 100.0	    34	..............................	TAGTAAAACGCACGGAGGTCTGACATGGTAGAAT                  	
      2516	    30	 100.0	    36	..............................	AACTTCGCGAACGTGCTGCTAATGCTCGAAGTGCTG                	
      2582	    30	 100.0	    35	..............................	ATGGAATTCTGTAACTTGAACCTCATCGCAATACG                 	
      2647	    30	 100.0	    36	..............................	TTAGTCAAGAAATCGACAATGTTAGCATTGTCATCT                	
      2713	    30	 100.0	    35	..............................	GTCAAAATTGGCTGCCTCGTAATAACCAGACGTGC                 	
      2778	    30	 100.0	    34	..............................	TTTGCAACAGCACCTATTTCGAAATTATACGAAG                  	
      2842	    30	 100.0	    37	..............................	TATAGCCCCGGTGTCGTACCATTTTCGCGGCTTCTCG               	
      2909	    30	 100.0	    35	..............................	TGGCTCTATCCTGCGCAGCAGTTTGGCCCGTTGGT                 	
      2974	    30	 100.0	    37	..............................	TTGATAGCTCATACCGGTAAGTAGTGCTGCTGTCTAG               	
      3041	    30	 100.0	    37	..............................	AACGGTCTGCTCGGCCTTATCGCTTAACGGGTTGTAG               	
      3108	    30	 100.0	    38	..............................	CATCTGCTACGGGCTGGATAGTTATAACGCTGTCATAC              	
      3176	    30	 100.0	    35	..............................	GGGCATAGCGGGGCGAGGGTGCCCGGCTGGGCACC                 	
      3241	    30	 100.0	    36	..............................	GTATTCGCGCGTCTTTGCAATTTCTGAGGACTTCCG                	
      3307	    30	 100.0	    34	..............................	TCGTGGAGCGTCTGGAGCGGGACGAAGGATCAAA                  	
      3371	    30	 100.0	    36	..............................	ACCTATGATGAGCACCGAAGAAGTAAAAGAGAAGTT                	
      3437	    30	 100.0	    34	..............................	TTTATCAATAATCCGACTTTGCTCGCTTATCTGT                  	
      3501	    30	 100.0	    37	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGCAAA               	
      3568	    30	 100.0	    35	..............................	GAACAAAGTGGCTAATCTTAATTTGCTTAAAGCTG                 	
      3633	    30	 100.0	    34	..............................	ATATTAGCACTACCACCAACATTTAATTCAGGAT                  	
      3697	    30	 100.0	    35	..............................	CATGTTGCCCCCACCGATGATGCAGACCCAGTCTG                 	
      3762	    30	 100.0	    36	..............................	TGCCTGATGCCAACGAGGGCACCAGACGGGCGCAAA                	
      3828	    30	 100.0	    34	..............................	TAAGAGGGACGTTATTTTTACATGGGTCGTTAGG                  	
      3892	    30	 100.0	    34	..............................	TTATGTTTAACAAAATTTAGATGTTTATGATAAA                  	
      3956	    30	 100.0	    39	..............................	CGCGTTGCGCTCCTGCTTGAAGCCTAACGGGGTGCTCGT             	
      4025	    30	 100.0	    36	..............................	AATGTATTTGCATTTAATGATGAAGGTTTGGATAAT                	
      4091	    30	 100.0	    36	..............................	TGGTCATTCAATTCTTATTTCTTAAATTTGGTGTAA                	
      4157	    30	 100.0	    34	..............................	TTAACAATATTCTTAGCAAACTTAAAGCCCGAAA                  	
      4221	    30	 100.0	    35	..............................	CGTTAAAATGGGAAGACGGCCCGACGTTGGCCGAG                 	
      4286	    30	 100.0	    37	..............................	GTGGACAAACCACGGCCTTGAAGTACGTGCGAAGCTG               	
      4353	    30	 100.0	    34	..............................	GGAGCAAACGTCCACTACCTGCTGCACAGTCGTT                  	
      4417	    30	 100.0	    35	..............................	ATGAAATAAGCGTAACCTTTCCGTTTGCGTCCGTT                 	
      4482	    30	 100.0	    34	..............................	AGGATATAGAGGTAGTTATTACGCAGGGAGGAGC                  	
      4546	    30	 100.0	    35	..............................	TGATATTCTCAAAATTTTTAATGTTCTATAATAGA                 	
      4611	    30	 100.0	    36	..............................	GTCCATCCACGCTTGTTCTGGTGTCAATTTTGGACA                	
      4677	    30	 100.0	    35	..............................	GTAAGCGACCATGCACCGTTTTTGCGGTTGATGGC                 	
      4742	    30	 100.0	    35	..............................	GCTACTTGTGGCTACTCGTGGCTATCTGGTGCTAC                 	
      4807	    30	 100.0	    39	..............................	TGGCGAGGCGTGGCACCAGGTTCGAGCTCCTGGATGGGG             	
      4876	    30	 100.0	    36	..............................	AAACTTGGTCGTAATGGTCAGTATGTCAAAGATGAT                	
      4942	    30	 100.0	    35	..............................	GTCACACAAGTCATTACCAAAAACACCCTCGTATA                 	
      5007	    30	 100.0	    34	..............................	TGCAGAGTGGCTCGCAGGCGAGCTGCTCGAAGCA                  	
      5071	    30	 100.0	    34	..............................	TACAAGACCGTACAAGACCATACGAGACCATACA                  	
      5135	    30	 100.0	    34	..............................	TTGTCTAAGAAATTCGGCATCGGCTATTACTGGG                  	
      5199	    30	 100.0	    34	..............................	GCAAATCGCATAACTTCGAAAGTTCGGCGTTGGA                  	
      5263	    30	 100.0	    38	..............................	AGCTACACATTTATATATGTGTTATTGTATATACTACC              	
      5331	    30	 100.0	    36	..............................	ATAAAAAAGACAAAGGAAAGTCTTATTTATTGGATT                	
      5397	    30	 100.0	    34	..............................	GGCCTTGCGCTGCTCCTCTACGCTCTCGGCATCC                  	
      5461	    30	 100.0	    38	..............................	TACTTCTTAAGAACAAGCTTTTTACGTCTATAACTCAG              	
      5529	    30	 100.0	    34	..............................	TGGTATTGTCAATCGGTACAAGGTTTCCGACCAC                  	
      5593	    30	 100.0	    35	..............................	GTACCAGGTCCATTCTCTCCGAATACGTAAGTTTT                 	
      5658	    30	 100.0	    37	..............................	TTAACAATATTCTTGGCGAACTTAAAACCACTGAAGC               	
      5725	    30	 100.0	    36	..............................	CTTTTTGTGTATGTATAGTGACATTGTGAAGTGTAG                	
      5791	    30	 100.0	    34	..............................	AAGCATTGGCAGTCGAAAAAACTTGGCTACTCTG                  	
      5855	    30	 100.0	    35	..............................	AATGAATTTTGTGTGTCGGCAACGGCTACAGCGTA                 	
      5920	    30	 100.0	    35	..............................	TATACGTTCATGTACTGATAACTATAAAAGCAACG                 	
      5985	    30	 100.0	    38	..............................	AGAAGTTAAAAGAGTAGCAATATACGAAGAACTGTCAA              	
      6053	    30	 100.0	    34	..............................	CTATTTCTAAGTGGCGTGTAACGTTAACAGATTC                  	
      6117	    30	 100.0	    37	..............................	AGAATAAAAGTTACTATAAACAAAGCTAACACTAAAC               	
      6184	    30	 100.0	    37	..............................	TGCACTTTACTGACGTAGATGTGGAGTATATACACGA               	
      6251	    30	 100.0	    35	..............................	GAACGTCTGCCTTAGTCTGACCACGTGACGTGAAA                 	
      6316	    30	 100.0	    36	..............................	TCAATTACAAAGTAAATTTTCGTCTATCTTGGGACG                	
      6382	    30	 100.0	    34	..............................	TCGCAGGAATAAGCCTTTCCTTTTTTTACGGGCA                  	
      6446	    30	 100.0	    35	..............................	CAATGCGCGAAGACGGAACTTCGCGAGGACGTTTG                 	
      6511	    30	 100.0	    35	..............................	GAAAATGCAATCTATTGGGGACCTTATCTATTGAG                 	
      6576	    30	 100.0	    34	..............................	CGACTATCGGCAAATCCATCTCGCGCAGGAACTC                  	
      6640	    30	 100.0	    34	..............................	GTTCGTTGTCGCTTGGGAACAACATATCTGGTAT                  	
      6704	    30	  96.7	    36	....................A.........	ATTGGCAATTACTTGGCAAGTATATTGCGCCGTCAA                	
      6770	    30	 100.0	    37	..............................	CAGAGGAGCCCTCCGCTCTCTCGCGTTCCTCGCGCAG               	
      6837	    30	 100.0	    37	..............................	ACTTGAGAGCCGCCATTCACGAACGCTGCATTAATGC               	
      6904	    30	  96.7	    35	..........C...................	ATCAAGAGGAAGAACAGAACAATAATACTTTGATA                 	
      6969	    30	 100.0	    36	..............................	GGCTGTCTAAACACATATCGTCGGGCTGTACTGGAT                	
      7035	    30	 100.0	    34	..............................	TTTGGACGTATTCCGTCAATAGGATTTAGGTTCA                  	
      7099	    30	 100.0	    34	..............................	TTGGGGATATTTCCCCCGAAATGAATTTGCCTGT                  	
      7163	    30	 100.0	    37	..............................	AAAGGTAGTATTAAGAAGCTTATCGGGCGAGAGCTGG               	
      7230	    30	 100.0	    35	..............................	ACAGCATAATAAAACAAAATACTTAACTGATTATG                 	
      7295	    30	 100.0	    36	..............................	GCCTCTCCTGTTATCACCTTTGAGGAAGCTGCAACC                	
      7361	    30	 100.0	    35	..............................	ACAATAAAAAGAGTTTGCGTACCAAATTACGCAAA                 	
      7426	    30	 100.0	    34	..............................	TAGGGACGTTTCCGTTACCCTACACGGCGTGGCA                  	
      7490	    30	 100.0	    35	..............................	GAGTACCAGGTCGGCAATTTCCAGCATTCAGCGAG                 	
      7555	    30	 100.0	    38	..............................	GGCGGGAGGGCACCCACTCAGGCGGGAGGGCACCCCCA              	
      7623	    30	 100.0	    34	..............................	TGCATCCTTGCCGTGAGCAGCGATGTTACTTTGG                  	
      7687	    30	 100.0	    34	..............................	TCCAGACAGCAGGGAGGCGCAAAGGTGGTGCCGG                  	
      7751	    30	 100.0	    35	..............................	TGGTTAGGCAATTTCCTTCGAATTTTTGCTGATGA                 	
      7816	    30	 100.0	    35	..............................	ACATGAGACAAAGAATCTTGAGAATTAGCATAATT                 	
      7881	    30	 100.0	    37	..............................	TCTGAAACGACTATTGCTAATCAGTTAGCGGCTGGCA               	
      7948	    30	 100.0	    35	..............................	GGCTGTTCACGGTCAAATGCTTGAAGCTGATTATA                 	
      8013	    30	 100.0	    36	..............................	AGGTGACGGTTCTGTTGCTGCTGCTGCTGTTAATCC                	
      8079	    30	 100.0	    36	..............................	AATTACGCAACTTGTTTCGAAAATTGTGTGATCTTG                	
      8145	    30	 100.0	    36	..............................	AACTCAGATGCTATTTTGCGAACTAACTTCAATTTG                	
      8211	    30	 100.0	    34	..............................	GACTTTGACGCTGTTGGTATGGAGGCTACTTCCC                  	
      8275	    30	 100.0	    34	..............................	GCGAAAGCACCTAAATGTTCGCCACCAGTTTTAG                  	
      8339	    30	 100.0	    34	..............................	TCATAAGGTTTTTGGCAAGTACAGAACGGACAGA                  	
      8403	    30	 100.0	    52	..............................	ATGGAGTCGAACCACCGCAAAGGTCCATGCCGGGGGTTTAATCGTACCTTTA	
      8485	    30	  96.7	    34	T.............................	CTTTTCTCACAAACTATGGTTTAATCGTACCTTT                  	
      8549	    30	 100.0	    35	..............................	CCTGGCTTGCTTCAGCTGGTTTAATCGTACCTTTA                 	
      8614	    30	 100.0	    34	..............................	TTAGAAACGGTATCAGCGGTTTAATCGTACCTTT                  	
      8678	    30	 100.0	    35	..............................	ATTTAAATTGATTCATAAAGGTTTAATCGTACCTT                 	
      8743	    30	 100.0	    36	..............................	AAAAATTACCTAAAACCAATCGGTTTAATCGTACCT                	
      8809	    30	 100.0	    37	..............................	CCAAGAATAATCAGAAAGAGGTTTAATCGTACCTTTA               	
      8876	    30	 100.0	    34	..............................	GCCCGTAATGCGCTCCGGTTTAATCGTACCTTTA                  	
      8940	    30	 100.0	    34	..............................	GCCCGTAATGCGCTCCGGTTTAATCGTACCTTTA                  	
      9004	    30	 100.0	    34	..............................	GCGGTCGTGTGTGCTGTTGCGGTTTAATCGTACC                  	
      9068	    30	 100.0	    38	..............................	GTCCGATGCGCTCACCTGGGGCGGTTTAATCGTACCTT              	
      9136	    30	 100.0	    36	..............................	GCTTGATAATCTCCCCCGTTTAGGTTTAATCGTACC                	
      9202	    30	 100.0	    38	..............................	CTTAAGAAGATTAGAAGCAAGAGGTTTAATCGTACCTT              	
      9270	    30	 100.0	    36	..............................	GCGAACAGAAAAAATGTCACAGGTTTAATCGTACCT                	
      9336	    30	 100.0	    37	..............................	CATTGAGTGAACAGCCGTTAGGGTTTAATCGTACCTT               	
      9403	    30	 100.0	    36	..............................	ATTGAGTGAACAGCCGTTAGGGTTTAATCGTACCTT                	
      9469	    30	 100.0	    36	..............................	CAAAACAAAGGCGATTTACCCGGTTTAATCGTACCT                	
      9535	    30	 100.0	    37	..............................	CGGAACACCATACGCATCAGGTTTAATCGTACCTTTA               	
      9602	    30	 100.0	    34	..............................	ACCTGATGGGTATTGCTGCGGTTTAATCGTACCT                  	
      9666	    30	 100.0	    37	..............................	ACTTAGTAATGTAAGAGCGAGGGTTTAATCGTACCTT               	
      9733	    30	 100.0	    36	..............................	TGTCGCCATTCTCGCCTACAAGGTTTAATCGTACCT                	
      9799	    30	 100.0	    37	..............................	AGTGTCTGTAGAGTCGTGCTTGGTTTAATCGTACCTT               	
      9866	    30	 100.0	    36	..............................	GCTCGATGGTGGTGACGGGTCGGTTTAATCGTACCT                	
      9932	    30	 100.0	    22	..............................	GGAGAAGTAGGAGAGTCATTAA                              	Deletion [9984]
      9984	    30	 100.0	    36	..............................	ATCTTTAAGGTGTGTGAAATGTTAGCTAATCTTAAT                	
     10050	    30	 100.0	    36	..............................	AGAGAATAAGGGTTAAAGCATAGATAACAACCTTAA                	
     10116	    30	 100.0	    35	..............................	ATCGGACATACGCTGACCAATAACGCTATCTTTTG                 	
     10181	    30	 100.0	    34	..............................	TAGGAATGGACATAATAGGTCTATATTTTTTAGC                  	
     10245	    30	 100.0	    35	..............................	CTTCGTACAGTTCGTTATAGGTATTATGGATTATG                 	
     10310	    30	 100.0	    36	..............................	TTAAAAAAGTACTGCATACTATCAGGCGTTGCCACT                	
     10376	    30	 100.0	    34	..............................	AAGTGTCGATCGTGAGCGTACCGCCGTTATTGGC                  	
     10440	    30	 100.0	    35	..............................	AGTGGTCTGAGGTGTTTGGGCTAAACCCAGCATGG                 	
     10505	    30	 100.0	    35	..............................	TTCTTTTACTACTTCGGTGTAAATGCTATACATCT                 	
     10570	    30	 100.0	    36	..............................	TCAAACCGCATCAGCTCTTTAGGAAAGAGAACTGCT                	
     10636	    30	 100.0	    37	..............................	ACAGGAATGCTCACGACGGCAACACCCCCCCCACTTG               	
     10703	    30	 100.0	    35	..............................	AGAGAGATTAGTATTCCAAATTTCACGGCAGACCT                 	
     10768	    30	 100.0	    37	..............................	TCCTTATAGCGTTGCACGGCCTCGGCCCATAATTGGT               	
     10835	    30	 100.0	    35	..............................	ATACATAGTCTATAACTTTTCGGTTTGCGGCATCC                 	
     10900	    30	 100.0	    37	..............................	CTACTCTTTTTTCTGAAAAGAAAAAAAATATTTGTTT               	
     10967	    30	 100.0	    35	..............................	TCTGGTGGAGGTGGTGGTGATGAAGGATCAGAAGG                 	
     11032	    30	 100.0	     0	..............................	|                                                   	
==========	======	======	======	==============================	====================================================	==================
       161	    30	  99.9	    36	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                                    	       

# Left flank :   TTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGAAATTACAAATGAAGATGAAAGCTATCATTGATGAGTCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAAATTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGGG
# Right flank :  AATAACAATCTTTTTTCAGTTTTTACCTTAATAGGTAGGGTGTCCAGTTCGTTGTACCAATTTTAGCTCACTTTCCTAAGCGTTTTGGTTCGTTCTGTAACCCAGTTTTTGGACAAGTGCTCGGTTGACCAA

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.00, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-1] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [66.7-66.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 728-100 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-4_S11_scaffold_25974 id=96743866 bin="abawaca_82_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence               	Insertion/Deletion
==========	======	======	======	====================================	==============================	==================
       727	    36	 100.0	    29	....................................	AATTTAATAAAATAGATGAAGATGGATAA 	
       662	    36	 100.0	    30	....................................	TAAAAATTCTGATATGGCAAAAGCAAATAA	
       596	    36	 100.0	    30	....................................	TCGTGGCATATTCTCCTTTGCCGCGCTTCA	
       530	    36	 100.0	    30	....................................	ACGTAGCGTTGTTTGTAGTGGAACTCTCCA	
       464	    36	 100.0	    29	....................................	TGTAAGGAAACATCCTGAATGTGTAATTT 	
       399	    36	 100.0	    30	....................................	TTTGTATATGACATAACAAGTATTATATTA	
       333	    36	 100.0	    30	....................................	TATTCTTTAAAAAGGCTTGGCGGTATCTTT	
       267	    36	 100.0	    30	....................................	TCAGAGGAAGCACGCAAGAAAGACGCATAA	
       201	    36	 100.0	    30	....................................	CACTTCTTCTTTGTCTACTCTCTCTATAAG	
       135	    36	 100.0	     0	....................................	|                             	
==========	======	======	======	====================================	==============================	==================
        10	    36	 100.0	    30	GTTGTGGTTTGATGTAGGAATTAAATGATATACAAC	                              	       

# Left flank :   GTATTATGCTGGCGAAATTAAGAAAATATCACTTCCTTTTATCTTATGACAGAATACAGACTTAATGCATATCATATTATGTGGTTATTTGTGTTTTTCGATTTGCCGGTTTCTACCAAAAAAGAAATGAAGGCAGCTGCACTTTTTCGTAAGAATTTGGAAAAAGACGGCTTTTCTATGATGCAGTTTTCTGTTTATATACGGCATTGTGCGTCAAGAGAAAGTTTGGATGTGCATGTGAAAAGAGTGAAGGCTTTATTGCCTGAAACTGGAAAGGTTAGCATACTAAGTGTTACAGACAAGCAATATGGGGACATCTATAATTTCTGGGGCAAACCAAAGAGCATTAAAAAGAGTAAAATCACTCAGAAAGTTATAGGTACACCAATCCAATTGGAATTTTTTTAATACTTTTGTAGCGTAATAATTCTTATACGGCTATTTCTTATAACAAAACAAGGACTATAATATACTGGTTCTCTGATATTTAAAAGTTATAG
# Right flank :  CTATTAACATAAAGCTCTAAAGCAGCCAAAGGAGAATAAAAGAGGTTGGAACGTAAACAGTTGGGAATGAGTAGATTTGCACAAAGTTGCCAAATCGGCA

# Questionable array : NO	 Score: 3.26
# 	Score Detail : 1:0, 2:0, 3:0, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTGTGGTTTGATGTAGGAATTAAATGATATACAAC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  R [0.00,-3.00] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [65.0-76.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,0.64   Confidence: HIGH] 

# Array family : NA
//


Array 1 549-11147 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-4_S11_scaffold_2062 id=96732954 bin="abawaca_93_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================================	==================
       549	    30	 100.0	    39	..............................	ATCTTTGGTTAATAAGTATGCTGATTCTCGTCTCTCCGC                	
       618	    30	 100.0	    34	..............................	ATCAGAACCATCAAGGTCACCACCATTCTGTAAT                     	
       682	    30	 100.0	    36	..............................	TGCCGAAAGAGGTAAACGCAATCAGTTTTATGGTGT                   	
       748	    30	 100.0	    36	..............................	ACTATCCTGTGAAAGTTGTCGTTGACGTTCATACTG                   	
       814	    30	 100.0	    35	..............................	AAAGAGGAAGACGGCGGATTATTAAGAGGTGCAGT                    	
       879	    30	 100.0	    34	..............................	AGAGAAATATTAAGATTCATGATTTTCGGAAGTT                     	
       943	    30	 100.0	    34	..............................	TGTCAACTTCCCATTTCTTATCTAAGTACTCATA                     	
      1007	    30	 100.0	    35	..............................	GCCACACCACCGAGGACCCAGCCGGGGCACCGAGG                    	
      1072	    30	 100.0	    34	..............................	AGCCAACTCATCACATAAGAAACTGGCGTACATA                     	
      1136	    30	 100.0	    35	..............................	CCTTGTGAAACACTTGACGGTATACCTCGAACACT                    	
      1201	    30	 100.0	    39	..............................	ACAGCACCGCCAGCACACTCGCAAGCACTGTCTTTACTT                	
      1270	    30	 100.0	    35	..............................	CGAGCTCCAGACCCTCGGCGGGTGCGTCGTCGTTG                    	
      1335	    30	 100.0	    36	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACG                   	
      1401	    30	 100.0	    35	..............................	CGGTTCGACATCCAAGGCGGCGGCGATGCGCTCTA                    	
      1466	    30	 100.0	    35	..............................	TGCGGTTGTATTTATAGCCTTTGCGCTTCAGCTCT                    	
      1531	    30	 100.0	    39	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACGCCC                	
      1600	    30	 100.0	    36	..............................	AATTTGGCGGCGATTCTTGTTTGCTTGTTTTTGAGG                   	
      1666	    30	 100.0	    34	..............................	TAACAAAGCACGTAAGCAGTAATGAAATGTGTAT                     	
      1730	    30	 100.0	    35	..............................	ACTTTCGCGAGCGTTATGAGGACGAGCAGAAGTCC                    	
      1795	    30	 100.0	    37	..............................	AGCACATGCCTGCCTTGCGCCACGACCAATCCTCACC                  	
      1862	    30	 100.0	    37	..............................	AATTCAGAACAAAAGAAATACTTATAAGGCTTACTTT                  	
      1929	    30	 100.0	    35	..............................	CCGAGAGACTGACCAAGAATCTGAGGAATAAGAGA                    	
      1994	    30	 100.0	    34	..............................	ATTTGTGGATTATAATGGTAAATTTATTTCAAAT                     	
      2058	    30	 100.0	    37	..............................	TCATAATAAACAGGACCGTTATTGAGTTGTTGAACAG                  	
      2125	    30	 100.0	    35	..............................	ACATGCGAGAAAGAATCAGCAGCAGACGCACGGTT                    	
      2190	    30	 100.0	    34	..............................	ACAGAAGTGGCGCCGGAAGCCACTTTAGACAAAG                     	
      2254	    30	 100.0	    35	..............................	CTCCGTACTTCTGACGGTCGTTATGTTGACCAAAA                    	
      2319	    30	 100.0	    38	..............................	GAGCTTCTTTGCGGCTATAACCTGCGCGGGGTTTTGGG                 	
      2387	    30	 100.0	    35	..............................	AGAGAGCCGGCACCGGAAGCAATTCCGGCTAAGGA                    	
      2452	    30	 100.0	    34	..............................	TAGTAAAACGCACGGAGGTCTGACATGGTAGAAT                     	
      2516	    30	 100.0	    36	..............................	AACTTCGCGAACGTGCTGCTAATGCTCGAAGTGCTG                   	
      2582	    30	 100.0	    35	..............................	ATGGAATTCTGTAACTTGAACCTCATCGCAATACG                    	
      2647	    30	 100.0	    36	..............................	TTAGTCAAGAAATCGACAATGTTAGCATTGTCATCT                   	
      2713	    30	 100.0	    35	..............................	GTCAAAATTGGCTGCCTCGTAATAACCAGACGTGC                    	
      2778	    30	 100.0	    34	..............................	TTTGCAACAGCACCTATTTCGAAATTATACGAAG                     	
      2842	    30	 100.0	    37	..............................	TATAGCCCCGGTGTCGTACCATTTTCGCGGCTTCTCG                  	
      2909	    30	 100.0	    35	..............................	TGGCTCTATCCTGCGCAGCAGTTTGGCCCGTTGGT                    	
      2974	    30	 100.0	    37	..............................	TTGATAGCTCATACCGGTAAGTAGTGCTGCTGTCTAG                  	
      3041	    30	 100.0	    37	..............................	AACGGTCTGCTCGGCCTTATCGCTTAACGGGTTGTAG                  	
      3108	    30	 100.0	    38	..............................	CATCTGCTACGGGCTGGATAGTTATAACGCTGTCATAC                 	
      3176	    30	 100.0	    35	..............................	GGGCATAGCGGGGCGAGGGTGCCCGGCTGGGCACC                    	
      3241	    30	 100.0	    36	..............................	GTATTCGCGCGTCTTTGCAATTTCTGAGGACTTCCG                   	
      3307	    30	 100.0	    34	..............................	TCGTGGAGCGTCTGGAGCGGGACGAAGGATCAAA                     	
      3371	    30	 100.0	    36	..............................	ACCTATGATGAGCACCGAAGAAGTAAAAGAGAAGTT                   	
      3437	    30	 100.0	    34	..............................	TTTATCAATAATCCGACTTTGCTCGCTTATCTGT                     	
      3501	    30	 100.0	    37	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGCAAA                  	
      3568	    30	 100.0	    35	..............................	GAACAAAGTGGCTAATCTTAATTTGCTTAAAGCTG                    	
      3633	    30	 100.0	    34	..............................	ATATTAGCACTACCACCAACATTTAATTCAGGAT                     	
      3697	    30	 100.0	    35	..............................	CATGTTGCCCCCACCGATGATGCAGACCCAGTCTG                    	
      3762	    30	 100.0	    36	..............................	TGCCTGATGCCAACGAGGGCACCAGACGGGCGCAAA                   	
      3828	    30	 100.0	    34	..............................	TAAGAGGGACGTTATTTTTACATGGGTCGTTAGG                     	
      3892	    30	 100.0	    34	..............................	TTATGTTTAACAAAATTTAGATGTTTATGATAAA                     	
      3956	    30	 100.0	    39	..............................	CGCGTTGCGCTCCTGCTTGAAGCCTAACGGGGTGCTCGT                	
      4025	    30	 100.0	    36	..............................	AATGTATTTGCATTTAATGATGAAGGTTTGGATAAT                   	
      4091	    30	 100.0	    36	..............................	TGGTCATTCAATTCTTATTTCTTAAATTTGGTGTAA                   	
      4157	    30	 100.0	    34	..............................	TTAACAATATTCTTAGCAAACTTAAAGCCCGAAA                     	
      4221	    30	 100.0	    35	..............................	CGTTAAAATGGGAAGACGGCCCGACGTTGGCCGAG                    	
      4286	    30	 100.0	    37	..............................	GTGGACAAACCACGGCCTTGAAGTACGTGCGAAGCTG                  	
      4353	    30	 100.0	    34	..............................	GGAGCAAACGTCCACTACCTGCTGCACAGTCGTT                     	
      4417	    30	 100.0	    35	..............................	ATGAAATAAGCGTAACCTTTCCGTTTGCGTCCGTT                    	
      4482	    30	 100.0	    34	..............................	AGGATATAGAGGTAGTTATTACGCAGGGAGGAGC                     	
      4546	    30	 100.0	    35	..............................	TGATATTCTCAAAATTTTTAATGTTCTATAATAGA                    	
      4611	    30	 100.0	    36	..............................	GTCCATCCACGCTTGTTCTGGTGTCAATTTTGGACA                   	
      4677	    30	 100.0	    35	..............................	GTAAGCGACCATGCACCGTTTTTGCGGTTGATGGC                    	
      4742	    30	 100.0	    35	..............................	GCTACTTGTGGCTACTCGTGGCTATCTGGTGCTAC                    	
      4807	    30	 100.0	    39	..............................	TGGCGAGGCGTGGCACCAGGTTCGAGCTCCTGGATGGGG                	
      4876	    30	 100.0	    36	..............................	AAACTTGGTCGTAATGGTCAGTATGTCAAAGATGAT                   	
      4942	    30	 100.0	    35	..............................	GTCACACAAGTCATTACCAAAAACACCCTCGTATA                    	
      5007	    30	 100.0	    34	..............................	TGCAGAGTGGCTCGCAGGCGAGCTGCTCGAAGCA                     	
      5071	    30	 100.0	    34	..............................	TACAAGACCGTACAAGACCATACGAGACCATACA                     	
      5135	    30	 100.0	    34	..............................	TTGTCTAAGAAATTCGGCATCGGCTATTACTGGG                     	
      5199	    30	 100.0	    34	..............................	GCAAATCGCATAACTTCGAAAGTTCGGCGTTGGA                     	
      5263	    30	 100.0	    38	..............................	AGCTACACATTTATATATGTGTTATTGTATATACTACC                 	
      5331	    30	 100.0	    36	..............................	ATAAAAAAGACAAAGGAAAGTCTTATTTATTGGATT                   	
      5397	    30	 100.0	    34	..............................	GGCCTTGCGCTGCTCCTCTACGCTCTCGGCATCC                     	
      5461	    30	 100.0	    38	..............................	TACTTCTTAAGAACAAGCTTTTTACGTCTATAACTCAG                 	
      5529	    30	 100.0	    34	..............................	TGGTATTGTCAATCGGTACAAGGTTTCCGACCAC                     	
      5593	    30	 100.0	    35	..............................	GTACCAGGTCCATTCTCTCCGAATACGTAAGTTTT                    	
      5658	    30	 100.0	    37	..............................	TTAACAATATTCTTGGCGAACTTAAAACCACTGAAGC                  	
      5725	    30	 100.0	    36	..............................	CTTTTTGTGTATGTATAGTGACATTGTGAAGTGTAG                   	
      5791	    30	 100.0	    34	..............................	AAGCATTGGCAGTCGAAAAAACTTGGCTACTCTG                     	
      5855	    30	 100.0	    35	..............................	AATGAATTTTGTGTGTCGGCAACGGCTACAGCGTA                    	
      5920	    30	 100.0	    35	..............................	TATACGTTCATGTACTGATAACTATAAAAGCAACG                    	
      5985	    30	 100.0	    38	..............................	AGAAGTTAAAAGAGTAGCAATATACGAAGAACTGTCAA                 	
      6053	    30	 100.0	    34	..............................	CTATTTCTAAGTGGCGTGTAACGTTAACAGATTC                     	
      6117	    30	 100.0	    37	..............................	AGAATAAAAGTTACTATAAACAAAGCTAACACTAAAC                  	
      6184	    30	 100.0	    37	..............................	TGCACTTTACTGACGTAGATGTGGAGTATATACACGA                  	
      6251	    30	 100.0	    35	..............................	GAACGTCTGCCTTAGTCTGACCACGTGACGTGAAA                    	
      6316	    30	 100.0	    36	..............................	TCAATTACAAAGTAAATTTTCGTCTATCTTGGGACG                   	
      6382	    30	 100.0	    34	..............................	TCGCAGGAATAAGCCTTTCCTTTTTTTACGGGCA                     	
      6446	    30	 100.0	    35	..............................	CAATGCGCGAAGACGGAACTTCGCGAGGACGTTTG                    	
      6511	    30	 100.0	    35	..............................	GAAAATGCAATCTATTGGGGACCTTATCTATTGAG                    	
      6576	    30	 100.0	    34	..............................	CGACTATCGGCAAATCCATCTCGCGCAGGAACTC                     	
      6640	    30	 100.0	    34	..............................	GTTCGTTGTCGCTTGGGAACAACATATCTGGTAT                     	
      6704	    30	  96.7	    36	....................A.........	ATTGGCAATTACTTGGCAAGTATATTGCGCCGTCAA                   	
      6770	    30	 100.0	    37	..............................	CAGAGGAGCCCTCCGCTCTCTCGCGTTCCTCGCGCAG                  	
      6837	    30	 100.0	    37	..............................	ACTTGAGAGCCGCCATTCACGAACGCTGCATTAATGC                  	
      6904	    30	  96.7	    35	..........C...................	ATCAAGAGGAAGAACAGAACAATAATACTTTGATA                    	
      6969	    30	 100.0	    36	..............................	GGCTGTCTAAACACATATCGTCGGGCTGTACTGGAT                   	
      7035	    30	 100.0	    34	..............................	TTTGGACGTATTCCGTCAATAGGATTTAGGTTCA                     	
      7099	    30	 100.0	    34	..............................	TTGGGGATATTTCCCCCGAAATGAATTTGCCTGT                     	
      7163	    30	 100.0	    37	..............................	AAAGGTAGTATTAAGAAGCTTATCGGGCGAGAGCTGG                  	
      7230	    30	 100.0	    35	..............................	ACAGCATAATAAAACAAAATACTTAACTGATTATG                    	
      7295	    30	 100.0	    36	..............................	GCCTCTCCTGTTATCACCTTTGAGGAAGCTGCAACC                   	
      7361	    30	 100.0	    35	..............................	ACAATAAAAAGAGTTTGCGTACCAAATTACGCAAA                    	
      7426	    30	 100.0	    34	..............................	TAGGGACGTTTCCGTTACCCTACACGGCGTGGCA                     	
      7490	    30	 100.0	    35	..............................	GAGTACCAGGTCGGCAATTTCCAGCATTCAGCGAG                    	
      7555	    30	 100.0	    38	..............................	GGCGGGAGGGCACCCACTCAGGCGGGAGGGCACCCCCA                 	
      7623	    30	 100.0	    34	..............................	TGCATCCTTGCCGTGAGCAGCGATGTTACTTTGG                     	
      7687	    30	 100.0	    34	..............................	TCCAGACAGCAGGGAGGCGCAAAGGTGGTGCCGG                     	
      7751	    30	 100.0	    35	..............................	TGGTTAGGCAATTTCCTTCGAATTTTTGCTGATGA                    	
      7816	    30	 100.0	    35	..............................	ACATGAGACAAAGAATCTTGAGAATTAGCATAATT                    	
      7881	    30	 100.0	    37	..............................	TCTGAAACGACTATTGCTAATCAGTTAGCGGCTGGCA                  	
      7948	    30	 100.0	    35	..............................	GGCTGTTCACGGTCAAATGCTTGAAGCTGATTATA                    	
      8013	    30	 100.0	    36	..............................	AGGTGACGGTTCTGTTGCTGCTGCTGCTGTTAATCC                   	
      8079	    30	 100.0	    36	..............................	AATTACGCAACTTGTTTCGAAAATTGTGTGATCTTG                   	
      8145	    30	 100.0	    36	..............................	AACTCAGATGCTATTTTGCGAACTAACTTCAATTTG                   	
      8211	    30	 100.0	    34	..............................	GACTTTGACGCTGTTGGTATGGAGGCTACTTCCC                     	
      8275	    30	 100.0	    34	..............................	GCGAAAGCACCTAAATGTTCGCCACCAGTTTTAG                     	
      8339	    30	 100.0	    34	..............................	TCATAAGGTTTTTGGCAAGTACAGAACGGACAGA                     	
      8403	    30	 100.0	    34	..............................	ATGGAGTCGAACCACCGCAAAGGTCCATGCCGGG                     	
      8467	    30	 100.0	    35	..............................	TAAGCTAAACCCTCATTTCTTTTCTCACAAACTAT                    	
      8532	    30	 100.0	    34	..............................	ACGCTTGAACGCTGCGCCCTGGCTTGCTTCAGCT                     	
      8596	    30	 100.0	    35	..............................	AGATGTTCGCCACCTGTCTTAGAAACGGTATCAGC                    	
      8661	    30	 100.0	    36	..............................	ATCACGACACAGAGTAGATTTAAATTGATTCATAAA                   	
      8727	    30	 100.0	    37	..............................	TACTGCAAAAGTAACAAAAAATTACCTAAAACCAATC                  	
      8794	    30	 100.0	    34	..............................	ATCATTAAAGACACTCCAAGAATAATCAGAAAGA                     	
      8858	    30	 100.0	    34	..............................	AAGTTGCTTTTGATTAATGCCCGTAATGCGCTCC                     	
      8922	    30	 100.0	    34	..............................	AAGTTGCTTTTGATTAATGCCCGTAATGCGCTCC                     	
      8986	    30	 100.0	    38	..............................	GACGGGGGCGAGGGCGTGGCGGTCGTGTGTGCTGTTGC                 	
      9054	    30	 100.0	    36	..............................	AAAGATCGTGCTACGTCCGATGCGCTCACCTGGGGC                   	
      9120	    30	 100.0	    38	..............................	GGACGAAAGTCCGGCGGCTTGATAATCTCCCCCGTTTA                 	
      9188	    30	 100.0	    36	..............................	AGACCTTTAAAAATCTTAAGAAGATTAGAAGCAAGA                   	
      9254	    30	 100.0	    37	..............................	AAATGGAGCAATAGAAGCGAACAGAAAAAATGTCACA                  	
      9321	    30	 100.0	    36	..............................	TCAAGATTTGAATAACATTGAGTGAACAGCCGTTAG                   	
      9387	    30	 100.0	    36	..............................	TCAAGATTTGAATAACATTGAGTGAACAGCCGTTAG                   	
      9453	    30	 100.0	    37	..............................	ACATTTGAATCATATTCAAAACAAAGGCGATTTACCC                  	
      9520	    30	 100.0	    34	..............................	TTCGGCAGAGGCATTCGGAACACCATACGCATCA                     	
      9584	    30	 100.0	    37	..............................	CGAATACTATTCACACGGACCTGATGGGTATTGCTGC                  	
      9651	    30	 100.0	    36	..............................	CAAGGCGGTCGATATACTTAGTAATGTAAGAGCGAG                   	
      9717	    30	 100.0	    37	..............................	TCAGGATTGAGCTTGATGTCGCCATTCTCGCCTACAA                  	
      9784	    30	 100.0	    36	..............................	CTTTGAGGTGCTTGTAGTGTCTGTAGAGTCGTGCTT                   	
      9850	    30	 100.0	    37	..............................	TACTCAAGGAAGTGGTGCTCGATGGTGGTGACGGGTC                  	
      9917	    30	 100.0	    37	..............................	TACGCATCAATTTCGGGAGAAGTAGGAGAGTCATTAA                  	
      9984	    30	 100.0	    55	..............................	ATCTTTAAGGTGTGTGAAATGTTAGCTAATCTTAATGGTTTAATCGTACCTTTAT	
     10069	    30	 100.0	    36	..............................	ATAGATAACAACCTTAAGGTTTAATCGTACCTTTAT                   	
     10135	    30	 100.0	    36	..............................	ATAACGCTATCTTTTGGGTTTAATCGTACCTTTATG                   	
     10201	    30	 100.0	    35	..............................	CTATATTTTTTAGCGGTTTAATCGTACCTTTATGG                    	
     10266	    30	 100.0	    34	..............................	TATTATGGATTATGGGTTTAATCGTACCTTTATG                     	
     10330	    30	 100.0	    35	..............................	ATCAGGCGTTGCCACTGGTTTAATCGTACCTTTAT                    	
     10395	    30	 100.0	    36	..............................	ACCGCCGTTATTGGCGGTTTAATCGTACCTTTATGG                   	
     10461	    30	 100.0	    34	..............................	TAAACCCAGCATGGGGTTTAATCGTACCTTTATG                     	
     10525	    30	 100.0	    35	..............................	AAATGCTATACATCTGGTTTAATCGTACCTTTATG                    	
     10590	    30	 100.0	    35	..............................	AGGAAAGAGAACTGCTGGTTTAATCGTACCTTTAT                    	
     10655	    30	 100.0	    36	..............................	CAACACCCCCCCCACTTGGGTTTAATCGTACCTTTA                   	
     10721	    30	 100.0	    37	..............................	AATTTCACGGCAGACCTGGTTTAATCGTACCTTTATG                  	
     10788	    30	 100.0	    35	..............................	CTCGGCCCATAATTGGTGGTTTAATCGTACCTTTA                    	
     10853	    30	 100.0	    37	..............................	TTCGGTTTGCGGCATCCGGTTTAATCGTACCTTTATG                  	
     10920	    30	 100.0	    35	..............................	AAAAAAAATATTTGTTTGGTTTAATCGTACCTTTA                    	
     10985	    30	 100.0	    37	..............................	GATGAAGGATCAGAAGGGGTTTAATCGTACCTTTATG                  	
     11052	    30	 100.0	    35	..............................	TTTTTACCTTAATAGGTAGGGTGTCCAGTTCGTTG                    	
     11117	    30	 100.0	     0	..............................	|                                                      	
==========	======	======	======	==============================	=======================================================	==================
       162	    30	 100.0	    36	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                                       	       

# Left flank :   TTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGAAATTACAAATGAAGATGAAAGCTATCATTGATGAGTCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTCTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATAAATTCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTCCCTAAAACAATGGG
# Right flank :  TGGTTCGTTCTGTAACCCAGTTTTTGGACAAGTGCTCGGTTGACCAA

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-5] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [66.7-43.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 16-10017 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-22-5_S12_scaffold_2137 id=96784534 bin="js4906-22-5_S12_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                	Insertion/Deletion
==========	======	======	======	==============================	===============================================	==================
        16	    30	 100.0	    34	..............................	AGCCAACTCATCACATAAGAAACTGGCGTACATA             	
        80	    30	 100.0	    35	..............................	CCTTGTGAAACACTTGACGGTATACCTCGAACACT            	
       145	    30	 100.0	    39	..............................	ACAGCACCGCCAGCACACTCGCAAGCACTGTCTTTACTT        	
       214	    30	 100.0	    35	..............................	CGAGCTCCAGACCCTCGGCGGGTGCGTCGTCGTTG            	
       279	    30	 100.0	    36	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACG           	
       345	    30	 100.0	    35	..............................	CGGTTCGACATCCAAGGCGGCGGCGATGCGCTCTA            	
       410	    30	 100.0	    35	..............................	TGCGGTTGTATTTATAGCCTTTGCGCTTCAGCTCT            	
       475	    30	 100.0	    39	..............................	TAGATAGAGCGCGAAATCTTGAACGAGCATTTTACGCCC        	
       544	    30	 100.0	    36	..............................	AATTTGGCGGCGATTCTTGTTTGCTTGTTTTTGAGG           	
       610	    30	 100.0	    34	..............................	TAACAAAGCACGTAAGCAGTAATGAAATGTGTAT             	
       674	    30	 100.0	    35	..............................	ACTTTCGCGAGCGTTATGAGGACGAGCAGAAGTCC            	
       739	    30	 100.0	    37	..............................	AGCACATGCCTGCCTTGCGCCACGACCAATCCTCACC          	
       806	    30	 100.0	    37	..............................	AATTCAGAACAAAAGAAATACTTATAAGGCTTACTTT          	
       873	    30	 100.0	    35	..............................	CCGAGAGACTGACCAAGAATCTGAGGAATAAGAGA            	
       938	    30	 100.0	    34	..............................	ATTTGTGGATTATAATGGTAAATTTATTTCAAAT             	
      1002	    30	 100.0	    37	..............................	TCATAATAAACAGGACCGTTATTGAGTTGTTGAACAG          	
      1069	    30	 100.0	    35	..............................	ACATGCGAGAAAGAATCAGCAGCAGACGCACGGTT            	
      1134	    30	 100.0	    34	..............................	ACAGAAGTGGCGCCGGAAGCCACTTTAGACAAAG             	
      1198	    30	 100.0	    35	..............................	CTCCGTACTTCTGACGGTCGTTATGTTGACCAAAA            	
      1263	    30	 100.0	    38	..............................	GAGCTTCTTTGCGGCTATAACCTGCGCGGGGTTTTGGG         	
      1331	    30	 100.0	    35	..............................	AGAGAGCCGGCACCGGAAGCAATTCCGGCTAAGGA            	
      1396	    30	 100.0	    34	..............................	TAGTAAAACGCACGGAGGTCTGACATGGTAGAAT             	
      1460	    30	 100.0	    36	..............................	AACTTCGCGAACGTGCTGCTAATGCTCGAAGTGCTG           	
      1526	    30	 100.0	    35	..............................	ATGGAATTCTGTAACTTGAACCTCATCGCAATACG            	
      1591	    30	 100.0	    36	..............................	TTAGTCAAGAAATCGACAATGTTAGCATTGTCATCT           	
      1657	    30	 100.0	    35	..............................	GTCAAAATTGGCTGCCTCGTAATAACCAGACGTGC            	
      1722	    30	 100.0	    34	..............................	TTTGCAACAGCACCTATTTCGAAATTATACGAAG             	
      1786	    30	 100.0	    37	..............................	TATAGCCCCGGTGTCGTACCATTTTCGCGGCTTCTCG          	
      1853	    30	 100.0	    35	..............................	TGGCTCTATCCTGCGCAGCAGTTTGGCCCGTTGGT            	
      1918	    30	 100.0	    37	..............................	TTGATAGCTCATACCGGTAAGTAGTGCTGCTGTCTAG          	
      1985	    30	 100.0	    37	..............................	AACGGTCTGCTCGGCCTTATCGCTTAACGGGTTGTAG          	
      2052	    30	 100.0	    38	..............................	CATCTGCTACGGGCTGGATAGTTATAACGCTGTCATAC         	
      2120	    30	 100.0	    35	..............................	GGGCATAGCGGGGCGAGGGTGCCCGGCTGGGCACC            	
      2185	    30	 100.0	    36	..............................	GTATTCGCGCGTCTTTGCAATTTCTGAGGACTTCCG           	
      2251	    30	 100.0	    34	..............................	TCGTGGAGCGTCTGGAGCGGGACGAAGGATCAAA             	
      2315	    30	 100.0	    36	..............................	ACCTATGATGAGCACCGAAGAAGTAAAAGAGAAGTT           	
      2381	    30	 100.0	    34	..............................	TTTATCAATAATCCGACTTTGCTCGCTTATCTGT             	
      2445	    30	 100.0	    37	..............................	GATGGCTCGACTTACAATTTTGGCGAGGTTAAGCAAA          	
      2512	    30	 100.0	    35	..............................	GAACAAAGTGGCTAATCTTAATTTGCTTAAAGCTG            	
      2577	    30	 100.0	    34	..............................	ATATTAGCACTACCACCAACATTTAATTCAGGAT             	
      2641	    30	 100.0	    35	..............................	CATGTTGCCCCCACCGATGATGCAGACCCAGTCTG            	
      2706	    30	 100.0	    36	..............................	TGCCTGATGCCAACGAGGGCACCAGACGGGCGCAAA           	
      2772	    30	 100.0	    34	..............................	TAAGAGGGACGTTATTTTTACATGGGTCGTTAGG             	
      2836	    30	 100.0	    34	..............................	TTATGTTTAACAAAATTTAGATGTTTATGATAAA             	
      2900	    30	 100.0	    39	..............................	CGCGTTGCGCTCCTGCTTGAAGCCTAACGGGGTGCTCGT        	
      2969	    30	 100.0	    36	..............................	AATGTATTTGCATTTAATGATGAAGGTTTGGATAAT           	
      3035	    30	 100.0	    36	..............................	TGGTCATTCAATTCTTATTTCTTAAATTTGGTGTAA           	
      3101	    30	 100.0	    34	..............................	TTAACAATATTCTTAGCAAACTTAAAGCCCGAAA             	
      3165	    30	 100.0	    35	..............................	CGTTAAAATGGGAAGACGGCCCGACGTTGGCCGAG            	
      3230	    30	 100.0	    37	..............................	GTGGACAAACCACGGCCTTGAAGTACGTGCGAAGCTG          	
      3297	    30	 100.0	    34	..............................	GGAGCAAACGTCCACTACCTGCTGCACAGTCGTT             	
      3361	    30	 100.0	    35	..............................	ATGAAATAAGCGTAACCTTTCCGTTTGCGTCCGTT            	
      3426	    30	 100.0	    34	..............................	AGGATATAGAGGTAGTTATTACGCAGGGAGGAGC             	
      3490	    30	 100.0	    35	..............................	TGATATTCTCAAAATTTTTAATGTTCTATAATAGA            	
      3555	    30	 100.0	    36	..............................	GTCCATCCACGCTTGTTCTGGTGTCAATTTTGGACA           	
      3621	    30	 100.0	    35	..............................	GTAAGCGACCATGCACCGTTTTTGCGGTTGATGGC            	
      3686	    30	 100.0	    35	..............................	GCTACTTGTGGCTACTCGTGGCTATCTGGTGCTAC            	
      3751	    30	 100.0	    39	..............................	TGGCGAGGCGTGGCACCAGGTTCGAGCTCCTGGATGGGG        	
      3820	    30	 100.0	    36	..............................	AAACTTGGTCGTAATGGTCAGTATGTCAAAGATGAT           	
      3886	    30	 100.0	    35	..............................	GTCACACAAGTCATTACCAAAAACACCCTCGTATA            	
      3951	    30	 100.0	    34	..............................	TGCAGAGTGGCTCGCAGGCGAGCTGCTCGAAGCA             	
      4015	    30	 100.0	    34	..............................	TACAAGACCGTACAAGACCATACGAGACCATACA             	
      4079	    30	 100.0	    34	..............................	TTGTCTAAGAAATTCGGCATCGGCTATTACTGGG             	
      4143	    30	 100.0	    34	..............................	GCAAATCGCATAACTTCGAAAGTTCGGCGTTGGA             	
      4207	    30	 100.0	    38	..............................	AGCTACACATTTATATATGTGTTATTGTATATACTACC         	
      4275	    30	 100.0	    36	..............................	ATAAAAAAGACAAAGGAAAGTCTTATTTATTGGATT           	
      4341	    30	 100.0	    34	..............................	GGCCTTGCGCTGCTCCTCTACGCTCTCGGCATCC             	
      4405	    30	 100.0	    38	..............................	TACTTCTTAAGAACAAGCTTTTTACGTCTATAACTCAG         	
      4473	    30	 100.0	    34	..............................	TGGTATTGTCAATCGGTACAAGGTTTCCGACCAC             	
      4537	    30	 100.0	    35	..............................	GTACCAGGTCCATTCTCTCCGAATACGTAAGTTTT            	
      4602	    30	 100.0	    37	..............................	TTAACAATATTCTTGGCGAACTTAAAACCACTGAAGC          	
      4669	    30	 100.0	    36	..............................	CTTTTTGTGTATGTATAGTGACATTGTGAAGTGTAG           	
      4735	    30	 100.0	    34	..............................	AAGCATTGGCAGTCGAAAAAACTTGGCTACTCTG             	
      4799	    30	 100.0	    35	..............................	AATGAATTTTGTGTGTCGGCAACGGCTACAGCGTA            	
      4864	    30	 100.0	    35	..............................	TATACGTTCATGTACTGATAACTATAAAAGCAACG            	
      4929	    30	 100.0	    38	..............................	AGAAGTTAAAAGAGTAGCAATATACGAAGAACTGTCAA         	
      4997	    30	 100.0	    34	..............................	CTATTTCTAAGTGGCGTGTAACGTTAACAGATTC             	
      5061	    30	 100.0	    37	..............................	AGAATAAAAGTTACTATAAACAAAGCTAACACTAAAC          	
      5128	    30	 100.0	    37	..............................	TGCACTTTACTGACGTAGATGTGGAGTATATACACGA          	
      5195	    30	 100.0	    35	..............................	GAACGTCTGCCTTAGTCTGACCACGTGACGTGAAA            	
      5260	    30	 100.0	    36	..............................	TCAATTACAAAGTAAATTTTCGTCTATCTTGGGACG           	
      5326	    30	 100.0	    34	..............................	TCGCAGGAATAAGCCTTTCCTTTTTTTACGGGCA             	
      5390	    30	 100.0	    35	..............................	CAATGCGCGAAGACGGAACTTCGCGAGGACGTTTG            	
      5455	    30	 100.0	    35	..............................	GAAAATGCAATCTATTGGGGACCTTATCTATTGAG            	
      5520	    30	 100.0	    34	..............................	CGACTATCGGCAAATCCATCTCGCGCAGGAACTC             	
      5584	    30	 100.0	    34	..............................	GTTCGTTGTCGCTTGGGAACAACATATCTGGTAT             	
      5648	    30	  96.7	    36	....................A.........	ATTGGCAATTACTTGGCAAGTATATTGCGCCGTCAA           	
      5714	    30	 100.0	    37	..............................	CAGAGGAGCCCTCCGCTCTCTCGCGTTCCTCGCGCAG          	
      5781	    30	 100.0	    37	..............................	ACTTGAGAGCCGCCATTCACGAACGCTGCATTAATGC          	
      5848	    30	  96.7	    35	..........C...................	ATCAAGAGGAAGAACAGAACAATAATACTTTGATA            	
      5913	    30	 100.0	    36	..............................	GGCTGTCTAAACACATATCGTCGGGCTGTACTGGAT           	
      5979	    30	 100.0	    34	..............................	TTTGGACGTATTCCGTCAATAGGATTTAGGTTCA             	
      6043	    30	 100.0	    34	..............................	TTGGGGATATTTCCCCCGAAATGAATTTGCCTGT             	
      6107	    30	 100.0	    37	..............................	AAAGGTAGTATTAAGAAGCTTATCGGGCGAGAGCTGG          	
      6174	    30	 100.0	    35	..............................	ACAGCATAATAAAACAAAATACTTAACTGATTATG            	
      6239	    30	 100.0	    36	..............................	GCCTCTCCTGTTATCACCTTTGAGGAAGCTGCAACC           	
      6305	    30	 100.0	    35	..............................	ACAATAAAAAGAGTTTGCGTACCAAATTACGCAAA            	
      6370	    30	 100.0	    34	..............................	TAGGGACGTTTCCGTTACCCTACACGGCGTGGCA             	
      6434	    30	 100.0	    35	..............................	GAGTACCAGGTCGGCAATTTCCAGCATTCAGCGAG            	
      6499	    30	 100.0	    38	..............................	GGCGGGAGGGCACCCACTCAGGCGGGAGGGCACCCCCA         	
      6567	    30	 100.0	    34	..............................	TGCATCCTTGCCGTGAGCAGCGATGTTACTTTGG             	
      6631	    30	 100.0	    34	..............................	TCCAGACAGCAGGGAGGCGCAAAGGTGGTGCCGG             	
      6695	    30	 100.0	    35	..............................	TGGTTAGGCAATTTCCTTCGAATTTTTGCTGATGA            	
      6760	    30	 100.0	    35	..............................	ACATGAGACAAAGAATCTTGAGAATTAGCATAATT            	
      6825	    30	 100.0	    37	..............................	TCTGAAACGACTATTGCTAATCAGTTAGCGGCTGGCA          	
      6892	    30	 100.0	    35	..............................	GGCTGTTCACGGTCAAATGCTTGAAGCTGATTATA            	
      6957	    30	 100.0	    36	..............................	AGGTGACGGTTCTGTTGCTGCTGCTGCTGTTAATCC           	
      7023	    30	 100.0	    36	..............................	AATTACGCAACTTGTTTCGAAAATTGTGTGATCTTG           	
      7089	    30	 100.0	    36	..............................	AACTCAGATGCTATTTTGCGAACTAACTTCAATTTG           	
      7155	    30	 100.0	    34	..............................	GACTTTGACGCTGTTGGTATGGAGGCTACTTCCC             	
      7219	    30	 100.0	    34	..............................	GCGAAAGCACCTAAATGTTCGCCACCAGTTTTAG             	
      7283	    30	 100.0	    34	..............................	TCATAAGGTTTTTGGCAAGTACAGAACGGACAGA             	
      7347	    30	 100.0	    34	..............................	ATGGAGTCGAACCACCGCAAAGGTCCATGCCGGG             	
      7411	    30	 100.0	    35	..............................	TAAGCTAAACCCTCATTTCTTTTCTCACAAACTAT            	
      7476	    30	 100.0	    34	..............................	ACGCTTGAACGCTGCGCCCTGGCTTGCTTCAGCT             	
      7540	    30	 100.0	    35	..............................	AGATGTTCGCCACCTGTCTTAGAAACGGTATCAGC            	
      7605	    30	 100.0	    36	..............................	ATCACGACACAGAGTAGATTTAAATTGATTCATAAA           	
      7671	    30	 100.0	    37	..............................	TACTGCAAAAGTAACAAAAAATTACCTAAAACCAATC          	
      7738	    30	 100.0	    34	..............................	ATCATTAAAGACACTCCAAGAATAATCAGAAAGA             	
      7802	    30	 100.0	    34	..............................	AAGTTGCTTTTGATTAATGCCCGTAATGCGCTCC             	
      7866	    30	 100.0	    34	..............................	AAGTTGCTTTTGATTAATGCCCGTAATGCGCTCC             	
      7930	    30	 100.0	    38	..............................	GACGGGGGCGAGGGCGTGGCGGTCGTGTGTGCTGTTGC         	
      7998	    30	 100.0	    36	..............................	AAAGATCGTGCTACGTCCGATGCGCTCACCTGGGGC           	
      8064	    30	 100.0	    38	..............................	GGACGAAAGTCCGGCGGCTTGATAATCTCCCCCGTTTA         	
      8132	    30	 100.0	    36	..............................	AGACCTTTAAAAATCTTAAGAAGATTAGAAGCAAGA           	
      8198	    30	 100.0	    37	..............................	AAATGGAGCAATAGAAGCGAACAGAAAAAATGTCACA          	
      8265	    30	 100.0	    36	..............................	TCAAGATTTGAATAACATTGAGTGAACAGCCGTTAG           	
      8331	    30	 100.0	    37	..............................	ACATTTGAATCATATTCAAAACAAAGGCGATTTACCC          	
      8398	    30	 100.0	    34	..............................	TTCGGCAGAGGCATTCGGAACACCATACGCATCA             	
      8462	    30	 100.0	    37	..............................	CGAATACTATTCACACGGACCTGATGGGTATTGCTGC          	
      8529	    30	 100.0	    36	..............................	CAAGGCGGTCGATATACTTAGTAATGTAAGAGCGAG           	
      8595	    30	 100.0	    37	..............................	TCAGGATTGAGCTTGATGTCGCCATTCTCGCCTACAA          	
      8662	    30	 100.0	    36	..............................	CTTTGAGGTGCTTGTAGTGTCTGTAGAGTCGTGCTT           	
      8728	    30	 100.0	    37	..............................	TACTCAAGGAAGTGGTGCTCGATGGTGGTGACGGGTC          	
      8795	    30	 100.0	    37	..............................	TACGCATCAATTTCGGGAGAAGTAGGAGAGTCATTAA          	
      8862	    30	 100.0	    47	..............................	ATCTTTAAGGTGTGTGAAATGTTAGCTAATCTTAATGGTTTAATCGT	
      8939	    30	  90.0	    36	ACC...........................	GTTAAAGCATAGATAACAACCTTAAGGTTTAATCGT           	
      9005	    30	 100.0	    36	..............................	GCTGACCAATAACGCTATCTTTTGGGTTTAATCGTA           	
      9071	    30	 100.0	    35	..............................	TAATAGGTCTATATTTTTTAGCGGTTTAATCGTAC            	
      9136	    30	 100.0	    34	..............................	GTTATAGGTATTATGGATTATGGGTTTAATCGTA             	
      9200	    30	 100.0	    35	..............................	TGCATACTATCAGGCGTTGCCACTGGTTTAATCGT            	
      9265	    30	 100.0	    36	..............................	GTGAGCGTACCGCCGTTATTGGCGGTTTAATCGTAC           	
      9331	    30	 100.0	    34	..............................	GTTTGGGCTAAACCCAGCATGGGGTTTAATCGTA             	
      9395	    30	 100.0	    35	..............................	TTCGGTGTAAATGCTATACATCTGGTTTAATCGTA            	
      9460	    30	 100.0	    35	..............................	AGCTCTTTAGGAAAGAGAACTGCTGGTTTAATCGT            	
      9525	    30	 100.0	    36	..............................	CACGACGGCAACACCCCCCCCACTTGGGTTTAATCG           	
      9591	    30	 100.0	    37	..............................	GTATTCCAAATTTCACGGCAGACCTGGTTTAATCGTA          	
      9658	    30	 100.0	    35	..............................	TGCACGGCCTCGGCCCATAATTGGTGGTTTAATCG            	
      9723	    30	 100.0	    37	..............................	TATAACTTTTCGGTTTGCGGCATCCGGTTTAATCGTA          	
      9790	    30	 100.0	    35	..............................	CTGAAAAGAAAAAAAATATTTGTTTGGTTTAATCG            	
      9855	    30	 100.0	    37	..............................	GTGGTGGTGATGAAGGATCAGAAGGGGTTTAATCGTA          	
      9922	    30	 100.0	    35	..............................	TTTTTCAGTTTTTACCTTAATAGGTAGGGTGTCCA            	
      9987	    30	 100.0	     0	..............................	|                                              	
==========	======	======	======	==============================	===============================================	==================
       153	    30	  99.9	    36	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                               	       

# Left flank :   GCCGGGGCACCGAGGG
# Right flank :  AAGCGTTTTGGTTCGTTCTGTAACCCAGTTTTTGGACAAGTGCTCGGT

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-3] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [3.3-45.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0.27   Confidence: HIGH] 

# Array family : NA
//


Array 1 468-2130 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-2_S13_scaffold_12295 id=96790987 bin="js4906-23-2_S13_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                 	Insertion/Deletion
==========	======	======	======	====================================	================================	==================
       468	    36	 100.0	    30	....................................	TACGTTCATCGCAACCCGAGTGCTCGATAA  	
       534	    36	 100.0	    28	....................................	AACAAAAATAATATATTAGCTAAATCCG    	
       598	    36	 100.0	    29	....................................	AACAATCCCGGCTTGCTGAAAGCGCTCGT   	
       663	    36	 100.0	    29	....................................	CGGCAAGCTTATCGGCTTCTTTTATTTCT   	
       728	    36	 100.0	    28	....................................	TCGAAGGAGAGAGACTCGGCATGAGAGT    	
       792	    36	 100.0	    29	....................................	TGACAAGTTTCCACAAAGGTGTTTTCACT   	
       857	    36	 100.0	    28	....................................	TTATTAATATCTAACATTAAAGAAGGTA    	
       921	    36	 100.0	    29	....................................	TTTTAAGTTCGAAATTTGTGCTTATCTGA   	
       986	    36	 100.0	    29	....................................	TGCAGAACTGGGTACTTAGTGATATGGAA   	
      1051	    36	 100.0	    32	....................................	GAGGACGAAGATGGAAGAGAACACTTTTTCGA	
      1119	    36	 100.0	    28	....................................	GACTTCTAACAAGAAGTACACAACTATG    	
      1183	    36	 100.0	    29	....................................	AACTCCTTAGAAAGCTGATATGAATCATT   	
      1248	    36	 100.0	    30	....................................	ATAGCGGTACGTTCACAAATGGCACGTTCA  	
      1314	    36	 100.0	    29	....................................	CGTTTTCCAGCCAGCAGACTAAAGGATGG   	
      1379	    36	 100.0	    27	....................................	ATGGCAAAGTGTTCCAGATGTAGCCTT     	
      1442	    36	 100.0	    29	....................................	TATAAGGTACGTGCGCACACTACATTATA   	
      1507	    36	 100.0	    30	....................................	ACTTTCAGCCAGTCACCAGCCTTGATTGTT  	
      1573	    36	 100.0	    30	....................................	CTTTTCGAGGTGAGGTTTCAAACTTTCTGC  	
      1639	    36	 100.0	    29	....................................	TATTGTTCAGGGAGTTGATATATTCCTCA   	
      1704	    36	 100.0	    29	....................................	CCGAATGCACAACAGAGAATTGAGACCTT   	
      1769	    36	 100.0	    30	....................................	TCTCTTTCATTGCTTTCTCTCCATGTGAGA  	
      1835	    36	 100.0	    29	....................................	GAGAAACTGCGAAATCTTTTTCATATCTT   	
      1900	    36	 100.0	    28	....................................	ATTCAGCAGTACCGGAAGACATATTACC    	
      1964	    36	 100.0	    30	....................................	AACTATTGCAGGTTATTACGCGACTCTTTC  	
      2030	    36	 100.0	    28	....................................	TTTTAAACATTCAGTAAAAATTATGGCA    	
      2094	    36	 100.0	     0	....................................	|                               	
==========	======	======	======	====================================	================================	==================
        26	    36	 100.0	    29	ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC	                                	       

# Left flank :   CGCTTTCTCATTTCAGACGGCGATATACCCATTTTTTGTGCCGAAGCCTCGATAGCCAACACCGTAAAGGCGAGGCGGTCAAACTCTGGGTCACTTTTCAGTAATAGTTCTCTATCTTCCATTCTTTACAAAATATTGTATTTACATGCAAATTTAAAGATTTTCTCTGATATCCCACTCAATTTCGGAGTTAAATAAAGAAAAATAGCCCGATTTTGCCAAAATCTTTGCTGGTGATGGAAGAAGAATCATAAAAGTATGAGTAAACTTCTCTCTAGGAGCAGAAGAATCTTGGTGAGTTGGAAGGTAGAATAAGCCGTTCCCTTTCTCCTAAGTTTTTACTCTCTAAAACATAGCAAAAGTGGTTGTTCGAAATTTCCGAGCAACCACTTTTTTCTTTACCTCATCTTCAACAAGATGTAACTTCTGCCTTCAGGCTATAAACCAAATCGCACCTTTATGGAATTA
# Right flank :  TCTTATCGATTGCAAAGATACAAAAAATCCTTTAAATAAAGGCATCTTCTGCATATCTTTTTACTACAAAAATATAAAGACCAAGGTTTGCTAAGTCAGAAATAGACTATAGCTTGGTCCCTATGAATTGCATTACCATACTTAGTAAGCTTATCAGAATCAACATCAAAGAGAATTACGCTATCATCTGCTGTGAAGTGTTTAGCATAAGCCTCTATCTTAGCCACAAGATTATCCACAATTCTCTTTGTATTCCTTATCTCATACACAGAAAACTGAAGACGAATGGCACCATTACTTTTCAGCATTTTAGAAAAGTTGGTACGCATCTTGTCATCCGATATGTCATAACTAACAATTATCATTTAAAACTCAAATATTGGATACTCTTTTACAGACTTACAACCCATAAAACAACGATAGTATTGCTGAACGAACTTGAATATGTCCATTTTACGAGCAATCAATTCATCATAAAACACTCTATAATAGTCAGCACA

# Questionable array : NO	 Score: 3.26
# 	Score Detail : 1:0, 2:0, 3:0, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-3.40,-0.90] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [61.7-71.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.37,0.27   Confidence: LOW] 

# Array family : NA
//


Array 1 1911-509 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-2_S13_scaffold_6832 id=96792524 bin="js4906-23-2_S13_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1910	    30	 100.0	    35	..............................	ATTGATGTTGTTGTGTTAAATGTTACAAGAAAGTA  	
      1845	    30	 100.0	    32	..............................	ACCGTTGCTGTAGTAAAAGGTGGATATATGAA     	
      1783	    30	 100.0	    37	..............................	AGCGATACATCAACAGCAGTGCCCGATGGTTACAAGG	
      1716	    30	 100.0	    37	..............................	TGCCACACAAGAGGCAGCAGCGTATCAAAATTCGCTT	
      1649	    30	 100.0	    35	..............................	ACAGCATCAAAATAAAGACGCTTACGCTCAATTAA  	
      1584	    30	 100.0	    35	..............................	AGTAGAACGAACAAGTTCGCAAAAGGCAACATAAT  	
      1519	    30	 100.0	    34	..............................	GTGGTAGTAATATCATTAGTAGATATAACAGCAG   	
      1455	    30	 100.0	    37	..............................	TCTGATTATCGTCTTGAGGATTTGCTTGCAGCAGGTG	
      1388	    30	 100.0	    36	..............................	CTCGATGAACGTCTGCTTCTTCTCCTCCTCGGCGTT 	
      1322	    30	 100.0	    35	..............................	TAATGCGGATTTAATAAAACATACTAATTACCTGT  	
      1257	    30	 100.0	    36	..............................	AAACAGGTTCCTGTGATTGCTAATAGTACTCTTTTG 	
      1191	    30	 100.0	    34	..............................	AATTTAAATAGACGTTTAATTAGATTCATTGTTT   	
      1127	    30	 100.0	    35	..............................	CGTATGGTTGCTTCTCGTGGATTTGGTATAGATGC  	
      1062	    30	 100.0	    35	..............................	TATCTTTCAGACTAATTTTTCATCTTCTTGGAATA  	
       997	    30	 100.0	    35	..............................	GTAGGTATAAAGTTAAACAAAACTACTCCGCTTTT  	
       932	    30	 100.0	    37	..............................	TTAACAATGTTACGTTTAACTTTGAAACCGCTGTAAC	
       865	    30	 100.0	    36	..............................	GCATAAGAACCGAGTAACTCGCCGTTAGAAGAATTA 	
       799	    30	 100.0	    34	..............................	GATGAACCGTCTACTCAATTTCTTTGCCGTGACG   	
       735	    30	 100.0	    35	..............................	CGCACAAAGGAAAGACATTCACCTTCACAAGGTGA  	
       670	    30	 100.0	    37	..............................	ACGTGATGTTATCAATGATACCATGTTGGCTACTCTC	
       603	    30	 100.0	    35	..............................	TAATTGAGAATAAGCTTGGCTCTACTGAGAAGACT  	
       538	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        22	    30	 100.0	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   CTTTTAAAATGTATTGGTGATATGTATGTTATCGTTGTTTATGATGTAGGCGAGAGACGTGTCGGTAAAATGCTGAAACTGTGTCGTCAATACCTATGTTGGATACAAAACTCCGTATTTGAAGGCGAACTGTCTGAAGCAAAACTTAGGGAGTTGAAACTGAAAATAAAAGGATTTATCGACCAGTCTGAGGACAGCATAATCATTTTTACAAATAAAATAGGTTATAATATGGACAAACAAATACTTGGGAAAGAGAGGATGTCAACCGACAATTTCTTGTAATAAAAGTTGTCGATGTAGTTGTTCCAAACGACAAACTACTCTTTCCGAAGCATCATTTAGATCTTTGACTTGTTGTAATACCAATAAATATAACGGTTGTCGCAGAACGCATAAAAATATATGATTACCCATCGACATTTTTTCAATAAGATTTCTTAACTTTACGCCCGCAAACCCTATTGGAAACAAGGATATTATATATCCCAAAGCAATGG
# Right flank :  CGGGCGAATTACATCCATAGTATCTATTATTAGTTGATTATCAATGTTATACGCTCTAAACGGTAGAAAAGTGACCGTATGGATTCTGATTAGATACGAAAAGGTGAATATTTAACGTATTTAACTTTCGATCACATCAGAAATCACGAAATCAGGGTTGTGAGGAACGCTTTTAACCGCCCCCATAATATGGTGAATGGAAGTTATAGGACGAAATCCATAAAGGGGTACGGTTGAAACGGCTCCCTTAAACGTAGGGTGTGATTACATGTCATACCCTTTTATTCTAAAAAGCATTTTTGTGTAGTTTACGATGCTACGTTTTGCTGTTTTTTACTTAGTAGACGCAGTTTTTCCATTGTTTATGCCGTGTTTCGAGATAAAAACGCTATCTTTACGGTGTAAAATATGATACCAATATCAAAAATAGTACTCTAATATGATATTGCGTGGTCTGTATGAAACGACCTATCTGCGTGACGTAATTGAGCGTAATCATC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [68.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 192-2431 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-2_S13_scaffold_10737 id=96821429 bin="abawaca_66_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
       192	    30	 100.0	    37	..............................	TACTGAAAGAAACCAAGGGAGCCGGGACAGTTACACT	
       259	    30	 100.0	    36	..............................	TACAACAATTAATGGATGATTGCGAGGTTAGCCGTA 	
       325	    30	 100.0	    35	..............................	GAAGAAACTCAGCAAGAAGGGCATTTGATAATGGC  	
       390	    30	 100.0	    35	..............................	GAAGGTGGTTGGGATTCTCTCTGCAACGGTGTAGG  	
       455	    30	 100.0	    34	..............................	GCAGGAGGCAAGGTAGTGATGCGCCGTGATGCCG   	
       519	    30	 100.0	    35	..............................	AAAAAAGGCAGTCCTCTATAAATCCTCGGCGGCGG  	
       584	    30	 100.0	    34	..............................	CGTGCCAAGGAAATACTGAAGTTGACGGAAGACT   	
       648	    30	 100.0	    34	..............................	ATGGCGGCAAGAAAATAAGTTTTTAACAAATAAA   	
       712	    30	 100.0	    37	..............................	TTCATTCTCGCTAGCGGTTCACTGCCAGGCTTCGATT	
       779	    30	 100.0	    34	..............................	GGCTTTGCGCCAACAGCGTGAACTTAAAAAAGCG   	
       843	    30	 100.0	    36	..............................	GAAGAATATTCTCGTGGCCATTCATTCTTTACTTAT 	
       909	    30	 100.0	    34	..............................	GTTGGACGCAAGGCGGAGGGCGATAGCCCACACC   	
       973	    30	 100.0	    34	..............................	AGTAAAGAAGAACTTATCTATCGTTTTATACTTA   	
      1037	    30	 100.0	    36	..............................	ACGATTTCGAGGTTAGAAGTAGAATTGAGTTTAAAA 	
      1103	    30	 100.0	    34	..............................	CTATTCGAGAAGTACAGAGATAGAACTGGTAAAA   	
      1167	    30	 100.0	    34	..............................	GTCCAACAACTCACAAATTTCATCGTGAAATATG   	
      1231	    30	 100.0	    37	..............................	AGCGAGAACGCCAGGCGGAGGGCGATAGCCCACACCG	
      1298	    30	 100.0	    34	..............................	CCATCTAAAGGGTACGAGCAATCTTAGATAGCGT   	
      1362	    30	 100.0	    37	..............................	TTGAAGGATGGTGAAGATTATACATATGGAAAGCATT	
      1429	    30	 100.0	    35	..............................	GGAACAGAAGGATGCTTATGAGCAGGGATTGTCTC  	
      1494	    30	 100.0	    36	..............................	ACTTGGAGCAACTGCCAGCACGTATTGCAGAGCAGA 	
      1560	    30	 100.0	    34	..............................	AAAGAAGAGAGGGATGAAAAATATAAGGTTATTC   	
      1624	    30	 100.0	    34	..............................	AACTTCTCTACATGACACTTGATGAGGTATGCCG   	
      1688	    30	 100.0	    35	..............................	ACAACAAGAAGGCTCCTTAATGAAATGGTACAAGA  	
      1753	    30	 100.0	    34	..............................	GAAGGACAGTAGAGAGGAACGGACGCAACTGCAT   	
      1817	    30	 100.0	    34	..............................	TATTCAGGTGGGCGAGGTGGTTGCTTTTCCTCCT   	
      1881	    30	 100.0	    36	..............................	ACAACAACATCAACTGTCTCGTTGTCGGGCAGGTGG 	
      1947	    30	 100.0	    35	..............................	TGTGGCTACATTATTACTTCAGCAACTTCCATAGC  	
      2012	    30	 100.0	    34	..............................	AATACAAAAAAATAGCTGAGAGTGCCTTATTTAA   	
      2076	    30	 100.0	    35	..............................	CAGACCAAGTAAAGCTCTATGGTGACAAGGTGCAA  	
      2141	    30	 100.0	    34	..............................	TTATAACCGATACCAGGAAGTTCTTGAATCTTTT   	
      2205	    30	 100.0	    37	..............................	TATATAGACCATATAAACACAATTAAAACAGATAATC	
      2272	    30	 100.0	    36	..............................	TCAGGAAGGAGACAAAACTACCAGCGTGAGGATGCA 	
      2338	    30	 100.0	    36	..............................	TACAAAATCGTATGGGTAGAGTTTTTCCCTAGTCAA 	
      2404	    27	  90.0	     0	...........................---	|                                    	
==========	======	======	======	==============================	=====================================	==================
        35	    30	  99.7	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   TTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACGGG
# Right flank :  |

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-1] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [60.0-0.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 201-2572 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-3_S14_scaffold_10063 id=96849413 bin="js4906-23-3_S14_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
       201	    30	 100.0	    37	..............................	TACTGAAAGAAACCAAGGGAGCCGGGACAGTTACACT	
       268	    30	 100.0	    36	..............................	TACAACAATTAATGGATGATTGCGAGGTTAGCCGTA 	
       334	    30	 100.0	    35	..............................	GAAGAAACTCAGCAAGAAGGGCATTTGATAATGGC  	
       399	    30	 100.0	    35	..............................	GAAGGTGGTTGGGATTCTCTCTGCAACGGTGTAGG  	
       464	    30	 100.0	    34	..............................	GCAGGAGGCAAGGTAGTGATGCGCCGTGATGCCG   	
       528	    30	 100.0	    35	..............................	AAAAAAGGCAGTCCTCTATAAATCCTCGGCGGCGG  	
       593	    30	 100.0	    34	..............................	CGTGCCAAGGAAATACTGAAGTTGACGGAAGACT   	
       657	    30	 100.0	    34	..............................	ATGGCGGCAAGAAAATAAGTTTTTAACAAATAAA   	
       721	    30	 100.0	    37	..............................	TTCATTCTCGCTAGCGGTTCACTGCCAGGCTTCGATT	
       788	    30	 100.0	    34	..............................	GGCTTTGCGCCAACAGCGTGAACTTAAAAAAGCG   	
       852	    30	 100.0	    36	..............................	GAAGAATATTCTCGTGGCCATTCATTCTTTACTTAT 	
       918	    30	 100.0	    34	..............................	GTTGGACGCAAGGCGGAGGGCGATAGCCCACACC   	
       982	    30	 100.0	    34	..............................	AGTAAAGAAGAACTTATCTATCGTTTTATACTTA   	
      1046	    30	 100.0	    36	..............................	ACGATTTCGAGGTTAGAAGTAGCATTGAGTTTAAAA 	
      1112	    30	 100.0	    34	..............................	CTATTCGAGAAGTACAGAGATAGAACTGGTAAAA   	
      1176	    30	 100.0	    34	..............................	GTCCAACAACTCACAAATTTCATCGTGAAATATG   	
      1240	    30	 100.0	    37	..............................	AGCGAGAACGCCAGGCGGAGGGCGATAGCCCACACCG	
      1307	    30	 100.0	    34	..............................	CCATCTAAAGGGTACGAGCAATCTTAGATAGCGT   	
      1371	    30	 100.0	    37	..............................	TTGAAGGATGGTGAAGATTATACATATGGAAAGCATT	
      1438	    30	 100.0	    35	..............................	GGAACAGAAGGATGCTTATGAGCAGGGATTGTCTC  	
      1503	    30	 100.0	    36	..............................	ACTTGGAGCAACTGCCAGCACGTATTGCAGAGCAGA 	
      1569	    30	 100.0	    34	..............................	AAAGAAGAGAGGGATGAAAAATATAAGGTTATTC   	
      1633	    30	 100.0	    34	..............................	AACTTCTCTACATGACACTTGATGAGGTATGCCG   	
      1697	    30	 100.0	    35	..............................	ACAACAAGAAGGCTCCTTAATGAAATGGTACAAGA  	
      1762	    30	 100.0	    34	..............................	GAAGGACAGTAGAGAGGAACGGACGCAACTGCAT   	
      1826	    30	 100.0	    34	..............................	TATTCAGGTGGGCGAGGTGGTTGCTTTTCCTCCT   	
      1890	    30	 100.0	    36	..............................	ACAACAACATCAACTGTCTCGTTGTCGGGCAGGTGG 	
      1956	    30	 100.0	    35	..............................	TGTGGCTACATTATTACTTCAGCAACTTCCATAGC  	
      2021	    30	 100.0	    34	..............................	AATACAAAAAAATAGCTGAGAGTGCCTTATTTAA   	
      2085	    30	 100.0	    35	..............................	CAGACCAAGTAAAGCTCTATGGTGACAAGGTGCAA  	
      2150	    30	 100.0	    34	..............................	TTATAACCGATACCAGGAAGTTCTTGAATCTTTT   	
      2214	    30	 100.0	    37	..............................	TATATAGACCATATAAACACAATTAAAACAGATAATC	
      2281	    30	 100.0	    36	..............................	TCAGGAAGGAGACAAAACTACCAGCGTGAGGATGCA 	
      2347	    30	 100.0	    36	..............................	TACAAAATCGTATGGGTAGAGTTTTTCCCTAGTCAA 	
      2413	    30	 100.0	    34	..............................	GAGATTTTTCCAACTCCCTGCTTTGGAGTATTTT   	
      2477	    30	 100.0	    35	..............................	GTTCATCGGTTGGAAGTGCGGATCCTGCCAGTGCA  	
      2542	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        37	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   GGTTCTATTTTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACGGG
# Right flank :  AAT

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: F [60.0-5.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.77,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 1911-509 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-3_S14_scaffold_7118 id=96833468 bin="maxbin2_maxbin_008_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1910	    30	 100.0	    35	..............................	ATTGATGTTGTTGTGTTAAATGTTACAAGAAAGTA  	
      1845	    30	 100.0	    32	..............................	ACCGTTGCTGTAGTAAAAGGTGGATATATGAA     	
      1783	    30	 100.0	    37	..............................	AGCGATACATCAACAGCAGTGCCCGATGGTTACAAGG	
      1716	    30	 100.0	    37	..............................	TGCCACACAAGAGGCAGCAGCGTATCAAAATTCGCTT	
      1649	    30	 100.0	    35	..............................	ACAGCATCAAAATAAAGACGCTTACGCTCAATTAA  	
      1584	    30	 100.0	    35	..............................	AGTAGAACGAACAAGTTCGCAAAAGGCAACATAAT  	
      1519	    30	 100.0	    34	..............................	GTGGTAGTAATATCATTAGTAGATATAACAGCAG   	
      1455	    30	 100.0	    37	..............................	TCTGATTATCGTCTTGAGGATTTGCTTGCAGCAGGTG	
      1388	    30	 100.0	    36	..............................	CTCGATGAACGTCTGCTTCTTCTCCTCCTCGGCGTT 	
      1322	    30	 100.0	    35	..............................	TAATGCGGATTTAATAAAACATACTAATTACCTGT  	
      1257	    30	 100.0	    36	..............................	AAACAGGTTCCTGTGATTGCTAATAGTACTCTTTTG 	
      1191	    30	 100.0	    34	..............................	AATTTAAATAGACGTTTAATTAGATTCATTGTTT   	
      1127	    30	 100.0	    35	..............................	CGTATGGTTGCTTCTCGTGGATTTGGTATAGATGC  	
      1062	    30	 100.0	    35	..............................	TATCTTTCAGACTAATTTTTCATCTTCTTGGAATA  	
       997	    30	 100.0	    35	..............................	GTAGGTATAAAGTTAAACAAAACTACTCCGCTTTT  	
       932	    30	 100.0	    37	..............................	TTAACAATGTTACGTTTAACTTTGAAACCGCTGTAAC	
       865	    30	 100.0	    36	..............................	GCATAAGAACCGAGTAACTCGCCGTTAGAAGAATTA 	
       799	    30	 100.0	    34	..............................	GATGAACCGTCTACTCAATTTCTTTGCCGTGACG   	
       735	    30	 100.0	    35	..............................	CGCACAAAGGAAAGACATTCACCTTCACAAGGTGA  	
       670	    30	 100.0	    37	..............................	ACGTGATGTTATCAATGATACCATGTTGGCTACTCTC	
       603	    30	 100.0	    35	..............................	TAATTGAGAATAAGCTTGGCTCTACTGAGAAGACT  	
       538	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        22	    30	 100.0	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   CTTTTAAAATGTATTGGTGATATGTATGTTATCGTTGTTTATGATGTAGGCGAGAGACGTGTCGGTAAAATGCTGAAACTGTGTCGTCAATACCTATGTTGGATACAAAACTCCGTATTTGAAGGCGAACTGTCTGAAGCAAAACTTAGGGAGTTGAAACTGAAAATAAAAGGATTTATCGACCAGTCTGAGGACAGCATAATCATTTTTACAAATAAAATAGGTTATAATATGGACAAACAAATACTTGGGAAAGAGAGGATGTCAACCGACAATTTCTTGTAATAAAAGTTGTCGATGTAGTTGTTCCAAACGACAAACTACTCTTTCCGAAGCATCATTTAGATCTTTGACTTGTTGTAATACCAATAAATATAACGGTTGTCGCAGAACGCATAAAAATATATGATTACCCATCGACATTTTTTCAATAAGATTTCTTAACTTTACGCCCGCAAACCCTATTGGAAACAAGGATATTATATATCCCAAAGCAATGG
# Right flank :  CGGGCGAATTACATCCATAGTATCTATTATTAGTTGATTATCAATGTTATACGCTCTAAACGGTAGAAAAGTGACCGTATGGATTCTGATTAGATACGAAAAGGTGAATATTTAACGTATTTAACTTTCGATCACATCAGAAATCACGAAATCAGGGTTGTGAGGAACGCTTTTAACCGCCCCCATAATATGGTGAATGGAAGTTATAGGACGAAATCCATAAAGGGGTACGGTTGAAACGGCTCCCTTAAACGTAGGGTGTGATTACATGTCATACCCTTTTATTCTAAAAAGCATTTTTGTGTAGTTTACGATGCTACGTTTTGCTGTTTTTTACTTAGTAGACGCAGTTTTTCCATTGTTTATGCCGTGTTTCGAGATAAAAACGCTATCTTTACGGTGTAAAATATGATACCAATATCAAAAATAGTACTCTAATATGATATTGCGTGGTCTGTATGAAACGACCTATCTGCGTGACGTAATTGAGCGTAATCATC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [68.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 468-2130 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-3_S14_scaffold_12279 id=96838629 bin="js4906-23-3_S14_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                 	Insertion/Deletion
==========	======	======	======	====================================	================================	==================
       468	    36	 100.0	    30	....................................	TACGTTCATCGCAACCCGAGTGCTCGATAA  	
       534	    36	 100.0	    28	....................................	AACAAAAATAATATATTAGCTAAATCCG    	
       598	    36	 100.0	    29	....................................	AACAATCCCGGCTTGCTGAAAGCGCTCGT   	
       663	    36	 100.0	    29	....................................	CGGCAAGCTTATCGGCTTCTTTTATTTCT   	
       728	    36	 100.0	    28	....................................	TCGAAGGAGAGAGACTCGGCATGAGAGT    	
       792	    36	 100.0	    29	....................................	TGACAAGTTTCCACAAAGGTGTTTTCACT   	
       857	    36	 100.0	    28	....................................	TTATTAATATCTAACATTAAAGAAGGTA    	
       921	    36	 100.0	    29	....................................	TTTTAAGTTCGAAATTTGTGCTTATCTGA   	
       986	    36	 100.0	    29	....................................	TGCAGAACTGGGTACTTAGTGATATGGAA   	
      1051	    36	 100.0	    32	....................................	GAGGACGAAGATGGAAGAGAACACTTTTTCGA	
      1119	    36	 100.0	    28	....................................	GACTTCTAACAAGAAGTACACAACTATG    	
      1183	    36	 100.0	    29	....................................	AACTCCTTAGAAAGCTGATATGAATCATT   	
      1248	    36	 100.0	    30	....................................	ATAGCGGTACGTTCACAAATGGCACGTTCA  	
      1314	    36	 100.0	    29	....................................	CGTTTTCCAGCCAGCAGACTAAAGGATGG   	
      1379	    36	 100.0	    27	....................................	ATGGCAAAGTGTTCCAGATGTAGCCTT     	
      1442	    36	 100.0	    29	....................................	TATAAGGTACGTGCGCACACTACATTATA   	
      1507	    36	 100.0	    30	....................................	ACTTTCAGCCAGTCACCAGCCTTGATTGTT  	
      1573	    36	 100.0	    30	....................................	CTTTTCGAGGTGAGGTTTCAAACTTTCTGC  	
      1639	    36	 100.0	    29	....................................	TATTGTTCAGGGAGTTGATATATTCCTCA   	
      1704	    36	 100.0	    29	....................................	CCGAATGCACAACAGAGAATTGAGACCTT   	
      1769	    36	 100.0	    30	....................................	TCTCTTTCATTGCTTTCTCTCCATGTGAGA  	
      1835	    36	 100.0	    29	....................................	GAGAAACTGCGAAATCTTTTTCATATCTT   	
      1900	    36	 100.0	    28	....................................	ATTCAGCAGTACCGGAAGACATATTACC    	
      1964	    36	 100.0	    30	....................................	AACTATTGCAGGTTATTACGCGACTCTTTC  	
      2030	    36	 100.0	    28	....................................	TTTTAAACATTCAGTAAAAATTATGGCA    	
      2094	    36	 100.0	     0	....................................	|                               	
==========	======	======	======	====================================	================================	==================
        26	    36	 100.0	    29	ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC	                                	       

# Left flank :   CGCTTTCTCATTTCAGACGGCGATATACCCATTTTTTGTGCCGAAGCCTCGATAGCCAACACCGTAAAGGCGAGGCGGTCAAACTCTGGGTCACTTTTCAGTAATAGTTCTCTATCTTCCATTCTTTACAAAATATTGTATTTACATGCAAATTTAAAGATTTTCTCTGATATCCCACTCAATTTCGGAGTTAAATAAAGAAAAATAGCCCGATTTTGCCAAAATCTTTGCTGGTGATGGAAGAAGAATCATAAAAGTATGAGTAAACTTCTCTCTAGGAGCAGAAGAATCTTGGTGAGTTGGAAGGTAGAATAAGCCGTTCCCTTTCTCCTAAGTTTTTACTCTCTAAAACATAGCAAAAGTGGTTGTTCGAAATTTCCGAGCAACCACTTTTTTCTTTACCTCATCTTCAACAAGATGTAACTTCTGCCTTCAGGCTATAAACCAAATCGCACCTTTATGGAATTA
# Right flank :  TCTTATCGATTGCAAAGATACAAAAAATCCTTTAAATAAAGGCATCTTCTGCATATCTTTTTCCCTTCCCATAATATTGGGTACAATATTTCAAAGAACAACCTGTAAATAAGCAAGTTACACGCTTTACTACAAAAATATAAAGACCAAGGTTTGCTAAGTCAGAAATAGACTATAGCTTGGTCCCTATGAATTGCATTACCATACTTAGTAAGCTTATCAGAATCAACATCAAAGAGAATTACGCTATCATCTGCTGTGAAGTGTTTAGCATAAGCCTCTATCTTAGCCACAAGATTATCCACAATTCTCTTTGTATTCCTTATCTCATACACAGAAAACTGAAGACGAATGGCACCATTACTTTTCAGCATTTTAGAAAAGTTGGTACGCATCTTGTCATCCGATATGTCATAACTAACAATTATCATTTAAAACTCAAATATTGGATACTCTTTTACAGACTTACAACCCATAAAACAACGATAGTATTGCTGAAC

# Questionable array : NO	 Score: 3.26
# 	Score Detail : 1:0, 2:0, 3:0, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-3.40,-0.90] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [61.7-71.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.37,0.27   Confidence: LOW] 

# Array family : NA
//


Array 1 1911-509 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-4_S15_scaffold_4272 id=96861888 bin="maxbin2_maxbin_007_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1910	    30	 100.0	    35	..............................	ATTGATGTTGTTGTGTTAAATGTTACAAGAAAGTA  	
      1845	    30	 100.0	    32	..............................	ACCGTTGCTGTAGTAAAAGGTGGATATATGAA     	
      1783	    30	 100.0	    37	..............................	AGCGATACATCAACAGCAGTGCCCGATGGTTACAAGG	
      1716	    30	 100.0	    37	..............................	TGCCACACAAGAGGCAGCAGCGTATCAAAATTCGCTT	
      1649	    30	 100.0	    35	..............................	ACAGCATCAAAATAAAGACGCTTACGCTCAATTAA  	
      1584	    30	 100.0	    35	..............................	AGTAGAACGAACAAGTTCGCAAAAGGCAACATAAT  	
      1519	    30	 100.0	    34	..............................	GTGGTAGTAATATCATTAGTAGATATAACAGCAG   	
      1455	    30	 100.0	    37	..............................	TCTGATTATCGTCTTGAGGATTTGCTTGCAGCAGGTG	
      1388	    30	 100.0	    36	..............................	CTCGATGAACGTCTGCTTCTTCTCCTCCTCGGCGTT 	
      1322	    30	 100.0	    35	..............................	TAATGCGGATTTAATAAAACATACTAATTACCTGT  	
      1257	    30	 100.0	    36	..............................	AAACAGGTTCCTGTGATTGCTAATAGTACTCTTTTG 	
      1191	    30	 100.0	    34	..............................	AATTTAAATAGACGTTTAATTAGATTCATTGTTT   	
      1127	    30	 100.0	    35	..............................	CGTATGGTTGCTTCTCGTGGATTTGGTATAGATGC  	
      1062	    30	 100.0	    35	..............................	TATCTTTCAGACTAATTTTTCATCTTCTTGGAATA  	
       997	    30	 100.0	    35	..............................	GTAGGTATAAAGTTAAACAAAACTACTCCGCTTTT  	
       932	    30	 100.0	    37	..............................	TTAACAATGTTACGTTTAACTTTGAAACCGCTGTAAC	
       865	    30	 100.0	    36	..............................	GCATAAGAACCGAGTAACTCGCCGTTAGAAGAATTA 	
       799	    30	 100.0	    34	..............................	GATGAACCGTCTACTCAATTTCTTTGCCGTGACG   	
       735	    30	 100.0	    35	..............................	CGCACAAAGGAAAGACATTCACCTTCACAAGGTGA  	
       670	    30	 100.0	    37	..............................	ACGTGATGTTATCAATGATACCATGTTGGCTACTCTC	
       603	    30	 100.0	    35	..............................	TAATTGAGAATAAGCTTGGCTCTACTGAGAAGACT  	
       538	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        22	    30	 100.0	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   CTTTTAAAATGTATTGGTGATATGTATGTTATCGTTGTTTATGATGTAGGCGAGAGACGTGTCGGTAAAATGCTGAAACTGTGTCGTCAATACCTATGTTGGATACAAAACTCCGTATTTGAAGGCGAACTGTCTGAAGCAAAACTTAGGGAGTTGAAACTGAAAATAAAAGGATTTATCGACCAGTCTGAGGACAGCATAATCATTTTTACAAATAAAATAGGTTATAATATGGACAAACAAATACTTGGGAAAGAGAGGATGTCAACCGACAATTTCTTGTAATAAAAGTTGTCGATGTAGTTGTTCCAAACGACAAACTACTCTTTCCGAAGCATCATTTAGATCTTTGACTTGTTGTAATACCAATAAATATAACGGTTGTCGCAGAACGCATAAAAATATATGATTACCCATCGACATTTTTTCAATAAGATTTCTTAACTTTACGCCCGCAAACCCTATTGGAAACAAGGATATTATATATCCCAAAGCAATGG
# Right flank :  CGGGCGAATTACATCCATAGTATCTATTATTAGTTGATTATCAATGTTATACGCTCTAAACGGTAGAAAAGTGACCGTATGGATTCTGATTAGATACGAAAAGGTGAATATTTAACGTATTTAACTTTCGATCACATCAGAAATCACGAAATCAGGGTTGTGAGGAACGCTTTTAACCGCCCCCATAATATGGTGAATGGAAGTTATAGGACGAAATCCATAAAGGGGTACGGTTGAAACGGCTCCCTTAAACGTAGGGTGTGATTACATGTCATACCCTTTTATTCTAAAAAGCATTTTTGTGTAGTTTACGATGCTACGTTTTGCTGTTTTTTACTTAGTAGACGCAGTTTTTCCATTGTTTATGCCGTGTTTCGAGATAAAAACGCTATCTTTACGGTGTAAAATATGATACCAATATCAAAAATAGTACTCTAATATGATATTGCGTGGTCTGTATGAAACGACCTATCTGCGTGACGTAATTGAGCGTAATCATC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [68.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 3404-1742 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-4_S15_scaffold_3703 id=96869319 bin="js4906-23-4_S15_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                	Insertion/Deletion
==========	======	======	======	====================================	===============================	==================
      3403	    36	 100.0	    30	....................................	TACGTTCATCGCAACCCGAGTGCTCGATAA 	
      3337	    36	 100.0	    28	....................................	AACAAAAATAATATATTAGCTAAATCCG   	
      3273	    36	 100.0	    29	....................................	AACAATCCCGGCTTGCTGAAAGCGCTCGT  	
      3208	    36	 100.0	    29	....................................	CGGCAAGCTTATCGGCTTCTTTTATTTCT  	
      3143	    36	 100.0	    28	....................................	TCGAAGGAGAGAGACTCGGCATGAGAGT   	
      3079	    36	 100.0	    28	....................................	GACAAGTTTCCACAAAGGTGTTTTCACT   	
      3014	    36	 100.0	    28	....................................	TTATTAATATCTAACATTAAAGAAGGTA   	
      2950	    36	 100.0	    29	....................................	TTTTAAGTTCGAAATTTGTGCTTATCTGA  	
      2885	    36	 100.0	    29	....................................	TGCAGAACTGGGTACTTAGTGATATGGAA  	
      2820	    36	 100.0	    29	....................................	GACGAAGATGGAAGAGAACACTTTTTCGA  	
      2752	    36	 100.0	    28	....................................	GACTTCTAACAAGAAGTACACAACTATG   	
      2688	    36	 100.0	    29	....................................	AACTCCTTAGAAAGCTGATATGAATCATT  	
      2623	    36	 100.0	    28	....................................	AGCGGTACGTTCACAAATGGCACGTTCA   	
      2557	    36	 100.0	    29	....................................	CGTTTTCCAGCCAGCAGACTAAAGGATGG  	
      2492	    36	 100.0	    27	....................................	ATGGCAAAGTGTTCCAGATGTAGCCTT    	
      2429	    36	 100.0	    29	....................................	TATAAGGTACGTGCGCACACTACATTATA  	
      2364	    36	 100.0	    31	....................................	CACTTTCAGCCAGTCACCAGCCTTGATTGTT	
      2298	    36	 100.0	    30	....................................	CTTTTCGAGGTGAGGTTTCAAACTTTCTGC 	
      2232	    36	 100.0	    29	....................................	TATTGTTCAGGGAGTTGATATATTCCTCA  	
      2167	    36	 100.0	    29	....................................	CCGAATGCACAACAGAGAATTGAGACCTT  	
      2102	    36	 100.0	    30	....................................	TCTCTTTCATTGCTTTCTCTCCATGTGAGA 	
      2036	    36	 100.0	    29	....................................	GAGAAACTGCGAAATCTTTTTCATATCTT  	
      1971	    36	 100.0	    28	....................................	ATTCAGCAGTACCGGAAGACATATTACC   	
      1907	    36	 100.0	    30	....................................	AACTATTGCAGGTTATTACGCGACTCTTTC 	
      1841	    36	 100.0	    28	....................................	TTTTAAACATTCAGTAAAAATTATGGCA   	
      1777	    36	 100.0	     0	....................................	|                              	
==========	======	======	======	====================================	===============================	==================
        26	    36	 100.0	    29	ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC	                               	       

# Left flank :   CGCTTTCTCATTTCAGACGGCGATATACCCATTTTTTGTGCCGAAGCCTCGATAGCCAACACCGTAAAGGCGAGGCGGTCAAACTCTGGGTCACTTTTCAGTAATAGTTCTCTATCTTCCATTCTTTACAAAATATTGTATTTACATGCAAATTTAAAGATTTTCTCTGATATCCCACTCAATTTCGGAGTTAAATAAAGAAAAATAGCCCGATTTTGCCAAAATCTTTGCTGGTGATGGAAGAAGAATCATAAAAGTATGAGTAAACTTCTCTCTAGGAGCAGAAGAATCTTGGTGAGTTGGAAGGTAGAATAAGCCGTTCCCTTTCTCCTAAGTTTTTACTCTCTAAAACATAGCAAAAGTGGTTGTTCGAAATTTCCGAGCAACCACTTTTTTCTTTACCTCATCTTCAACAAGATGTAACTTCTGCCTTCAGGCTATAAACCAAATCGCACCTTTATGGAAT
# Right flank :  TCTTATCGATTGCAAAGATACAAAAAATCCTTTAAATAAAGGCATCTTCTGCATATCTTTTTAAAGAGTATTACCACCCCTTCCCATAATATTGGGTACAATATTTCAAAGAACAACCTGTAAATAAGCAAGTTACACGCTTTACTACAAAAATATAAAGACCAAGGTTTGCTAAGTCAGAAATAGACTATAGCTTGGTCCCTATGAATTGCATTACCATACTTAGTAAGCTTATCAGAATCAACATCAAAGAGAATTACGCTATCATCTGCTGTGAAGTGTTTAGCATAAGCCTCTATCTTAGCCACAAGATTATCCACAATTCTCTTTGTATTCCTTATCTCATACACAGAAAACTGAAGACGAATGGCACCATTACTTTTCAGCATTTTAGAAAAGTTGGTACGCATCTTGTCATCCGATATGTCATAACTAACAATTATCATTTAAAACTCAAATATTGGATACTCTTTTACAGACTTACAACCCATAAAACAACG

# Questionable array : NO	 Score: 3.26
# 	Score Detail : 1:0, 2:0, 3:0, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  R [-0.90,-3.40] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: F [71.7-61.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,0.37   Confidence: LOW] 

# Array family : NA
//


Array 1 1911-509 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-5_S16_scaffold_5620 id=96885186 bin="js4906-23-5_S16_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1910	    30	 100.0	    35	..............................	ATTGATGTTGTTGTGTTAAATGTTACAAGAAAGTA  	
      1845	    30	 100.0	    32	..............................	ACCGTTGCTGTAGTAAAAGGTGGATATATGAA     	
      1783	    30	 100.0	    37	..............................	AGCGATACATCAACAGCAGTGCCCGATGGTTACAAGG	
      1716	    30	 100.0	    37	..............................	TGCCACACAAGAGGCAGCAGCGTATCAAAATTCGCTT	
      1649	    30	 100.0	    35	..............................	ACAGCATCAAAATAAAGACGCTTACGCTCAATTAA  	
      1584	    30	 100.0	    35	..............................	AGTAGAACGAACAAGTTCGCAAAAGGCAACATAAT  	
      1519	    30	 100.0	    34	..............................	GTGGTAGTAATATCATTAGTAGATATAACAGCAG   	
      1455	    30	 100.0	    37	..............................	TCTGATTATCGTCTTGAGGATTTGCTTGCAGCAGGTG	
      1388	    30	 100.0	    36	..............................	CTCGATGAACGTCTGCTTCTTCTCCTCCTCGGCGTT 	
      1322	    30	 100.0	    35	..............................	TAATGCGGATTTAATAAAACATACTAATTACCTGT  	
      1257	    30	 100.0	    36	..............................	AAACAGGTTCCTGTGATTGCTAATAGTACTCTTTTG 	
      1191	    30	 100.0	    34	..............................	AATTTAAATAGACGTTTAATTAGATTCATTGTTT   	
      1127	    30	 100.0	    35	..............................	CGTATGGTTGCTTCTCGTGGATTTGGTATAGATGC  	
      1062	    30	 100.0	    35	..............................	TATCTTTCAGACTAATTTTTCATCTTCTTGGAATA  	
       997	    30	 100.0	    35	..............................	GTAGGTATAAAGTTAAACAAAACTACTCCGCTTTT  	
       932	    30	 100.0	    37	..............................	TTAACAATGTTACGTTTAACTTTGAAACCGCTGTAAC	
       865	    30	 100.0	    36	..............................	GCATAAGAACCGAGTAACTCGCCGTTAGAAGAATTA 	
       799	    30	 100.0	    34	..............................	GATGAACCGTCTACTCAATTTCTTTGCCGTGACG   	
       735	    30	 100.0	    35	..............................	CGCACAAAGGAAAGACATTCACCTTCACAAGGTGA  	
       670	    30	 100.0	    37	..............................	ACGTGATGTTATCAATGATACCATGTTGGCTACTCTC	
       603	    30	 100.0	    35	..............................	TAATTGAGAATAAGCTTGGCTCTACTGAGAAGACT  	
       538	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        22	    30	 100.0	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   CTTTTAAAATGTATTGGTGATATGTATGTTATCGTTGTTTATGATGTAGGCGAGAGACGTGTCGGTAAAATGCTGAAACTGTGTCGTCAATACCTATGTTGGATACAAAACTCCGTATTTGAAGGCGAACTGTCTGAAGCAAAACTTAGGGAGTTGAAACTGAAAATAAAAGGATTTATCGACCAGTCTGAGGACAGCATAATCATTTTTACAAATAAAATAGGTTATAATATGGACAAACAAATACTTGGGAAAGAGAGGATGTCAACCGACAATTTCTTGTAATAAAAGTTGTCGATGTAGTTGTTCCAAACGACAAACTACTCTTTCCGAAGCATCATTTAGATCTTTGACTTGTTGTAATACCAATAAATATAACGGTTGTCGCAGAACGCATAAAAATATATGATTACCCATCGACATTTTTTCAATAAGATTTCTTAACTTTACGCCCGCAAACCCTATTGGAAACAAGGATATTATATATCCCAAAGCAATGG
# Right flank :  CGGGCGAATTACATCCATAGTATCTATTATTAGTTGATTATCAATGTTATACGCTCTAAACGGTAGAAAAGTGACCGTATGGATTCTGATTAGATACGAAAAGGTGAATATTTAACGTATTTAACTTTCGATCACATCAGAAATCACGAAATCAGGGTTGTGAGGAACGCTTTTAACCGCCCCCATAATATGGTGAATGGAAGTTATAGGACGAAATCCATAAAGGGGTACGGTTGAAACGGCTCCCTTAAACGTAGGGTGTGATTACATGTCATACCCTTTTATTCTAAAAAGCATTTTTGTGTAGTTTACGATGCTACGTTTTGCTGTTTTTTACTTAGTAGACGCAGTTTTTCCATTGTTTATGCCGTGTTTCGAGATAAAAACGCTATCTTTACGGTGTAAAATATGATACCAATATCAAAAATAGTACTCTAATATGATATTGCGTGGTCTGTATGAAACGACCTATCTGCGTGACGTAATTGAGCGTAATCATC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [68.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 201-5201 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-5_S16_scaffold_3427 id=96888993 bin="js4906-23-5_S16_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
       201	    30	 100.0	    37	..............................	TACTGAAAGAAACCAAGGGAGCCGGGACAGTTACACT 	
       268	    30	 100.0	    36	..............................	TACAACAATTAATGGATGATTGCGAGGTTAGCCGTA  	
       334	    30	 100.0	    35	..............................	GAAGAAACTCAGCAAGAAGGGCATTTGATAATGGC   	
       399	    30	 100.0	    35	..............................	GAAGGTGGTTGGGATTCTCTCTGCAACGGTGTAGG   	
       464	    30	 100.0	    34	..............................	GCAGGAGGCAAGGTAGTGATGCGCCGTGATGCCG    	
       528	    30	 100.0	    35	..............................	AAAAAAGGCAGTCCTCTATAAATCCTCGGCGGCGG   	
       593	    30	 100.0	    34	..............................	CGTGCCAAGGAAATACTGAAGTTGACGGAAGACT    	
       657	    30	 100.0	    34	..............................	ATGGCGGCAAGAAAATAAGTTTTTAACAAATAAA    	
       721	    30	 100.0	    37	..............................	TTCATTCTCGCTAGCGGTTCACTGCCAGGCTTCGATT 	
       788	    30	 100.0	    34	..............................	GGCTTTGCGCCAACAGCGTGAACTTAAAAAAGCG    	
       852	    30	 100.0	    36	..............................	GAAGAATATTCTCGTGGCCATTCATTCTTTACTTAT  	
       918	    30	 100.0	    34	..............................	GTTGGACGCAAGGCGGAGGGCGATAGCCCACACC    	
       982	    30	 100.0	    34	..............................	AGTAAAGAAGAACTTATCTATCGTTTTATACTTA    	
      1046	    30	 100.0	    36	..............................	ACGATTTCGAGGTTAGAAGTAGAATTGAGTTTAAAA  	
      1112	    30	 100.0	    34	..............................	CTATTCGAGAAGTACAGAGATAGAACTGGTAAAA    	
      1176	    30	 100.0	    34	..............................	GTCCAACAACTCACAAATTTCATCGTGAAATATG    	
      1240	    30	 100.0	    37	..............................	AGCGAGAACGCCAGGCGGAGGGCGATAGCCCACACCG 	
      1307	    30	 100.0	    34	..............................	CCATCTAAAGGGTACGAGCAATCTTAGATAGCGT    	
      1371	    30	 100.0	    37	..............................	TTGAAGGATGGTGAAGATTATACATATGGAAAGCATT 	
      1438	    30	 100.0	    35	..............................	GGAACAGAAGGATGCTTATGAGCAGGGATTGTCTC   	
      1503	    30	 100.0	    36	..............................	ACTTGGAGCAACTGCCAGCACGTATTGCAGAGCAGA  	
      1569	    30	 100.0	    34	..............................	AAAGAAGAGAGGGATGAAAAATATAAGGTTATTC    	
      1633	    30	 100.0	    34	..............................	AACTTCTCTACATGACACTTGATGAGGTATGCCG    	
      1697	    30	 100.0	    35	..............................	ACAACAAGAAGGCTCCTTAATGAAATGGTACAAGA   	
      1762	    30	 100.0	    34	..............................	GAAGGACAGTAGAGAGGAACGGACGCAACTGCAT    	
      1826	    30	 100.0	    34	..............................	TATTCAGGTGGGCGAGGTGGTTGCTTTTCCTCCT    	
      1890	    30	 100.0	    36	..............................	ACAACAACATCAACTGTCTCGTTGTCGGGCAGGTGG  	
      1956	    30	 100.0	    35	..............................	TGTGGCTACATTATTACTTCAGCAACTTCCATAGC   	
      2021	    30	 100.0	    34	..............................	AATACAAAAAAATAGCTGAGAGTGCCTTATTTAA    	
      2085	    30	 100.0	    35	..............................	CAGACCAAGTAAAGCTCTATGGTGACAAGGTGCAA   	
      2150	    30	 100.0	    34	..............................	TTATAACCGATACCAGGAAGTTCTTGAATCTTTT    	
      2214	    30	 100.0	    37	..............................	TATATAGACCATATAAACACAATTAAAACAGATAATC 	
      2281	    30	 100.0	    36	..............................	TCAGGAAGGAGACAAAACTACCAGCGTGAGGATGCA  	
      2347	    30	 100.0	    36	..............................	TACAAAATCGTATGGGTAGAGTTTTTCCCTAGTCAA  	
      2413	    30	 100.0	    34	..............................	GAGATTTTTCCAACTCCCTGCTTTGGAGTATTTT    	
      2477	    30	 100.0	    35	..............................	GTTCATCGGTTGGAAGTGCGGATCCTGCCAGTGCA   	
      2542	    30	 100.0	    35	..............................	GAATACTTGTCCGTAATATGCAGACAATTGACACC   	
      2607	    30	 100.0	    34	..............................	GGTAATCAATCTTCGCAAGAGCATTGCGAACCTC    	
      2671	    30	 100.0	    36	..............................	AGCAGACTTCCTCAGAAGGTGGCAATGGTACCGTCT  	
      2737	    30	  96.7	    37	A.............................	TTGTATTCCCTGGTCAGCGCATCGACCTCTACGGTAA 	
      2804	    30	 100.0	    38	..............................	CCACTATATCGCGCTGAGACTCGAACCACTTTTTGAGT	
      2872	    30	 100.0	    36	..............................	AAAATATAATGAATAAGAGAGATGAAAGATTTGAAG  	
      2938	    30	 100.0	    35	..............................	TCTGTTTGTTGACGGCGTAGATAACTCCGCTTCTT   	
      3003	    30	 100.0	    34	..............................	ATCGCCGAAGTCGCCGTTGTCCTTCACGATGTAG    	
      3067	    30	 100.0	    36	..............................	TTATTAAAGGATGTACCAGGGTTCGATGGTATCCGT  	
      3133	    30	 100.0	    34	..............................	AACACTTGCGCCTTTGAATCATCCGGCGAGAATA    	
      3197	    30	 100.0	    34	..............................	ATCACAAAGACAATGACGGATTTCAACGCCAAGA    	
      3261	    30	 100.0	    35	..............................	ATATATAAATAGTTTTCTGAAAAACTCGCTGGCTG   	
      3326	    30	 100.0	    35	..............................	TCGCGAGAGTACAGCGGATAAACCGCTGCACACTC   	
      3391	    30	 100.0	    36	..............................	AACAATATTCAAAGGGTACAAACCAGCCTTAACGGC  	
      3457	    30	 100.0	    37	..............................	CTAGTATCTTTAGGATGGTTACCAACATGGAAGAGAA 	
      3524	    30	 100.0	    35	..............................	GTGTTCTTGCTTGTTATAAGTCCGGCGTTAGTTAC   	
      3589	    30	 100.0	    34	..............................	AGGGAAATGTTCATAACAAACAATGAGAATTTTC    	
      3653	    30	 100.0	    38	..............................	AAATGTACCAATATCAGTATGAACTACTTCTTCACAGT	
      3721	    30	 100.0	    36	..............................	TCGGGTTTTACGCCTCCTGCCTGAATGAACGTATGG  	
      3787	    30	 100.0	    34	..............................	TCGTTAGCTGGATGGATCTGGAGAAACTTTCTGC    	
      3851	    30	 100.0	    36	..............................	AAGTTACAAGATGTGTTTGCTACACATGGCTGTGAG  	
      3917	    30	 100.0	    37	..............................	GCGACAATGCGAGGCAGCAAGCCTCATTGCAGAGCTG 	
      3984	    30	 100.0	    34	..............................	CCTTCTGAAAGGTACGAGTAAACATAGATAGTTT    	
      4048	    30	 100.0	    35	..............................	ATGACCGTAGGATCATCTGTCATGCGGAACTCAAC   	
      4113	    30	 100.0	    34	..............................	AGGTATGTGAATCCTTGATGACAAGATAGTCTTT    	
      4177	    30	 100.0	    36	..............................	AGTCTTGTGGCTTCATGCAATTATCAAAGATGGTGA  	
      4243	    30	 100.0	    37	..............................	TCGTTTGAGGATGGAATGGATAATGATGTCTATATTG 	
      4310	    30	 100.0	    34	..............................	GAAGCATGAACGTCTGAGATAGAAAGGTTGACCT    	
      4374	    30	 100.0	    37	..............................	TTGTATCAGTCTGTTGACCCAGATAATCCTGGCAACG 	
      4441	    30	 100.0	    35	..............................	TCAGTATATATAAAGCATACAAAGATAGCTTTATA   	
      4506	    30	 100.0	    36	..............................	TGGTAGAAGGGGGTAATTGTTAACTTGTTTTGAAAC  	
      4572	    30	 100.0	    37	..............................	GCGCAAGCGACACCACGTCCTTTTGAATTCCAAGATT 	
      4639	    30	 100.0	    37	..............................	AAGGTCTTCAAAACCGAAAAGCTTTACAGAATACTGG 	
      4706	    30	 100.0	    38	..............................	AAATATCCCACCTTGGCAGTTCCATCCTCAGACTTCGC	
      4774	    30	 100.0	    34	..............................	CGCCATGGAAGAGAAATGTTTAAGCGGTGCTACC    	
      4838	    30	 100.0	    37	..............................	ATGAGTGTATGATTATATAAGAAAGGTTGAAAATATG 	
      4905	    30	 100.0	    36	..............................	CGGAGGCAAGGACACAAAGGATGGCAAGATTGAGCG  	
      4971	    30	 100.0	    36	..............................	ACGACACAACGGCAATTATCTTCTACCTGAAGACCA  	
      5037	    30	 100.0	    37	..............................	TAATGACCTAAGATATATAAAAGAAAACTATCAGAAG 	
      5104	    30	  93.3	    37	........T...................T.	TACATCTGTATGGAAAGTTATACAACTAGGATGTAAC 	
      5171	    30	  90.0	     0	A.......T........G............	|                                     	
==========	======	======	======	==============================	======================================	==================
        77	    30	  99.7	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   GGTTCTATTTTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACGGG
# Right flank :  TATATCACCATTACAGCGTAAGGTTTTAACACATTAAGTATTTACCTTTGCATCCGAATTCTTAAAAATCAGAATTATGGAAACAAAGGAATACTTCG

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-5] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [60.0-66.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 468-2130 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-23-5_S16_scaffold_4872 id=96898438 bin="js4906-23-5_S16_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                 	Insertion/Deletion
==========	======	======	======	====================================	================================	==================
       468	    36	 100.0	    30	....................................	TACGTTCATCGCAACCCGAGTGCTCGATAA  	
       534	    36	 100.0	    28	....................................	AACAAAAATAATATATTAGCTAAATCCG    	
       598	    36	 100.0	    29	....................................	AACAATCCCGGCTTGCTGAAAGCGCTCGT   	
       663	    36	 100.0	    29	....................................	CGGCAAGCTTATCGGCTTCTTTTATTTCT   	
       728	    36	 100.0	    28	....................................	TCGAAGGAGAGAGACTCGGCATGAGAGT    	
       792	    36	 100.0	    29	....................................	TGACAAGTTTCCACAAAGGTGTTTTCACT   	
       857	    36	 100.0	    28	....................................	TTATTAATATCTAACATTAAAGAAGGTA    	
       921	    36	 100.0	    29	....................................	TTTTAAGTTCGAAATTTGTGCTTATCTGA   	
       986	    36	 100.0	    29	....................................	TGCAGAACTGGGTACTTAGTGATATGGAA   	
      1051	    36	 100.0	    32	....................................	GAGGACGAAGATGGAAGAGAACACTTTTTCGA	
      1119	    36	 100.0	    28	....................................	GACTTCTAACAAGAAGTACACAACTATG    	
      1183	    36	 100.0	    29	....................................	AACTCCTTAGAAAGCTGATATGAATCATT   	
      1248	    36	 100.0	    30	....................................	ATAGCGGTACGTTCACAAATGGCACGTTCA  	
      1314	    36	 100.0	    29	....................................	CGTTTTCCAGCCAGCAGACTAAAGGATGG   	
      1379	    36	 100.0	    27	....................................	ATGGCAAAGTGTTCCAGATGTAGCCTT     	
      1442	    36	 100.0	    29	....................................	TATAAGGTACGTGCGCACACTACATTATA   	
      1507	    36	 100.0	    30	....................................	ACTTTCAGCCAGTCACCAGCCTTGATTGTT  	
      1573	    36	 100.0	    30	....................................	CTTTTCGAGGTGAGGTTTCAAACTTTCTGC  	
      1639	    36	 100.0	    29	....................................	TATTGTTCAGGGAGTTGATATATTCCTCA   	
      1704	    36	 100.0	    29	....................................	CCGAATGCACAACAGAGAATTGAGACCTT   	
      1769	    36	 100.0	    30	....................................	TCTCTTTCATTGCTTTCTCTCCATGTGAGA  	
      1835	    36	 100.0	    29	....................................	GAGAAACTGCGAAATCTTTTTCATATCTT   	
      1900	    36	 100.0	    28	....................................	ATTCAGCAGTACCGGAAGACATATTACC    	
      1964	    36	 100.0	    30	....................................	AACTATTGCAGGTTATTACGCGACTCTTTC  	
      2030	    36	 100.0	    28	....................................	TTTTAAACATTCAGTAAAAATTATGGCA    	
      2094	    36	 100.0	     0	....................................	|                               	
==========	======	======	======	====================================	================================	==================
        26	    36	 100.0	    29	ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC	                                	       

# Left flank :   CGCTTTCTCATTTCAGACGGCGATATACCCATTTTTTGTGCCGAAGCCTCGATAGCCAACACCGTAAAGGCGAGGCGGTCAAACTCTGGGTCACTTTTCAGTAATAGTTCTCTATCTTCCATTCTTTACAAAATATTGTATTTACATGCAAATTTAAAGATTTTCTCTGATATCCCACTCAATTTCGGAGTTAAATAAAGAAAAATAGCCCGATTTTGCCAAAATCTTTGCTGGTGATGGAAGAAGAATCATAAAAGTATGAGTAAACTTCTCTCTAGGAGCAGAAGAATCTTGGTGAGTTGGAAGGTAGAATAAGCCGTTCCCTTTCTCCTAAGTTTTTACTCTCTAAAACATAGCAAAAGTGGTTGTTCGAAATTTCCGAGCAACCACTTTTTTCTTTACCTCATCTTCAACAAGATGTAACTTCTGCCTTCAGGCTATAAACCAAATCGCACCTTTATGGAATTA
# Right flank :  TCTTATCGATTGCAAAGATACAAAAAATCCTTTAAATAAAGGCATCTTCTGCATATCTTTTTAAAGAGTATTACCACCCCTTCCCATAATATTGGGTACAATATTTCAAAGAACAACCTGTAAATAAGCAAGTTACACGCTTTACTACAAAAATATAAAGACCAAGGTTTGCTAAGTCAGAAATAGACTATAGCTTGGTCCCTATGAATTGCATTACCATACTTAGTAAGCTTATCAGAATCAACATCAAAGAGAATTACGCTATCATCTGCTGTGAAGTGTTTAGCATAAGCCTCTATCTTAGCCACAAGATTATCCACAATTCTCTTTGTATTCCTTATCTCATACACAGAAAACTGAAGACGAATGGCACCATTACTTTTCAGCATTTTAGAAAAGTTGGTACGCATCTTGTCATCCGATATGTCATAACTAACAATTATCATTTAAAACTCAAATATTGGATACTCTTTTACAGACTTACAACCCATAAAACAACG

# Questionable array : NO	 Score: 3.26
# 	Score Detail : 1:0, 2:0, 3:0, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     ATCTACAATAGTAGAAATTATTGAAGCATACTAGCC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-3.40,-0.90] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [61.7-71.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.37,0.27   Confidence: LOW] 

# Array family : NA
//


Array 1 5096-93 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-24-2_S17_scaffold_5208 id=96920774 bin="js4906-24-2_S17_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      5095	    30	 100.0	    35	..............................	TATCGAGCTATTCGAGATTATCTATAATCTGTTTG   	
      5030	    30	 100.0	    37	..............................	ACCAAAGATGAAACTTTAGAACCCTGTGTATTAGCGC 	
      4963	    30	 100.0	    37	..............................	CGCAAATGGCATTCAACGTAACGATGTTCTACGGAAT 	
      4896	    30	 100.0	    34	..............................	ATCAAAGTCAAGGCATAGATAATAACCTTAATCA    	
      4832	    30	 100.0	    34	..............................	ACCTTAATAGAGCGTTCGAGATACTTAGATTCAA    	
      4768	    30	 100.0	    36	..............................	CACCACAACACTCTTGGCAAGAATCATCTACATAGG  	
      4702	    30	 100.0	    36	..............................	AATCAAAAAACTCTTTTGGTTTCATAGGAACTGCTT  	
      4636	    30	 100.0	    36	..............................	GTATGGCACACGCTTGCCGTTACGTATGTGGGTTAG  	
      4570	    30	 100.0	    35	..............................	GTCGGTACTTCTCGTTGCCCTCATCATCCTTAAAA   	
      4505	    30	 100.0	    34	..............................	TAGAATTTGCCATACCTGCCAGCCTTAAACTGAA    	
      4441	    30	 100.0	    36	..............................	GTGTTGGAGCTGTACCAAAGTAACAGCGTTCTTTGT  	
      4375	    30	 100.0	    35	..............................	GTGTACACTCATACCACTTGTCTGCATCGCCAAAA   	
      4310	    30	 100.0	    38	..............................	ATCACCATGCTCTTTTGACATTTCGACAGCTACTTGCC	
      4242	    30	 100.0	    36	..............................	TTCTGCTTGAGGGAATAGGGATTTCGCTCTATCTCT  	
      4176	    30	 100.0	    34	..............................	TGATATTTGACGATTGTGGCTATTGGTAGTACTT    	
      4112	    30	 100.0	    35	..............................	ATGGTAGAAGGGGGTAATTGTTAACGTGTTTTGAT   	
      4047	    30	 100.0	    37	..............................	TTTCAAGGCGAAACCGCAAGCGGTGAACGCCTTGAAA 	
      3980	    30	 100.0	    36	..............................	CCTTGTGCAAAGCCATCTTCTGTTTTCTCTGCTGTG  	
      3914	    30	 100.0	    36	..............................	TTGCACATGCATCCATATAGCTGTGGCCGAATGCTC  	
      3848	    30	 100.0	    36	..............................	GGCTATCTAAGTTGTCGAAGGCATTGAGGGACAAAT  	
      3782	    30	 100.0	    34	..............................	TCTACGGCAAGGAGAACTGCTGCGTGTTCAACAA    	
      3718	    30	 100.0	    37	..............................	ACCATCGCAAATAACGGTAACTATATAAACACCGCTG 	
      3651	    30	 100.0	    35	..............................	TATGCAGGAGGCAAGGTAGAAGTTGACAATGAAAA   	
      3586	    30	 100.0	    35	..............................	TGTAATGATATTCAATATGAAACTATAGTAGATTA   	
      3521	    30	 100.0	    36	..............................	TTTTGAGCGTTACCTTTATTAAATTTCAATTTACCA  	
      3455	    30	 100.0	    37	..............................	ACAATAATGCTTGTACTACCTTCATCTCCACAATATT 	
      3388	    30	 100.0	    35	..............................	TTGAAGATAATTCATTACATAATTCTTTAATATTA   	
      3323	    30	 100.0	    36	..............................	TCCTTGATGTAAACGCATTCTTGCGCGTTCGTTTCT  	
      3257	    30	 100.0	    35	..............................	AAGACACATCACTATAGCTATACCCAGGATCTTCA   	
      3192	    30	 100.0	    35	..............................	ATGAATAGGCTTCGACAGCCAAGGACAATATACGA   	
      3127	    30	 100.0	    34	..............................	CTAGAATATACAGCCATTTCTTCGATGATAGAAG    	
      3063	    30	 100.0	    35	..............................	TAGCTTCTGGTTGAACATTTCTTCGCACATTCCCA   	
      2998	    30	 100.0	    35	..............................	GTCCGCAAGATTGATTCCGTAGAAGATATCGACGA   	
      2933	    30	 100.0	    35	..............................	AATCAAAGTCAAGTTCTGGTAACTCTAAACCTTGA   	
      2868	    30	 100.0	    34	..............................	GGGCTACCACAGACCATTACAGTCTGACATCTAC    	
      2804	    30	 100.0	    35	..............................	TTGTACTCTTTGATTTCTGCATCGGCTCCAAGGTT   	
      2739	    30	 100.0	    37	..............................	TATATGGGTGGGGCAGAGGGGGGATTTGCTCAAGGTC 	
      2672	    30	 100.0	    37	..............................	GGTGGTTTGCGTGGTGATTGCACCCGTTTGTCTGTCA 	
      2605	    30	 100.0	    36	..............................	AACAGAAGAACTCACGTGCCGGTGGCGACAGCGAGC  	
      2539	    30	 100.0	    36	..............................	AGGGCAGTGTGGCGGCAGCCACAAGGGAGCGGCGGA  	
      2473	    30	 100.0	    35	..............................	AGAACTGCAGGAACAGCTTTCTTCCGCTCACGAGG   	
      2408	    30	 100.0	    36	..............................	GGGCGAGATTCAGAACGAAATCTTTACCTCTATCAA  	
      2342	    30	 100.0	    34	..............................	CTCTTGAAAGCGCCTTCGGTATCAAGTTTTCGTA    	
      2278	    30	 100.0	    34	..............................	GGAGCATATCAATTCATGGCTGGAAAGCCGTGGT    	
      2214	    30	 100.0	    37	..............................	ATTTGCGGGGCTGAAGGGGGTTGACTTCCGCTAGGCG 	
      2147	    30	 100.0	    37	..............................	TGTTGTAGAACGACATACTTTCCAGAACCCTTGTCGT 	
      2080	    30	 100.0	    34	..............................	GTGGGCACAGCAGATTGCACAGCGTAAAGACCAG    	
      2016	    30	 100.0	    34	..............................	TGGAAAGAAGGCTGAACACTAGTAAAATAATCCA    	
      1952	    30	 100.0	    35	..............................	GGTTCCTGGTGACACGCTCAAGGAACGGGCCAACT   	
      1887	    30	 100.0	    35	..............................	GGGGCACAAGAGAAAACATCATTGTGAGAAAGGTC   	
      1822	    30	 100.0	    35	..............................	TAGAACAGGCTCGTCAGCAGATTTTAGGTTTTTAA   	
      1757	    30	 100.0	    34	..............................	GAATCCATCCCAACAAGCCAAGGGCGTGCAGCCC    	
      1693	    30	 100.0	    34	..............................	TTGACAAGGGTGAACATACAAGAGAGGAGAAACA    	
      1629	    30	 100.0	    34	..............................	ATGCAGAAATGCAGAAAATCGAGGATAGCCTTGT    	
      1565	    30	 100.0	    37	..............................	ATTATATATGTACCTGTTGCAACTTTCATCACAATAT 	
      1498	    30	 100.0	    34	..............................	CAATTCCGAAGAATTGACCGTCAACGGAAGTTTA    	
      1434	    30	 100.0	    37	..............................	ACATGTTTAAATCCTTTTCCATATAACTTTATATTTA 	
      1367	    30	 100.0	    36	..............................	ACGGTCAGAATGCTAGCGGCAAGACTATCGCAAGCC  	
      1301	    30	 100.0	    37	..............................	AGGATGTAGCCAGTTCAGCCATGCAAGGCGGTTCCAT 	
      1234	    30	 100.0	    34	..............................	ATTTGCGGGGCTGAAGGGGGTTGACGTCCGTTAG    	
      1170	    30	 100.0	    35	..............................	CTGGAGGGATAATGCCTATTATCAACCTGCTGGCT   	
      1105	    30	 100.0	    34	..............................	TTATGTAGTAGATTTAGACGGCAAGGTAGAACCA    	
      1041	    30	 100.0	    34	..............................	TGGAGATTTTCCTTTCATTCAAACATGTTTATAA    	
       977	    30	 100.0	    34	..............................	TACTGATCCTTGATGGTGTAGATCTCATCATCCT    	
       913	    30	 100.0	    35	..............................	TTTTGGATCATCGGCAAAAAGATACCCTTTTCGTT   	
       848	    30	 100.0	    35	..............................	AACGCAAGTGCTGGCTTTAAACCGCAAAAGGGAGA   	
       783	    30	 100.0	    35	..............................	GGTAGTGTCAAAATCATCTAGCATATCATATACTA   	
       718	    30	 100.0	    37	..............................	AACTTATCCAGCAGTTCCTTCCAGTTAACCTCACCGC 	
       651	    30	 100.0	    35	..............................	AGGGTACAGAAGGTGCAGAAGGAACAGAAGGTTCA   	
       586	    30	 100.0	    35	..............................	CATATTCGGCATCAAGAACGTTCTTGATTGCTTGC   	
       521	    30	 100.0	    36	..............................	AGGTGATATTCCGAAGATTTCAATTTCCCGCGAAAA  	
       455	    30	 100.0	    37	..............................	ACTTCCTGAGACAAGTAGAAATTACGTAAAACATAAA 	
       388	    30	 100.0	    38	..............................	GTGTTAGTTACTGAACAGTAAGTTGCTCCGGCGGTTAC	
       320	    30	 100.0	    34	..............................	GTCTGTCATGGTCGCACCCTCTTCCATCATAGGC    	
       256	    30	 100.0	    37	..............................	CAAACGGTACAATGCAGCATCTACATGCGGAATCTTC 	
       189	    30	 100.0	    36	..............................	AGAATTGTCTGCACAACTACATACAGGCTCTCGTTG  	
       123	    30	 100.0	     0	..............................	|                                     	G [94]
==========	======	======	======	==============================	======================================	==================
        77	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   TTTCACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGAATGTCTACCGATAATTTCTTATAAAGAGTTGTCGATGTGGTTCTATTTTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACG
# Right flank :  TACGTTTTTTTTATAAGTGATTGAGAATGAGATAAGTTTTTATCTCATAAAAAGAAGAGGTTACGAATTAGAAATAAACAGAATGTAGCATCC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [75.0-60.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 5096-93 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-24-3_S18_scaffold_3387 id=96953338 bin="js4906-24-3_S18_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      5095	    30	 100.0	    35	..............................	TATCGAGCTATTCGAGATTATCTATAATCTGTTTG   	
      5030	    30	 100.0	    37	..............................	ACCAAAGATGAAACTTTAGAACCCTGTGTATTAGCGC 	
      4963	    30	 100.0	    37	..............................	CGCAAATGGCATTCAACGTAACGATGTTCTACGGAAT 	
      4896	    30	 100.0	    34	..............................	ATCAAAGTCAAGGCATAGATAATAACCTTAATCA    	
      4832	    30	 100.0	    34	..............................	ACCTTAATAGAGCGTTCGAGATACTTAGATTCAA    	
      4768	    30	 100.0	    36	..............................	CACCACAACACTCTTGGCAAGAATCATCTACATAGG  	
      4702	    30	 100.0	    36	..............................	AATCAAAAAACTCTTTTGGTTTCATAGGAACTGCTT  	
      4636	    30	 100.0	    36	..............................	GTATGGCACACGCTTGCCGTTACGTATGTGGGTTAG  	
      4570	    30	 100.0	    35	..............................	GTCGGTACTTCTCGTTGCCCTCATCATCCTTAAAA   	
      4505	    30	 100.0	    34	..............................	TAGAATTTGCCATACCTGCCAGCCTTAAACTGAA    	
      4441	    30	 100.0	    36	..............................	GTGTTGGAGCTGTACCAAAGTAACAGCGTTCTTTGT  	
      4375	    30	 100.0	    35	..............................	GTGTACACTCATACCACTTGTCTGCATCGCCAAAA   	
      4310	    30	 100.0	    38	..............................	ATCACCATGCTCTTTTGACATTTCGACAGCTACTTGCC	
      4242	    30	 100.0	    36	..............................	TTCTGCTTGAGGGAATAGGGATTTCGCTCTATCTCT  	
      4176	    30	 100.0	    34	..............................	TGATATTTGACGATTGTGGCTATTGGTAGTACTT    	
      4112	    30	 100.0	    35	..............................	ATGGTAGAAGGGGGTAATTGTTAACGTGTTTTGAT   	
      4047	    30	 100.0	    37	..............................	TTTCAAGGCGAAACCGCAAGCGGTGAACGCCTTGAAA 	
      3980	    30	 100.0	    36	..............................	CCTTGTGCAAAGCCATCTTCTGTTTTCTCTGCTGTG  	
      3914	    30	 100.0	    36	..............................	TTGCACATGCATCCATATAGCTGTGGCCGAATGCTC  	
      3848	    30	 100.0	    36	..............................	GGCTATCTAAGTTGTCGAAGGCATTGAGGGACAAAT  	
      3782	    30	 100.0	    34	..............................	TCTACGGCAAGGAGAACTGCTGCGTGTTCAACAA    	
      3718	    30	 100.0	    37	..............................	ACCATCGCAAATAACGGTAACTATATAAACACCGCTG 	
      3651	    30	 100.0	    35	..............................	TATGCAGGAGGCAAGGTAGAAGTTGACAATGAAAA   	
      3586	    30	 100.0	    35	..............................	TGTAATGATATTCAATATGAAACTATAGTAGATTA   	
      3521	    30	 100.0	    36	..............................	TTTTGAGCGTTACCTTTATTAAATTTCAATTTACCA  	
      3455	    30	 100.0	    37	..............................	ACAATAATGCTTGTACTACCTTCATCTCCACAATATT 	
      3388	    30	 100.0	    35	..............................	TTGAAGATAATTCATTACATAATTCTTTAATATTA   	
      3323	    30	 100.0	    36	..............................	TCCTTGATGTAAACGCATTCTTGCGCGTTCGTTTCT  	
      3257	    30	 100.0	    35	..............................	AAGACACATCACTATAGCTATACCCAGGATCTTCA   	
      3192	    30	 100.0	    35	..............................	ATGAATAGGCTTCGACAGCCAAGGACAATATACGA   	
      3127	    30	 100.0	    34	..............................	CTAGAATATACAGCCATTTCTTCGATGATAGAAG    	
      3063	    30	 100.0	    35	..............................	TAGCTTCTGGTTGAACATTTCTTCGCACATTCCCA   	
      2998	    30	 100.0	    35	..............................	GTCCGCAAGATTGATTCCGTAGAAGATATCGACGA   	
      2933	    30	 100.0	    35	..............................	AATCAAAGTCAAGTTCTGGTAACTCTAAACCTTGA   	
      2868	    30	 100.0	    34	..............................	GGGCTACCACAGACCATTACAGTCTGACATCTAC    	
      2804	    30	 100.0	    35	..............................	TTGTACTCTTTGATTTCTGCATCGGCTCCAAGGTT   	
      2739	    30	 100.0	    37	..............................	TATATGGGTGGGGCAGAGGGGGGATTTGCTCAAGGTC 	
      2672	    30	 100.0	    37	..............................	GGTGGTTTGCGTGGTGATTGCACCCGTTTGTCTGTCA 	
      2605	    30	 100.0	    36	..............................	AACAGAAGAACTCACGTGCCGGTGGCGACAGCGAGC  	
      2539	    30	 100.0	    36	..............................	AGGGCAGTGTGGCGGCAGCCACAAGGGAGCGGCGGA  	
      2473	    30	 100.0	    35	..............................	AGAACTGCAGGAACAGCTTTCTTCCGCTCACGAGG   	
      2408	    30	 100.0	    36	..............................	GGGCGAGATTCAGAACGAAATCTTTACCTCTATCAA  	
      2342	    30	 100.0	    34	..............................	CTCTTGAAAGCGCCTTCGGTATCAAGTTTTCGTA    	
      2278	    30	 100.0	    34	..............................	GGAGCATATCAATTCATGGCTGGAAAGCCGTGGT    	
      2214	    30	 100.0	    37	..............................	ATTTGCGGGGCTGAAGGGGGTTGACTTCCGCTAGGCG 	
      2147	    30	 100.0	    37	..............................	TGTTGTAGAACGACATACTTTCCAGAACCCTTGTCGT 	
      2080	    30	 100.0	    34	..............................	GTGGGCACAGCAGATTGCACAGCGTAAAGACCAG    	
      2016	    30	 100.0	    34	..............................	TGGAAAGAAGGCTGAACACTAGTAAAATAATCCA    	
      1952	    30	 100.0	    35	..............................	GGTTCCTGGTGACACGCTCAAGGAACGGGCCAACT   	
      1887	    30	 100.0	    35	..............................	GGGGCACAAGAGAAAACATCATTGTGAGAAAGGTC   	
      1822	    30	 100.0	    35	..............................	TAGAACAGGCTCGTCAGCAGATTTTAGGTTTTTAA   	
      1757	    30	 100.0	    34	..............................	GAATCCATCCCAACAAGCCAAGGGCGTGCAGCCC    	
      1693	    30	 100.0	    34	..............................	TTGACAAGGGTGAACATACAAGAGAGGAGAAACA    	
      1629	    30	 100.0	    34	..............................	ATGCAGAAATGCAGAAAATCGAGGATAGCCTTGT    	
      1565	    30	 100.0	    37	..............................	ATTATATATGTACCTGTTGCAACTTTCATCACAATAT 	
      1498	    30	 100.0	    34	..............................	CAATTCCGAAGAATTGACCGTCAACGGAAGTTTA    	
      1434	    30	 100.0	    37	..............................	ACATGTTTAAATCCTTTTCCATATAACTTTATATTTA 	
      1367	    30	 100.0	    36	..............................	ACGGTCAGAATGCTAGCGGCAAGACTATCGCAAGCC  	
      1301	    30	 100.0	    37	..............................	AGGATGTAGCCAGTTCAGCCATGCAAGGCGGTTCCAT 	
      1234	    30	 100.0	    34	..............................	ATTTGCGGGGCTGAAGGGGGTTGACGTCCGTTAG    	
      1170	    30	 100.0	    35	..............................	CTGGAGGGATAATGCCTATTATCAACCTGCTGGCT   	
      1105	    30	 100.0	    34	..............................	TTATGTAGTAGATTTAGACGGCAAGGTAGAACCA    	
      1041	    30	 100.0	    34	..............................	TGGAGATTTTCCTTTCATTCAAACATGTTTATAA    	
       977	    30	 100.0	    34	..............................	TACTGATCCTTGATGGTGTAGATCTCATCATCCT    	
       913	    30	 100.0	    35	..............................	TTTTGGATCATCGGCAAAAAGATACCCTTTTCGTT   	
       848	    30	 100.0	    35	..............................	AACGCAAGTGCTGGCTTTAAACCGCAAAAGGGAGA   	
       783	    30	 100.0	    35	..............................	GGTAGTGTCAAAATCATCTAGCATATCATATACTA   	
       718	    30	 100.0	    37	..............................	AACTTATCCAGCAGTTCCTTCCAGTTAACCTCACCGC 	
       651	    30	 100.0	    35	..............................	AGGGTACAGAAGGTGCAGAAGGAACAGAAGGTTCA   	
       586	    30	 100.0	    35	..............................	CATATTCGGCATCAAGAACGTTCTTGATTGCTTGC   	
       521	    30	 100.0	    36	..............................	AGGTGATATTCCGAAGATTTCAATTTCCCGCGAAAA  	
       455	    30	 100.0	    37	..............................	ACTTCCTGAGACAAGTAGAAATTACGTAAAACATAAA 	
       388	    30	 100.0	    38	..............................	GTGTTAGTTACTGAACAGTAAGTTGCTCCGGCGGTTAC	
       320	    30	 100.0	    34	..............................	GTCTGTCATGGTCGCACCCTCTTCCATCATAGGC    	
       256	    30	 100.0	    37	..............................	CAAACGGTACAATGCAGCATCTACATGCGGAATCTTC 	
       189	    30	 100.0	    36	..............................	AGAATTGTCTGCACAACTACATACAGGCTCTCGTTG  	
       123	    30	 100.0	     0	..............................	|                                     	G [94]
==========	======	======	======	==============================	======================================	==================
        77	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   TTTCACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGAATGTCTACCGATAATTTCTTATAAAGAGTTGTCGATGTGGTTCTATTTTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACG
# Right flank :  TACGTTTTTTTTATAAGTGATTGAGAATGAGATAAGTTTTTATCTCATAAAAAGAAGAGGTTACGAATTAGAAATAAACAGAATGTAGCATCC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [75.0-60.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 5096-93 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-24-4_S19_scaffold_3119 id=96986487 bin="maxbin2_maxbin_021_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      5095	    30	 100.0	    35	..............................	TATCGAGCTATTCGAGATTATCTATAATCTGTTTG   	
      5030	    30	 100.0	    37	..............................	ACCAAAGATGAAACTTTAGAACCCTGTGTATTAGCGC 	
      4963	    30	 100.0	    37	..............................	CGCAAATGGCATTCAACGTAACGATGTTCTACGGAAT 	
      4896	    30	 100.0	    34	..............................	ATCAAAGTCAAGGCATAGATAATAACCTTAATCA    	
      4832	    30	 100.0	    34	..............................	ACCTTAATAGAGCGTTCGAGATACTTAGATTCAA    	
      4768	    30	 100.0	    36	..............................	CACCACAACACTCTTGGCAAGAATCATCTACATAGG  	
      4702	    30	 100.0	    36	..............................	AATCAAAAAACTCTTTTGGTTTCATAGGAACTGCTT  	
      4636	    30	 100.0	    36	..............................	GTATGGCACACGCTTGCCGTTACGTATGTGGGTTAG  	
      4570	    30	 100.0	    35	..............................	GTCGGTACTTCTCGTTGCCCTCATCATCCTTAAAA   	
      4505	    30	 100.0	    34	..............................	TAGAATTTGCCATACCTGCCAGCCTTAAACTGAA    	
      4441	    30	 100.0	    36	..............................	GTGTTGGAGCTGTACCAAAGTAACAGCGTTCTTTGT  	
      4375	    30	 100.0	    35	..............................	GTGTACACTCATACCACTTGTCTGCATCGCCAAAA   	
      4310	    30	 100.0	    38	..............................	ATCACCATGCTCTTTTGACATTTCGACAGCTACTTGCC	
      4242	    30	 100.0	    36	..............................	TTCTGCTTGAGGGAATAGGGATTTCGCTCTATCTCT  	
      4176	    30	 100.0	    34	..............................	TGATATTTGACGATTGTGGCTATTGGTAGTACTT    	
      4112	    30	 100.0	    35	..............................	ATGGTAGAAGGGGGTAATTGTTAACGTGTTTTGAT   	
      4047	    30	 100.0	    37	..............................	TTTCAAGGCGAAACCGCAAGCGGTGAACGCCTTGAAA 	
      3980	    30	 100.0	    36	..............................	CCTTGTGCAAAGCCATCTTCTGTTTTCTCTGCTGTG  	
      3914	    30	 100.0	    36	..............................	TTGCACATGCATCCATATAGCTGTGGCCGAATGCTC  	
      3848	    30	 100.0	    36	..............................	GGCTATCTAAGTTGTCGAAGGCATTGAGGGACAAAT  	
      3782	    30	 100.0	    34	..............................	TCTACGGCAAGGAGAACTGCTGCGTGTTCAACAA    	
      3718	    30	 100.0	    37	..............................	ACCATCGCAAATAACGGTAACTATATAAACACCGCTG 	
      3651	    30	 100.0	    35	..............................	TATGCAGGAGGCAAGGTAGAAGTTGACAATGAAAA   	
      3586	    30	 100.0	    35	..............................	TGTAATGATATTCAATATGAAACTATAGTAGATTA   	
      3521	    30	 100.0	    36	..............................	TTTTGAGCGTTACCTTTATTAAATTTCAATTTACCA  	
      3455	    30	 100.0	    37	..............................	ACAATAATGCTTGTACTACCTTCATCTCCACAATATT 	
      3388	    30	 100.0	    35	..............................	TTGAAGATAATTCATTACATAATTCTTTAATATTA   	
      3323	    30	 100.0	    36	..............................	TCCTTGATGTAAACGCATTCTTGCGCGTTCGTTTCT  	
      3257	    30	 100.0	    35	..............................	AAGACACATCACTATAGCTATACCCAGGATCTTCA   	
      3192	    30	 100.0	    35	..............................	ATGAATAGGCTTCGACAGCCAAGGACAATATACGA   	
      3127	    30	 100.0	    34	..............................	CTAGAATATACAGCCATTTCTTCGATGATAGAAG    	
      3063	    30	 100.0	    35	..............................	TAGCTTCTGGTTGAACATTTCTTCGCACATTCCCA   	
      2998	    30	 100.0	    35	..............................	GTCCGCAAGATTGATTCCGTAGAAGATATCGACGA   	
      2933	    30	 100.0	    35	..............................	AATCAAAGTCAAGTTCTGGTAACTCTAAACCTTGA   	
      2868	    30	 100.0	    34	..............................	GGGCTACCACAGACCATTACAGTCTGACATCTAC    	
      2804	    30	 100.0	    35	..............................	TTGTACTCTTTGATTTCTGCATCGGCTCCAAGGTT   	
      2739	    30	 100.0	    37	..............................	TATATGGGTGGGGCAGAGGGGGGATTTGCTCAAGGTC 	
      2672	    30	 100.0	    37	..............................	GGTGGTTTGCGTGGTGATTGCACCCGTTTGTCTGTCA 	
      2605	    30	 100.0	    36	..............................	AACAGAAGAACTCACGTGCCGGTGGCGACAGCGAGC  	
      2539	    30	 100.0	    36	..............................	AGGGCAGTGTGGCGGCAGCCACAAGGGAGCGGCGGA  	
      2473	    30	 100.0	    35	..............................	AGAACTGCAGGAACAGCTTTCTTCCGCTCACGAGG   	
      2408	    30	 100.0	    36	..............................	GGGCGAGATTCAGAACGAAATCTTTACCTCTATCAA  	
      2342	    30	 100.0	    34	..............................	CTCTTGAAAGCGCCTTCGGTATCAAGTTTTCGTA    	
      2278	    30	 100.0	    34	..............................	GGAGCATATCAATTCATGGCTGGAAAGCCGTGGT    	
      2214	    30	 100.0	    37	..............................	ATTTGCGGGGCTGAAGGGGGTTGACTTCCGCTAGGCG 	
      2147	    30	 100.0	    37	..............................	TGTTGTAGAACGACATACTTTCCAGAACCCTTGTCGT 	
      2080	    30	 100.0	    34	..............................	GTGGGCACAGCAGATTGCACAGCGTAAAGACCAG    	
      2016	    30	 100.0	    34	..............................	TGGAAAGAAGGCTGAACACTAGTAAAATAATCCA    	
      1952	    30	 100.0	    35	..............................	GGTTCCTGGTGACACGCTCAAGGAACGGGCCAACT   	
      1887	    30	 100.0	    35	..............................	GGGGCACAAGAGAAAACATCATTGTGAGAAAGGTC   	
      1822	    30	 100.0	    35	..............................	TAGAACAGGCTCGTCAGCAGATTTTAGGTTTTTAA   	
      1757	    30	 100.0	    34	..............................	GAATCCATCCCAACAAGCCAAGGGCGTGCAGCCC    	
      1693	    30	 100.0	    34	..............................	TTGACAAGGGTGAACATACAAGAGAGGAGAAACA    	
      1629	    30	 100.0	    34	..............................	ATGCAGAAATGCAGAAAATCGAGGATAGCCTTGT    	
      1565	    30	 100.0	    37	..............................	ATTATATATGTACCTGTTGCAACTTTCATCACAATAT 	
      1498	    30	 100.0	    34	..............................	CAATTCCGAAGAATTGACCGTCAACGGAAGTTTA    	
      1434	    30	 100.0	    37	..............................	ACATGTTTAAATCCTTTTCCATATAACTTTATATTTA 	
      1367	    30	 100.0	    36	..............................	ACGGTCAGAATGCTAGCGGCAAGACTATCGCAAGCC  	
      1301	    30	 100.0	    37	..............................	AGGATGTAGCCAGTTCAGCCATGCAAGGCGGTTCCAT 	
      1234	    30	 100.0	    34	..............................	ATTTGCGGGGCTGAAGGGGGTTGACGTCCGTTAG    	
      1170	    30	 100.0	    35	..............................	CTGGAGGGATAATGCCTATTATCAACCTGCTGGCT   	
      1105	    30	 100.0	    34	..............................	TTATGTAGTAGATTTAGACGGCAAGGTAGAACCA    	
      1041	    30	 100.0	    34	..............................	TGGAGATTTTCCTTTCATTCAAACATGTTTATAA    	
       977	    30	 100.0	    34	..............................	TACTGATCCTTGATGGTGTAGATCTCATCATCCT    	
       913	    30	 100.0	    35	..............................	TTTTGGATCATCGGCAAAAAGATACCCTTTTCGTT   	
       848	    30	 100.0	    35	..............................	AACGCAAGTGCTGGCTTTAAACCGCAAAAGGGAGA   	
       783	    30	 100.0	    35	..............................	GGTAGTGTCAAAATCATCTAGCATATCATATACTA   	
       718	    30	 100.0	    37	..............................	AACTTATCCAGCAGTTCCTTCCAGTTAACCTCACCGC 	
       651	    30	 100.0	    35	..............................	AGGGTACAGAAGGTGCAGAAGGAACAGAAGGTTCA   	
       586	    30	 100.0	    35	..............................	CATATTCGGCATCAAGAACGTTCTTGATTGCTTGC   	
       521	    30	 100.0	    36	..............................	AGGTGATATTCCGAAGATTTCAATTTCCCGCGAAAA  	
       455	    30	 100.0	    37	..............................	ACTTCCTGAGACAAGTAGAAATTACGTAAAACATAAA 	
       388	    30	 100.0	    38	..............................	GTGTTAGTTACTGAACAGTAAGTTGCTCCGGCGGTTAC	
       320	    30	 100.0	    34	..............................	GTCTGTCATGGTCGCACCCTCTTCCATCATAGGC    	
       256	    30	 100.0	    37	..............................	CAAACGGTACAATGCAGCATCTACATGCGGAATCTTC 	
       189	    30	 100.0	    36	..............................	AGAATTGTCTGCACAACTACATACAGGCTCTCGTTG  	
       123	    30	 100.0	     0	..............................	|                                     	G [94]
==========	======	======	======	==============================	======================================	==================
        77	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   TTTCACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGAATGTCTACCGATAATTTCTTATAAAGAGTTGTCGATGTGGTTCTATTTTTCCGTTTCTAGGTTCGGAAAAAACTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACG
# Right flank :  TACGTTTTTTTTATAAGTGATTGAGAATGAGATAAGTTTTTATCTCATAAAAAGAAGAGGTTACGAATTAGAAATAAACAGAATGTAGCATCC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [75.0-60.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 5096-93 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-24-5_S20_scaffold_2924 id=97004088 bin="js4906-24-5_S20_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      5095	    30	 100.0	    35	..............................	TATCGAGCTATTCGAGATTATCTATAATCTGTTTG   	
      5030	    30	 100.0	    37	..............................	ACCAAAGATGAAACTTTAGAACCCTGTGTATTAGCGC 	
      4963	    30	 100.0	    37	..............................	CGCAAATGGCATTCAACGTAACGATGTTCTACGGAAT 	
      4896	    30	 100.0	    34	..............................	ATCAAAGTCAAGGCATAGATAATAACCTTAATCA    	
      4832	    30	 100.0	    34	..............................	ACCTTAATAGAGCGTTCGAGATACTTAGATTCAA    	
      4768	    30	 100.0	    36	..............................	CACCACAACACTCTTGGCAAGAATCATCTACATAGG  	
      4702	    30	 100.0	    36	..............................	AATCAAAAAACTCTTTTGGTTTCATAGGAACTGCTT  	
      4636	    30	 100.0	    36	..............................	GTATGGCACACGCTTGCCGTTACGTATGTGGGTTAG  	
      4570	    30	 100.0	    35	..............................	GTCGGTACTTCTCGTTGCCCTCATCATCCTTAAAA   	
      4505	    30	 100.0	    34	..............................	TAGAATTTGCCATACCTGCCAGCCTTAAACTGAA    	
      4441	    30	 100.0	    36	..............................	GTGTTGGAGCTGTACCAAAGTAACAGCGTTCTTTGT  	
      4375	    30	 100.0	    35	..............................	GTGTACACTCATACCACTTGTCTGCATCGCCAAAA   	
      4310	    30	 100.0	    38	..............................	ATCACCATGCTCTTTTGACATTTCGACAGCTACTTGCC	
      4242	    30	 100.0	    36	..............................	TTCTGCTTGAGGGAATAGGGATTTCGCTCTATCTCT  	
      4176	    30	 100.0	    34	..............................	TGATATTTGACGATTGTGGCTATTGGTAGTACTT    	
      4112	    30	 100.0	    35	..............................	ATGGTAGAAGGGGGTAATTGTTAACGTGTTTTGAT   	
      4047	    30	 100.0	    37	..............................	TTTCAAGGCGAAACCGCAAGCGGTGAACGCCTTGAAA 	
      3980	    30	 100.0	    36	..............................	CCTTGTGCAAAGCCATCTTCTGTTTTCTCTGCTGTG  	
      3914	    30	 100.0	    36	..............................	TTGCACATGCATCCATATAGCTGTGGCCGAATGCTC  	
      3848	    30	 100.0	    36	..............................	GGCTATCTAAGTTGTCGAAGGCATTGAGGGACAAAT  	
      3782	    30	 100.0	    34	..............................	TCTACGGCAAGGAGAACTGCTGCGTGTTCAACAA    	
      3718	    30	 100.0	    37	..............................	ACCATCGCAAATAACGGTAACTATATAAACACCGCTG 	
      3651	    30	 100.0	    35	..............................	TATGCAGGAGGCAAGGTAGAAGTTGACAATGAAAA   	
      3586	    30	 100.0	    35	..............................	TGTAATGATATTCAATATGAAACTATAGTAGATTA   	
      3521	    30	 100.0	    36	..............................	TTTTGAGCGTTACCTTTATTAAATTTCAATTTACCA  	
      3455	    30	 100.0	    37	..............................	ACAATAATGCTTGTACTACCTTCATCTCCACAATATT 	
      3388	    30	 100.0	    35	..............................	TTGAAGATAATTCATTACATAATTCTTTAATATTA   	
      3323	    30	 100.0	    36	..............................	TCCTTGATGTAAACGCATTCTTGCGCGTTCGTTTCT  	
      3257	    30	 100.0	    35	..............................	AAGACACATCACTATAGCTATACCCAGGATCTTCA   	
      3192	    30	 100.0	    35	..............................	ATGAATAGGCTTCGACAGCCAAGGACAATATACGA   	
      3127	    30	 100.0	    34	..............................	CTAGAATATACAGCCATTTCTTCGATGATAGAAG    	
      3063	    30	 100.0	    35	..............................	TAGCTTCTGGTTGAACATTTCTTCGCACATTCCCA   	
      2998	    30	 100.0	    35	..............................	GTCCGCAAGATTGATTCCGTAGAAGATATCGACGA   	
      2933	    30	 100.0	    35	..............................	AATCAAAGTCAAGTTCTGGTAACTCTAAACCTTGA   	
      2868	    30	 100.0	    34	..............................	GGGCTACCACAGACCATTACAGTCTGACATCTAC    	
      2804	    30	 100.0	    35	..............................	TTGTACTCTTTGATTTCTGCATCGGCTCCAAGGTT   	
      2739	    30	 100.0	    37	..............................	TATATGGGTGGGGCAGAGGGGGGATTTGCTCAAGGTC 	
      2672	    30	 100.0	    37	..............................	GGTGGTTTGCGTGGTGATTGCACCCGTTTGTCTGTCA 	
      2605	    30	 100.0	    36	..............................	AACAGAAGAACTCACGTGCCGGTGGCGACAGCGAGC  	
      2539	    30	 100.0	    36	..............................	AGGGCAGTGTGGCGGCAGCCACAAGGGAGCGGCGGA  	
      2473	    30	 100.0	    35	..............................	AGAACTGCAGGAACAGCTTTCTTCCGCTCACGAGG   	
      2408	    30	 100.0	    36	..............................	GGGCGAGATTCAGAACGAAATCTTTACCTCTATCAA  	
      2342	    30	 100.0	    34	..............................	CTCTTGAAAGCGCCTTCGGTATCAAGTTTTCGTA    	
      2278	    30	 100.0	    34	..............................	GGAGCATATCAATTCATGGCTGGAAAGCCGTGGT    	
      2214	    30	 100.0	    37	..............................	ATTTGCGGGGCTGAAGGGGGTTGACTTCCGCTAGGCG 	
      2147	    30	 100.0	    37	..............................	TGTTGTAGAACGACATACTTTCCAGAACCCTTGTCGT 	
      2080	    30	 100.0	    34	..............................	GTGGGCACAGCAGATTGCACAGCGTAAAGACCAG    	
      2016	    30	 100.0	    34	..............................	TGGAAAGAAGGCTGAACACTAGTAAAATAATCCA    	
      1952	    30	 100.0	    35	..............................	GGTTCCTGGTGACACGCTCAAGGAACGGGCCAACT   	
      1887	    30	 100.0	    35	..............................	GGGGCACAAGAGAAAACATCATTGTGAGAAAGGTC   	
      1822	    30	 100.0	    35	..............................	TAGAACAGGCTCGTCAGCAGATTTTAGGTTTTTAA   	
      1757	    30	 100.0	    34	..............................	GAATCCATCCCAACAAGCCAAGGGCGTGCAGCCC    	
      1693	    30	 100.0	    34	..............................	TTGACAAGGGTGAACATACAAGAGAGGAGAAACA    	
      1629	    30	 100.0	    34	..............................	ATGCAGAAATGCAGAAAATCGAGGATAGCCTTGT    	
      1565	    30	 100.0	    37	..............................	ATTATATATGTACCTGTTGCAACTTTCATCACAATAT 	
      1498	    30	 100.0	    34	..............................	CAATTCCGAAGAATTGACCGTCAACGGAAGTTTA    	
      1434	    30	 100.0	    37	..............................	ACATGTTTAAATCCTTTTCCATATAACTTTATATTTA 	
      1367	    30	 100.0	    36	..............................	ACGGTCAGAATGCTAGCGGCAAGACTATCGCAAGCC  	
      1301	    30	 100.0	    37	..............................	AGGATGTAGCCAGTTCAGCCATGCAAGGCGGTTCCAT 	
      1234	    30	 100.0	    34	..............................	ATTTGCGGGGCTGAAGGGGGTTGACGTCCGTTAG    	
      1170	    30	 100.0	    35	..............................	CTGGAGGGATAATGCCTATTATCAACCTGCTGGCT   	
      1105	    30	 100.0	    34	..............................	TTATGTAGTAGATTTAGACGGCAAGGTAGAACCA    	
      1041	    30	 100.0	    34	..............................	TGGAGATTTTCCTTTCATTCAAACATGTTTATAA    	
       977	    30	 100.0	    34	..............................	TACTGATCCTTGATGGTGTAGATCTCATCATCCT    	
       913	    30	 100.0	    35	..............................	TTTTGGATCATCGGCAAAAAGATACCCTTTTCGTT   	
       848	    30	 100.0	    35	..............................	AACGCAAGTGCTGGCTTTAAACCGCAAAAGGGAGA   	
       783	    30	 100.0	    35	..............................	GGTAGTGTCAAAATCATCTAGCATATCATATACTA   	
       718	    30	 100.0	    37	..............................	AACTTATCCAGCAGTTCCTTCCAGTTAACCTCACCGC 	
       651	    30	 100.0	    35	..............................	AGGGTACAGAAGGTGCAGAAGGAACAGAAGGTTCA   	
       586	    30	 100.0	    35	..............................	CATATTCGGCATCAAGAACGTTCTTGATTGCTTGC   	
       521	    30	 100.0	    36	..............................	AGGTGATATTCCGAAGATTTCAATTTCCCGCGAAAA  	
       455	    30	 100.0	    37	..............................	ACTTCCTGAGACAAGTAGAAATTACGTAAAACATAAA 	
       388	    30	 100.0	    38	..............................	GTGTTAGTTACTGAACAGTAAGTTGCTCCGGCGGTTAC	
       320	    30	 100.0	    34	..............................	GTCTGTCATGGTCGCACCCTCTTCCATCATAGGC    	
       256	    30	 100.0	    37	..............................	CAAACGGTACAATGCAGCATCTACATGCGGAATCTTC 	
       189	    30	 100.0	    36	..............................	AGAATTGTCTGCACAACTACATACAGGCTCTCGTTG  	
       123	    30	 100.0	     0	..............................	|                                     	G [94]
==========	======	======	======	==============================	======================================	==================
        77	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   ATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCTGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGACATCTATTCCTTAAATCTTACG
# Right flank :  TACGTTTTTTTTATAAGTGATTGAGAATGAGATAAGTTTTTATCTCATAAAAAGAAGAGGTTACGAATTAGAAATAAACAGAATGTAGCATCC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [1-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [75.0-60.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 83-2794 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-25-2_S21_scaffold_9528 id=97042692 bin="js4906-25-2_S21_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
        83	    29	  73.3	    35	AAAAA...C...-....T............	TGATAAGGAGGCGGTTGGTCTGGCCGAAGCGTAGG   	A [86]
       148	    30	 100.0	    34	..............................	TCGTTATTGCCACGAGGATATTGGTAGAAGTCAA    	
       212	    30	 100.0	    35	..............................	TAGGTTTTGTCGGGTCGTCCACTCCCGTGAGGCAT   	
       277	    30	 100.0	    34	..............................	TCTTAATTTGGTCAAATAAGCTACTGAAGAATCC    	
       341	    30	 100.0	    34	..............................	AGAATCTTCATAGCATATTCTTTAGAAATCTTAC    	
       405	    30	 100.0	    34	..............................	TCGCAGAAGCAAGAGAAGCCTGTCCTGCTGCAAC    	
       469	    30	 100.0	    35	..............................	GCTGTCTTTCCATATACTTGCGTTGCTCGTCAGTA   	
       534	    30	 100.0	    37	..............................	AGAATGGCTGCAATAAGTCCTAAAATCCATTTTGTTT 	
       601	    30	 100.0	    34	..............................	CCATGTTCAACATGAGTTGTATCAGTGGTGACAA    	
       665	    30	 100.0	    36	..............................	AACGGAGTACGAAAGTCCTGTTTATCATCACGACAA  	
       731	    30	 100.0	    35	..............................	GGGGAAGGTGAATGTCTTTCCTTTGTGCGTGGTTT   	
       796	    30	 100.0	    34	..............................	ATCATATACCAAAAATGTTCCTTTCCGTAAAGTC    	
       860	    30	 100.0	    36	..............................	TAGGAAAATTCTACATAACTTGTAGGCAAGGCATGA  	
       926	    30	 100.0	    35	..............................	ATTTTTGTGTCCTTTTTTCTATTCAAAAAAAGTCA   	
       991	    30	 100.0	    35	..............................	ATCATATACCAAAAATGTTCCTTACCATAGAGTCT   	
      1056	    30	 100.0	    37	..............................	TCGGTAGAGCCTGTTGGGATTTTGTTTTCGGCTTCGC 	
      1123	    30	 100.0	    35	..............................	ACAGGCGTCTTTCCCTTCTGTTAATTCTATTGCTA   	
      1188	    30	 100.0	    37	..............................	TTCGTCAGATGGAAATTTACTTTGAGTTGATTAACAA 	
      1255	    30	 100.0	    36	..............................	GGGGAAGCACCAGCAACACCATGTAAGACGTGACTG  	
      1321	    30	 100.0	    35	..............................	AGCCTTATAAAAAGCAAGAAGCGGAAGCATAGAAA   	
      1386	    30	 100.0	    33	..............................	AGTCGCCATCGCCGGCATTCGTGATGCGGATGC     	
      1449	    30	  96.7	    38	A.............................	GAGATAAATAGGGAAAACCTTCTCGTCGTCGCTCTTGC	
      1517	    30	 100.0	    36	..............................	GTAGAGCTTTGGGTCGGTCTGCTCAAGCGCAAGGAG  	
      1583	    30	 100.0	    36	..............................	TGAGCTGATGCACACGCTGCGTCATCTCAATGTTCT  	
      1649	    30	  96.7	    35	.............................C	AGGGGAAAGACGCCTGTTGAATAGAAGCGCCTAAA   	
      1714	    30	 100.0	    37	..............................	TACAGCAGTCCTCTTTTGCTTCTCCTAATAGCATAGC 	
      1781	    30	 100.0	    35	..............................	AATTCATCATAAATGACATTACGTGTTGGAATATC   	
      1846	    30	 100.0	    36	..............................	TTTCAATATCCATAGGAGCACCGTTTTCTACCTCAT  	
      1912	    30	 100.0	    34	..............................	TGTTGACAACTTACGACCAATAATAGAATCCTTA    	
      1976	    30	 100.0	    37	..............................	ACAGTCAACAAGTTCTTTCATGAAATCAAAGAACAAA 	
      2043	    30	 100.0	    35	..............................	AGGACGCAGGATGCGCACCGCATTGCCTTCCGCAT   	
      2108	    30	 100.0	    34	..............................	TCTTATGAATATACTGATACATTAAATTTACATG    	
      2172	    30	 100.0	    35	..............................	TGCCTTCAAGCTCAAGTTTGTTTTTAGCTTCCTGC   	
      2237	    30	 100.0	    36	..............................	TTCGAGAGAGGCAGAAGGTAAAGGAACATCCTTTAA  	
      2303	    30	 100.0	    36	..............................	GATATTCACGCAGACGCAACAAGTCTTCTTCGCTTA  	
      2369	    28	  90.0	    36	...................--.C.......	AGAAGCGAAACGCGGTTTTATCATCACAATTAAGAG  	CG [2394]
      2435	    30	 100.0	    36	..............................	AAGAACTTGACGAAAATTGCGACAATTATCATACAA  	
      2501	    30	 100.0	    37	..............................	AATCTATAAAATAACATTAATATAATTTTAAATTGTT 	
      2568	    30	 100.0	    34	..............................	TCGAATAAATCAAAGAAAATAGACAAAGTCGGAA    	
      2632	    30	 100.0	    37	..............................	ATATGATAAATTGTACGCTGATACCATTTTAAGGCTT 	
      2699	    29	  93.3	    34	..-.......................G...	TCGGCTTTCAGGTTGCCCAAAGTGTCAATCGTGA    	C [2700]
      2763	    30	  93.3	     0	.G..........T.................	|                                     	T [2766]
==========	======	======	======	==============================	======================================	==================
        42	    30	  98.7	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGGATGCTACATTCTGTTTATTTCTAATTCGTAACCTCTTCTTTTTATGAGATAAAAACTTATCTCATTCTCAATCACTTATA
# Right flank :  ATATTCATACCTTGCTGCTGCGCAAGGGCGAGCGTAAGCGTATCCGCGATGCTAGTATATACATGTCAAAAAAATATCGCTCAAGCTTTTATTCTTGAGCGATATTTTTTTGTTTCCATTTGTCCGGCAGCA

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.94, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [9-10] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-50.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 83-2794 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-25-3_S22_scaffold_10787 id=97075065 bin="js4906-25-3_S22_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
        83	    29	  73.3	    35	AAAAA...C...-....T............	TGATAAGGAGGCGGTTGGTCTGGCCGAAGCGTAGG   	A [86]
       148	    30	 100.0	    34	..............................	TCGTTATTGCCACGAGGATATTGGTAGAAGTCAA    	
       212	    30	 100.0	    35	..............................	TAGGTTTTGTCGGGTCGTCCACTCCCGTGAGGCAT   	
       277	    30	 100.0	    34	..............................	TCTTAATTTGGTCAAATAAGCTACTGAAGAATCC    	
       341	    30	 100.0	    34	..............................	AGAATCTTCATAGCATATTCTTTAGAAATCTTAC    	
       405	    30	 100.0	    34	..............................	TCGCAGAAGCAAGAGAAGCCTGTCCTGCTGCAAC    	
       469	    30	 100.0	    35	..............................	GCTGTCTTTCCATATACTTGCGTTGCTCGTCAGTA   	
       534	    30	 100.0	    37	..............................	AGAATGGCTGCAATAAGTCCTAAAATCCATTTTGTTT 	
       601	    30	 100.0	    34	..............................	CCATGTTCAACATGAGTTGTATCAGTGGTGACAA    	
       665	    30	 100.0	    36	..............................	AACGGAGTACGAAAGTCCTGTTTATCATCACGACAA  	
       731	    30	 100.0	    35	..............................	GGGGAAGGTGAATGTCTTTCCTTTGTGCGTGGTTT   	
       796	    30	 100.0	    34	..............................	ATCATATACCAAAAATGTTCCTTTCCGTAAAGTC    	
       860	    30	 100.0	    36	..............................	TAGGAAAATTCTACATAACTTGTAGGCAAGGCATGA  	
       926	    30	 100.0	    35	..............................	ATTTTTGTGTCCTTTTTTCTATTCAAAAAAAGTCA   	
       991	    30	 100.0	    35	..............................	ATCATATACCAAAAATGTTCCTTACCATAGAGTCT   	
      1056	    30	 100.0	    37	..............................	TCGGTAGAGCCTGTTGGGATTTTGTTTTCGGCTTCGC 	
      1123	    30	 100.0	    35	..............................	ACAGGCGTCTTTCCCTTCTGTTAATTCTATTGCTA   	
      1188	    30	 100.0	    37	..............................	TTCGTCAGATGGAAATTTACTTTGAGTTGATTAACAA 	
      1255	    30	 100.0	    36	..............................	GGGGAAGCACCAGCAACACCATGTAAGACGTGACTG  	
      1321	    30	 100.0	    35	..............................	AGCCTTATAAAAAGCAAGAAGCGGAAGCATAGAAA   	
      1386	    30	 100.0	    33	..............................	AGTCGCCATCGCCGGCATTCGTGATGCGGATGC     	
      1449	    30	  96.7	    38	A.............................	GAGATAAATAGGGAAAACCTTCTCGTCGTCGCTCTTGC	
      1517	    30	 100.0	    36	..............................	GTAGAGCTTTGGGTCGGTCTGCTCAAGCGCAAGGAG  	
      1583	    30	 100.0	    36	..............................	TGAGCTGATGCACACGCTGCGTCATCTCAATGTTCT  	
      1649	    30	  96.7	    35	.............................C	AGGGGAAAGACGCCTGTTGAATAGAAGCGCCTAAA   	
      1714	    30	 100.0	    37	..............................	TACAGCAGTCCTCTTTTGCTTCTCCTAATAGCATAGC 	
      1781	    30	 100.0	    35	..............................	AATTCATCATAAATGACATTACGTGTTGGAATATC   	
      1846	    30	 100.0	    36	..............................	TTTCAATATCCATAGGAGCACCGTTTTCTACCTCAT  	
      1912	    30	 100.0	    34	..............................	TGTTGACAACTTACGACCAATAATAGAATCCTTA    	
      1976	    30	 100.0	    37	..............................	ACAGTCAACAAGTTCTTTCATGAAATCAAAGAACAAA 	
      2043	    30	 100.0	    35	..............................	AGGACGCAGGATGCGCACCGCATTGCCTTCCGCAT   	
      2108	    30	 100.0	    34	..............................	TCTTATGAATATACTGATACATTAAATTTACATG    	
      2172	    30	 100.0	    35	..............................	TGCCTTCAAGCTCAAGTTTGTTTTTAGCTTCCTGC   	
      2237	    30	 100.0	    36	..............................	TTCGAGAGAGGCAGAAGGTAAAGGAACATCCTTTAA  	
      2303	    30	 100.0	    36	..............................	GATATTCACGCAGACGCAACAAGTCTTCTTCGCTTA  	
      2369	    30	  80.0	    36	...................ACTTCG.....	AGAAGCGAAACGCGGTTTTATCATCACAATTAAGAG  	
      2435	    30	 100.0	    36	..............................	AAGAACTTGACGAAAATTGCGACAATTATCATACAA  	
      2501	    30	 100.0	    37	..............................	AATCTATAAAATAACATTAATATAATTTTAAATTGTT 	
      2568	    30	 100.0	    34	..............................	TCGAATAAATCAAAGAAAATAGACAAAGTCGGAA    	
      2632	    30	 100.0	    37	..............................	ATATGATAAATTGTACGCTGATACCATTTTAAGGCTT 	
      2699	    29	  93.3	    34	..-.......................G...	TCGGCTTTCAGGTTGCCCAAAGTGTCAATCGTGA    	C [2700]
      2763	    30	  93.3	     0	.G..........T.................	|                                     	T [2766]
==========	======	======	======	==============================	======================================	==================
        42	    30	  98.4	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGGATGCTACATTCTGTTTATTTCTAATTCGTAACCTCTTCTTTTTATGAGATAAAAACTTATCTCATTCTCAATCACTTATA
# Right flank :  ATATTCATACCTTGCTGCTGCGCAAGGGCGAGCGTAAGCGTATCCGCGATGCTAGTATATACATGTCAAAAAAATATCGCTCAAGCTTTTATTCTTGAGCGATATTTTTTTGTTTCCATTTGTCCGGCAGCA

# Questionable array : NO	 Score: 6.18
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.92, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [9-12] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-50.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 9420-15997 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-25-4_S23_scaffold_905 id=97124759 bin="js4906-25-4_S23_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                 	Spacer_Sequence                              	Insertion/Deletion
==========	======	======	======	================================	=============================================	==================
      9420	    32	 100.0	    33	................................	CTTTTGCTGACGCTTTCTATAGTAAAACGGTCT            	
      9485	    32	 100.0	    33	................................	CTCTCAGTATTCGCAGATGATTAATAACTCTGC            	
      9550	    32	 100.0	    33	................................	TTTTAAGTTCCATTCTCCATGTCACGGTTATTT            	
      9615	    32	 100.0	    33	................................	ATATTATGTTGTTTGTGTATATTTCTTTTCTAT            	
      9680	    32	 100.0	    34	................................	AATGGTCTTAAGTCTCTTAAAGATAAAAACTTTT           	
      9746	    32	 100.0	    33	................................	AGCATCTCGGCGGCCTCTAATATTGTAAGCTCC            	
      9811	    32	 100.0	    34	................................	AAGAGAGCGAGAAAAGCTTCGCCTGAATGGCACA           	
      9877	    32	 100.0	    32	................................	TTACCGACTTGCCTAATAAGTCTTTTGGTTTT             	
      9941	    32	 100.0	    33	................................	CGCTTACGGTGAAGAAAAAGGCAAACAATTTGC            	
     10006	    32	 100.0	    37	................................	CAAGTCGGTAAGCATTTGTTTAATTTGCCTACGTGAT        	
     10075	    32	 100.0	    34	................................	AAATTGCCCATTTTAATAACAACATTTAAGCATA           	
     10141	    32	 100.0	    35	................................	TGTACAGGACTTGACGAAGGCATTTACCCCAAGAC          	
     10208	    32	 100.0	    33	................................	GTCTATGAGTTCGAATTAATAAAATAACAAGCT            	
     10273	    32	 100.0	    36	................................	ATTGTCAATAACTTGGTTCATGATGCTTTCGCTTAT         	
     10341	    32	 100.0	    33	................................	TAATATCATCGTCGAAACGTGTTGTTATTTAGC            	
     10406	    32	 100.0	    35	................................	ACCAGTATCACCACCGTCATAATTATCGGTGGTAC          	
     10473	    32	 100.0	    33	................................	TGGACATAACAACACCCTCGGAAGCGAGGTTTT            	
     10538	    32	 100.0	    32	................................	TATTGACCTTAATATCAGCGATGTATTTTCTA             	
     10602	    32	 100.0	    33	................................	AAAGGTAACTCTTATGTGCCCACCTATGTCATT            	
     10667	    32	 100.0	    33	................................	TACTGTCTAAGTAGATTTACGTATTAGAAACCA            	
     10732	    32	 100.0	    36	................................	CCCATTTGTAATTAACTATAGTTATACGTCGGCCGC         	
     10800	    32	 100.0	    37	................................	TATTGTGCGGAACCCATCACTTAGATAGGACTGCACA        	
     10869	    32	 100.0	    35	................................	ATTGACTCATTGAAGTATACAACAAGCTCTAAAAC          	
     10936	    32	 100.0	    35	................................	TCGGTACGACGGTTGAGCGCGGAGCGCGAAACCGT          	
     11003	    32	 100.0	    34	................................	GTATAATCATTGAAATATCTTAAGACTATGGCAA           	
     11069	    32	 100.0	    34	................................	GAACTAATGGTTCGACGAACATTGTTGCTCAGAG           	
     11135	    32	 100.0	    34	................................	TACATGAGCATAATCGAAATAAGTTTGATGTTAG           	
     11201	    32	 100.0	    35	................................	CTAATTGCCGTGTAGCCAAGTTATTGCCCAGGTTC          	
     11268	    32	 100.0	    34	................................	GTGATAGCGTCTTTTATAATAATATTCAAAAGAT           	
     11334	    32	 100.0	    34	................................	AGAAGCAATAGTAGATAAACCTGAAGTACTGTTA           	
     11400	    32	 100.0	    36	................................	AACTAAAGCACCTGCCTTCTCATAACCAAGAGCAGC         	
     11468	    32	 100.0	    34	................................	ATGCCAAAGACGACACTTCCAAACAGCCTGATAA           	
     11534	    32	 100.0	    35	................................	ATAGGTGCCAAGACTGTTGCTTTTGACGCTTTTTA          	
     11601	    32	 100.0	    34	................................	TTCGAAAATGTCTCTGCTCTCATCGCTGTAGAAT           	
     11667	    32	 100.0	    34	................................	GAATTGAGCGTCTACAAGACATCAACCCAATGGA           	
     11733	    32	 100.0	    34	................................	AAATTTCAATTGCTCACCTGCTATTGTTTTCATT           	
     11799	    32	 100.0	    33	................................	GCTTATGTTTACTAATGTGTCGAAGAATTTGGA            	
     11864	    32	 100.0	    35	................................	CATTTCAAGATAGTTGAGCGCACAAGAAACGGTGA          	
     11931	    32	 100.0	    35	................................	TATTAAGAACGTTTGTTTGTCAGACGAATCACAGA          	
     11998	    32	 100.0	    33	................................	CAAAGAGAACTTATATCCATCTTTCGGAGTTAC            	
     12063	    32	 100.0	    34	................................	TTATCATGACGAATATGGCAGTTTTGTTTGAGAA           	
     12129	    32	 100.0	    33	................................	ACATAGCACTTTGTTAAAGTGTGCAGGTTGCTC            	
     12194	    32	 100.0	    33	................................	TTTGTCAAAGAATGAAATAAGATGCTCACTGCC            	
     12259	    32	 100.0	    35	................................	TACCTGTCCCAAACCTTTGATTAAGTCTCCAGCTT          	
     12326	    32	 100.0	    33	................................	AGCAATATATGATTCATCACATTTCGTATTATC            	
     12391	    32	 100.0	    34	................................	CAGAACTCATGGGTGCAGCGTCGTTTGCGCTGGC           	
     12457	    32	 100.0	    34	................................	TCCATATCCTGAACTTCCTTATCTTTATGATCAG           	
     12523	    32	 100.0	    34	................................	TTAATCTCTTGCTCAATCTCTGCCTTTTCTGCGA           	
     12589	    32	 100.0	    33	................................	ATAAGCAGCTCAAGAGAATAATCTTCCATCAGC            	
     12654	    32	 100.0	    35	................................	CCGACTCCGCGCGAAGTCATCGAAATGATGATGCA          	
     12721	    32	 100.0	    34	................................	AGGCAGCGAGTGAGCGCATAAACGAGGACATCCG           	
     12787	    32	 100.0	    35	................................	TTCGACATAATGCCGTTGCTTGTGGATCTTGGTGA          	
     12854	    32	 100.0	    35	................................	AAGGAGCTCACTTTTTCCCTTGCCGTATACCTTTA          	
     12921	    32	 100.0	    33	................................	AATGCAGCTTTTGAGCGTATTTGTATCGGCGTG            	
     12986	    32	 100.0	    35	................................	AATAAAAGACTGCTCGTTAATACGCTGAACAAAAA          	
     13053	    32	 100.0	    34	................................	TCGTTCTCCTTAATCATTTTTATCTTCTCAACAA           	
     13119	    32	 100.0	    35	................................	TGCAAATAGGACGTGAAAAGGACCATAAATAAGAA          	
     13186	    32	 100.0	    35	................................	CATGCCAACAGCATCAAAATCAGAAGAAGGCTGAG          	
     13253	    32	 100.0	    34	................................	ATTATTGTAAGTAAATGTGAGAAAAACAGCACAA           	
     13319	    32	 100.0	    34	................................	ATACGAACCTTAAGGCGGTTAAGAAACGTCTTAA           	
     13385	    32	 100.0	    35	................................	AAGTGGTGTTTTCTGTAATTCACAACCTCTTAGAA          	
     13452	    32	 100.0	    32	................................	TATACGGCAAGCGGAGACGTGAATATTGCTGC             	
     13516	    32	 100.0	    34	................................	CATAAAGGTACGATTTAAAAGTCTTCCGAAGACA           	
     13582	    32	 100.0	    34	................................	TTATTAGTAAAACGGGAGAGGCGCTGCAAAACTT           	
     13648	    32	 100.0	    34	................................	ACCTCTTGCATTTCGAGTGATTTGCAATAGAGCT           	
     13714	    32	 100.0	    34	................................	ATAACATTGTGAGGGATAATCTTGGGGTGTGTAG           	
     13780	    32	 100.0	    33	................................	ATTATCCAGCAAATCAAACTGACGGTTATTATT            	
     13845	    32	 100.0	    34	................................	TTTCGTACAACAGTATATTTAACACCGCTGTCAA           	
     13911	    32	 100.0	    34	................................	TTTTTAAGCTTAGCAATGCGAGCGTAAAAAGCTT           	
     13977	    32	 100.0	    34	................................	ATAACCTTCGCGGTTGTGAGTTACACGAACTTGA           	
     14043	    32	 100.0	    33	................................	ATCAATCGCTCGGGCGTGTCATATGTTGTTAGC            	
     14108	    32	 100.0	    33	................................	ACATACTTCATGTGCTCCAGACAGTCGATACCA            	
     14173	    32	 100.0	    35	................................	ATATTACGTAAATTTGAAAAATGTTTGTCCTTTTT          	
     14240	    32	 100.0	    35	................................	AAGGAGTATTTGGGCGAGAAGTATCAGGACTACAT          	
     14307	    32	 100.0	    33	................................	TTTGTACGACTTATAGAGGCCGCCTTCGCGTAT            	
     14372	    32	 100.0	    32	................................	CATTCCTAATTTTTTAATCAAATTTATGCAGT             	
     14436	    32	 100.0	    34	................................	TGCCTCATAAGCATCAGGGTCAGTCTGGTGATGA           	
     14502	    32	 100.0	    33	................................	CTTGGACTATGAGCTGCATCGGCCGTAAGTTGA            	
     14567	    32	 100.0	    34	................................	CACTTTGTATCGTTGTCAGGCTTGTTGTCACCAC           	
     14633	    32	 100.0	    35	................................	CAAGACAGCCTACTGTGGCTGCCGATGGAAGAAGG          	
     14700	    32	 100.0	    34	................................	TGCAAGCGCACGGCTCAGTATCGTGGTGGTGACA           	
     14766	    32	 100.0	    33	................................	TCTATCATCATTAGATGATAGTATTTTTGTAGC            	
     14831	    32	 100.0	    34	................................	CAAATATTTCTGACTATGGATAAAAAAGACATCT           	
     14897	    32	 100.0	    34	................................	CTAATGACCCGTGTAAAAATAATGTTCCTTTGAT           	
     14963	    32	 100.0	    34	................................	AAGCGTCTCTATAAATTTGATTTCGCTGTTCATG           	
     15029	    32	 100.0	    34	................................	GATTTGATTATCACGGAAGTTATCAAACTCAAAA           	
     15095	    32	 100.0	    34	................................	ATTGTCTTGAAAGGGATATTCGAAAGAAAACTTT           	
     15161	    32	 100.0	    33	................................	ACATTGTTATTTATCATAAACATCTAAATTTTG            	
     15226	    32	 100.0	    35	................................	TTATAAAAACAATGATAAAGAGCAAGAGGAGTAAA          	
     15293	    32	 100.0	    34	................................	TTATGCGACAAGGAGGTGATAAATACAATTATTG           	
     15359	    32	 100.0	    33	................................	AAAATACTCCTTATCACATAAATGAGCCTTGCT            	
     15424	    32	 100.0	    34	................................	ATGCTTAAGTCTTAGGCGTAACAATTTAGCTTCC           	
     15490	    32	 100.0	    34	................................	CTTTTTGGGTGGAGCGAGACATTGAATGCAGGCA           	
     15556	    32	 100.0	    45	................................	GGTTTGAAGTTGTTGGTCAGTTAATCTACCTTGAGTCGCACCCTA	
     15633	    32	 100.0	    34	................................	TATATTTTCCATTAAAAGATACCGTCGCACCCTA           	
     15699	    32	 100.0	    34	................................	GTCAGGCTCTCGCTCCCGTCAACGTCGCACCCTA           	
     15765	    32	 100.0	    34	................................	CACGATTTTTGTATTAGAATACGTGTCGCACCCT           	
     15831	    32	 100.0	    35	................................	TAGGAGAATTAGAAGTCGAAGAAAAGTCGCACCCT          	
     15898	    32	 100.0	     5	................................	TGAAC                                        	Deletion [15935]
     15965	    32	 100.0	     0	................................	|                                            	
==========	======	======	======	================================	=============================================	==================
       100	    32	 100.0	    34	GTCGCACCCTACGTGGGTGCGTGGATTGAAAC	                                             	       

# Left flank :   AGGATATTGATGATTATCCTGTATTCTTAATAAAATAGCTTATGTTTGTTCTTATTACTTATGATGTGAACATCACATCACCACATGGCGCAAAACGCTTACGCAATGTAGCAAGAGCGTGTATAGATTATGGTAAGCGTGTTCAAAACTCTGTTTTCGAATGTATCTTAACAGAAGCCCAGCTTGTTATGTTAAGGAATAAATTAAATACAATTATAGACTCAGAGCAAGACAGTATTAGGTTTTATATTCTGGGGAAAAATTGGAAGAATAAAGTGGACACTATAGGAAAGAACAATGGAATAGACATTTCTGGAGAGTTGATTATATAAAATGCGAACCTAATGCTTTGCATAAAAAGCCTAAAGGTTCGCACATACTGATATTCAGCATATTAAAAAGGCAAATGGTGAATTATCATTTTCTAATCGCAAATTTTGATATCTTTCGCAAATTTACTAACTTTGCATAGTGATATTCAGACATTTGCTGAATATACT
# Right flank :  |

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCGCACCCTACGTGGGTGCGTGGATTGAAAC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     R [6,7] Score: 0.37/0.37
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-6.40,-5.00] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      F [0-8] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [71.7-0.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.55,0.37   Confidence: HIGH] 

# Array family : NA
//


Array 1 83-2794 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-25-4_S23_scaffold_7404 id=97106258 bin="js4906-25-4_S23_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
        83	    29	  73.3	    35	AAAAA...C...-....T............	TGATAAGGAGGCGGTTGGTCTGGCCGAAGCGTAGG   	A [86]
       148	    30	 100.0	    34	..............................	TCGTTATTGCCACGAGGATATTGGTAGAAGTCAA    	
       212	    30	 100.0	    35	..............................	TAGGTTTTGTCGGGTCGTCCACTCCCGTGAGGCAT   	
       277	    30	 100.0	    34	..............................	TCTTAATTTGGTCAAATAAGCTACTGAAGAATCC    	
       341	    30	 100.0	    34	..............................	AGAATCTTCATAGCATATTCTTTAGAAATCTTAC    	
       405	    30	 100.0	    34	..............................	TCGCAGAAGCAAGAGAAGCCTGTCCTGCTGCAAC    	
       469	    30	 100.0	    35	..............................	GCTGTCTTTCCATATACTTGCGTTGCTCGTCAGTA   	
       534	    30	 100.0	    37	..............................	AGAATGGCTGCAATAAGTCCTAAAATCCATTTTGTTT 	
       601	    30	 100.0	    34	..............................	CCATGTTCAACATGAGTTGTATCAGTGGTGACAA    	
       665	    30	 100.0	    36	..............................	AACGGAGTACGAAAGTCCTGTTTATCATCACGACAA  	
       731	    30	 100.0	    35	..............................	GGGGAAGGTGAATGTCTTTCCTTTGTGCGTGGTTT   	
       796	    30	 100.0	    34	..............................	ATCATATACCAAAAATGTTCCTTTCCGTAAAGTC    	
       860	    30	 100.0	    36	..............................	TAGGAAAATTCTACATAACTTGTAGGCAAGGCATGA  	
       926	    30	 100.0	    35	..............................	ATTTTTGTGTCCTTTTTTCTATTCAAAAAAAGTCA   	
       991	    30	 100.0	    35	..............................	ATCATATACCAAAAATGTTCCTTACCATAGAGTCT   	
      1056	    30	 100.0	    37	..............................	TCGGTAGAGCCTGTTGGGATTTTGTTTTCGGCTTCGC 	
      1123	    30	 100.0	    35	..............................	ACAGGCGTCTTTCCCTTCTGTTAATTCTATTGCTA   	
      1188	    30	 100.0	    37	..............................	TTCGTCAGATGGAAATTTACTTTGAGTTGATTAACAA 	
      1255	    30	 100.0	    36	..............................	GGGGAAGCACCAGCAACACCATGTAAGACGTGACTG  	
      1321	    30	 100.0	    35	..............................	AGCCTTATAAAAAGCAAGAAGCGGAAGCATAGAAA   	
      1386	    30	 100.0	    33	..............................	AGTCGCCATCGCCGGCATTCGTGATGCGGATGC     	
      1449	    30	  96.7	    38	A.............................	GAGATAAATAGGGAAAACCTTCTCGTCGTCGCTCTTGC	
      1517	    30	 100.0	    36	..............................	GTAGAGCTTTGGGTCGGTCTGCTCAAGCGCAAGGAG  	
      1583	    30	 100.0	    36	..............................	TGAGCTGATGCACACGCTGCGTCATCTCAATGTTCT  	
      1649	    30	  96.7	    35	.............................C	AGGGGAAAGACGCCTGTTGAATAGAAGCGCCTAAA   	
      1714	    30	 100.0	    37	..............................	TACAGCAGTCCTCTTTTGCTTCTCCTAATAGCATAGC 	
      1781	    30	 100.0	    35	..............................	AATTCATCATAAATGACATTACGTGTTGGAATATC   	
      1846	    30	 100.0	    36	..............................	TTTCAATATCCATAGGAGCACCGTTTTCTACCTCAT  	
      1912	    30	 100.0	    34	..............................	TGTTGACAACTTACGACCAATAATAGAATCCTTA    	
      1976	    30	 100.0	    37	..............................	ACAGTCAACAAGTTCTTTCATGAAATCAAAGAACAAA 	
      2043	    30	 100.0	    35	..............................	AGGACGCAGGATGCGCACCGCATTGCCTTCCGCAT   	
      2108	    30	 100.0	    34	..............................	TCTTATGAATATACTGATACATTAAATTTACATG    	
      2172	    30	 100.0	    35	..............................	TGCCTTCAAGCTCAAGTTTGTTTTTAGCTTCCTGC   	
      2237	    30	 100.0	    36	..............................	TTCGAGAGAGGCAGAAGGTAAAGGAACATCCTTTAA  	
      2303	    30	 100.0	    36	..............................	GATATTCACGCAGACGCAACAAGTCTTCTTCGCTTA  	
      2369	    28	  90.0	    36	...................--.C.......	AGAAGCGAAACGCGGTTTTATCATCACAATTAAGAG  	CG [2394]
      2435	    30	 100.0	    36	..............................	AAGAACTTGACGAAAATTGCGACAATTATCATACAA  	
      2501	    30	 100.0	    37	..............................	AATCTATAAAATAACATTAATATAATTTTAAATTGTT 	
      2568	    30	 100.0	    34	..............................	TCGAATAAATCAAAGAAAATAGACAAAGTCGGAA    	
      2632	    30	 100.0	    37	..............................	ATATGATAAATTGTACGCTGATACCATTTTAAGGCTT 	
      2699	    29	  93.3	    34	..-.......................G...	TCGGCTTTCAGGTTGCCCAAAGTGTCAATCGTGA    	C [2700]
      2763	    30	  93.3	     0	.G..........T.................	|                                     	T [2766]
==========	======	======	======	==============================	======================================	==================
        42	    30	  98.7	    35	GTCTTAATTGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGGATGCTACATTCTGTTTATTTCTAATTCGTAACCTCTTCTTTTTATGAGATAAAAACTTATCTCATTCTCAATCACTTATA
# Right flank :  ATATTCATACCTTGCTGCTGCGCAAGGGCGAGCGTAAGCGTATCCGCGATGCTAGTATATACATGTCAAAAAAATATCGCTCAAGCTTTTATTCTTGAGCGATATTTTTTTGTTTCCATTTGTCCGGCAGCA

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.94, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [9-10] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-50.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 160-6673 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_2450 id=97206949 bin="js4906-26-3_S26_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                 	Insertion/Deletion
==========	======	======	======	==============================	================================================	==================
       160	    30	 100.0	    34	..............................	CCAATAACACATTTAAAATAACAACTATTCGCCC              	
       224	    30	 100.0	    37	..............................	AATTTCGGCGAACTCTTTTGAGTTTACCCGCACATTT           	
       291	    30	 100.0	    37	..............................	AGCCGTTGAGGATATCGTATTATTTGGCCTTCTCGCC           	
       358	    30	 100.0	    37	..............................	GGGAATAGGATTGGGTGTTGACCTGATCTTCCGTTAG           	
       425	    30	 100.0	    37	..............................	TCGTAAGGTGAAATACGTGTAGGCACACTCCAGTTAG           	
       492	    30	 100.0	    34	..............................	AGACTTCAGCGCATATCGATTGCATTTCAGATGC              	
       556	    30	 100.0	    34	..............................	GGGGTTGAGGGGGTGCAACCCCCCACCCTCGGAG              	
       620	    30	 100.0	    35	..............................	AACCACTTGAGCTTATTCTTTTTTCGTAGTGTTTC             	
       685	    30	 100.0	    35	..............................	AGATATTGAGCTTTCCAATCGTCATGAACATTAGC             	
       750	    30	 100.0	    34	..............................	ACAAAGTTCTATCTAGATACTTCCGCAAGTATTG              	
       814	    30	 100.0	    36	..............................	CTCGTTTTTGTTTACGAGTTCGAACTTATCAAATAG            	
       880	    30	 100.0	    33	..............................	TCGTAATGAGTTTGGTTTTGTTGATTATTATTT               	
       943	    30	 100.0	    36	..............................	ACGGAGTCGCGGGACATAATTTCGATTCCATCAACG            	
      1009	    30	 100.0	    36	..............................	TTTGACATCGAACCGAACCCGACACCTGCCGATGAG            	
      1075	    30	 100.0	    34	..............................	GAAGGCGTAGCAGCCACGCAGCCGCTCCACTCTC              	
      1139	    30	 100.0	    33	..............................	CACTTCGAGATCAATGATCCGGAACCTTGGCGC               	
      1202	    30	 100.0	    36	..............................	ACAAGAAGTCCATGAAGATTGAGATCGCTCAGGCAA            	
      1268	    30	 100.0	    35	..............................	TTGCGTGAAGCTTCTTTCGTTTTGGATGATGATCA             	
      1333	    30	 100.0	    35	..............................	TTTGAGACGCTTACACGGTAAACCCATTATCATCA             	
      1398	    30	 100.0	    37	..............................	TTTGTTACTCGTTCTGTTGATATGAGCAAGTTTTCTA           	
      1465	    30	 100.0	    37	..............................	CAGATTTTTCTCCGTACTATGCCTTTAAACTCTGCTG           	
      1532	    30	 100.0	    36	..............................	CTAAGTTACAGCTTTTGAAGCCACGTTCTGTGCAGT            	
      1598	    30	 100.0	    36	..............................	AAGTTTGATAACCTTGCGCTAGATGATTATAAGCAT            	
      1664	    30	 100.0	    37	..............................	AGAGGAAGAAGAGATGCAACTTTACTATTATCGCCAG           	
      1731	    30	 100.0	    34	..............................	AGAAGGAGAAGAGTGAGTTGATGAATTATCTGAT              	
      1795	    30	 100.0	    34	..............................	AAATAAAAGCCCTCATCGTAGTTGCACCCTGCGT              	
      1859	    30	 100.0	    34	..............................	TCGTTAACACTACTAGCTTTGCCATAAATGTCAC              	
      1923	    30	 100.0	    34	..............................	TCAAAAGCGTTAAGGGCATCTATTGCAGAAATAG              	
      1987	    30	 100.0	    34	..............................	TCACGTTCATAATCTCTATTAAGCTTATAAACAG              	
      2051	    30	 100.0	    34	..............................	AACAAATGTATTCGGCAAAGGTCGAAAGCGTTGC              	
      2115	    30	 100.0	    35	..............................	AATAAAACCCCTTATTTGAATAACGCAAAGCCAAC             	
      2180	    30	 100.0	    36	..............................	TTCCGTTTGCCCTTGGGTGTCCTGTTTGGTAAGTCT            	
      2246	    30	 100.0	    35	..............................	AGCGTGACAACGGAGCGAATGCGAACCTTTCCGGT             	
      2311	    30	 100.0	    35	..............................	GTGACTACGCTTCGGGTTAAGTGTTGCAAAGAACT             	
      2376	    30	 100.0	    34	..............................	AAGAATAAATAATATCAGTAAAAGATACGTCAGG              	
      2440	    30	 100.0	    36	..............................	TTGGTCGAAGCAGCTCCATATCTCCCGGCTGGAAGG            	
      2506	    30	 100.0	    36	..............................	AATCATTTGCACGCTTTTTGGCAATTGCATACAATT            	
      2572	    30	 100.0	    37	..............................	AACAGAAAAACGGCTGCAAACGGCAAATAAAAGCGTT           	
      2639	    30	 100.0	    35	..............................	AAAGCGGACGAAGCAACCGCAACGGATGCCGCCAC             	
      2704	    30	 100.0	    36	..............................	GGTGTAAAGGGTCCGGAACTCCTCGGCACTTAATAC            	
      2770	    30	 100.0	    35	..............................	CTAGGTACAGCACAGAATGTCGTTTACCGAGTAAC             	
      2835	    30	 100.0	    35	..............................	CTAGAAAGAACTCTTTTATATCTATCTAAAGGTGT             	
      2900	    30	 100.0	    36	..............................	TGATGGTGACACGTACTTGTTTGACAATCCTGTAAA            	
      2966	    30	 100.0	    35	..............................	TAGCAAAAGCAGACTGCTGTACTGCTGCCGCATTA             	
      3031	    30	 100.0	    36	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGAA            	
      3097	    30	 100.0	    37	..............................	TTATCATTAACATAATTAATGTTTACTGAAACAACAT           	
      3164	    30	 100.0	    48	..............................	TGAGCAGCGAGACCACAGAGGCAGCCCTGGCAGCCGCCAAAGCTCCGA	
      3242	    30	 100.0	    37	..............................	AAGGCTGCGCTTGCTTCTTTGCGTTCTGCTTTTGATC           	
      3309	    30	 100.0	    34	..............................	TAACTACCATTGCCTGCTTGCTGCTGCAAACGCA              	
      3373	    30	 100.0	    36	..............................	AACAAGCTCTATCACAAGTTCCTCATCACAGACCGC            	
      3439	    30	 100.0	    35	..............................	GAAGCAGACGACCACTTCCGGCTGCACAGTCATTC             	
      3504	    30	 100.0	    34	..............................	TCTGCAAGGCTGCCGGAACTTTCTTTGTACTCAA              	
      3568	    30	 100.0	    35	..............................	GGCGCAAAGGTGCACGTAAATTTTTAGGGAATTTT             	
      3633	    30	 100.0	    35	..............................	GAAATTCTCCATTTCCTGATACCATCTATAATAGA             	
      3698	    30	 100.0	    38	..............................	CCAGGCATCAGGAACACGCCCACCGATGGCACACACCG          	
      3766	    30	 100.0	    34	..............................	AAGTTGATAAAAAGTGTAAGCAAAAGCAAAAGAT              	
      3830	    30	 100.0	    36	..............................	ATACACCAGGAAGAAAGGAAACGACACCGTAACCTA            	
      3896	    30	 100.0	    35	..............................	TTTGGTACGCCCAGCTGCAGGACACCACATACGCA             	
      3961	    30	 100.0	    35	..............................	CTACTTCACCAACAAGCGAAACCTCACCACGGTGC             	
      4026	    30	 100.0	    34	..............................	TTGTTCAAATCTCGCAAATTAGCAAGTGCGAGTT              	
      4090	    30	 100.0	    36	..............................	TAAGCTCTTTATCAGACATATCAGAAGTATCAACAG            	
      4156	    30	 100.0	    35	..............................	AGACTGTATAGGTTGCCACTGACGATACTGATAGA             	
      4221	    30	 100.0	    38	..............................	TCTTTACCCAAAACCATATTATTTACAACAACTTCAAA          	
      4289	    30	 100.0	    36	..............................	ATAGAAGCGGTAGTGTTATTATCAAAACTCAAGTCA            	
      4355	    30	 100.0	    35	..............................	TAGAATAGAAGATCCTTCGGCCAAAACTGACGAAA             	
      4420	    30	 100.0	    34	..............................	CAAGGCACTTCATAATGAGAAGGAAGCGCACTCA              	
      4484	    30	 100.0	    36	..............................	TTCATAAGATTAGCATTAATACCTGCGTCAGACATA            	
      4550	    30	 100.0	    36	..............................	CTAGAAGTAATGCGGTCAAGATGATAACATGACAAA            	
      4616	    30	 100.0	    34	..............................	GAGTATTTGTTTCCTTCGGTTGATAAAGCAGAAG              	
      4680	    30	 100.0	    37	..............................	AGAATTAGGTGAATCTATGACAGAAGCACTTGGCGGC           	
      4747	    30	 100.0	    36	..............................	TTTTGTTTTAAGGAGTAGGGGTTTCGTTCTATTTCC            	
      4813	    30	 100.0	    38	..............................	TCATCACGGACAACACTTGCAGGGGTCAACTCATAACC          	
      4881	    30	 100.0	    36	..............................	GGTTCTGAAGGAAGCAAACCTCAACTTTGGAGACAA            	
      4947	    30	 100.0	    34	..............................	ATGTGTAATAGGGAAACAATTCAAAAAACCATTT              	
      5011	    30	 100.0	    35	..............................	ATTGACAATATAATGGCAAGTGGGCTGCCGCATCA             	
      5076	    30	 100.0	    34	..............................	ATGCTCTAACCACGCTGCAAATTTAGCATTTTCT              	
      5140	    30	 100.0	    37	..............................	CCCATACAAATGTAACCAGGTCGCCCTCCTGGATGCC           	
      5207	    30	 100.0	    37	..............................	TGAGTATAGAAACTCAATGCCCGCCGTGGTGCCTGCA           	
      5274	    30	 100.0	    37	..............................	TACTCACTGTATGCCTCTCTCTGAGAGATCAGATCCT           	
      5341	    30	 100.0	    36	..............................	TCCTTCTTGCGTTGGTGAGCGTACACTTCTGCTTTG            	
      5407	    30	 100.0	    37	..............................	ATTCTTGGATGGGCGAGTGCTTCGTGACTATCAATTT           	
      5474	    30	 100.0	    35	..............................	AGATGGGAGAGAGTAACGTGTTACTCAGAGACATC             	
      5539	    30	 100.0	    35	..............................	AGCTATGATGATGAGACCGAAATCAAGAAAGAGAC             	
      5604	    30	 100.0	    36	..............................	AGGTGTAATCATCGGGGGAAGGTAAAGAAGGGTCGG            	
      5670	    30	 100.0	    34	..............................	ACAAGCGCAAAAAAGATGGTTAGTTTGCTTATAG              	
      5734	    30	 100.0	    37	..............................	GCGGTTCTTAAAACTGAACTTACCCGCACGTTCCATT           	
      5801	    30	 100.0	    34	..............................	TTGCCCACGTCTCCGGGCTGTCCTCCGCATCGTC              	
      5865	    30	 100.0	    35	..............................	CTATCAGCAGAAGAACTAACAGACTGCGAAGGAGG             	
      5930	    30	 100.0	    36	..............................	TACGCAACACACTTCAAAACAAGAACAATAATTTCT            	
      5996	    30	 100.0	    34	..............................	AAGCTGCCGAACTACGAACGATTCAATGGCTTAT              	
      6060	    30	 100.0	    34	..............................	TTGTAACCAAGCTTGATAGTCTCTCCAGGGTTAA              	
      6124	    30	 100.0	    34	..............................	GAAGGAGGCGAGCATCAAGGCTCAGTACAATGAT              	
      6188	    30	 100.0	    36	..............................	ATTCCAGGCGAGTACAACTATGAGATACCTATCGGC            	
      6254	    30	 100.0	    34	..............................	AGGGCTGGCATTATCCAGGCTATCACTGGGTAGT              	
      6318	    30	 100.0	    34	..............................	TAACAATGTTGTTGAAACAAATTGACTATCTAGA              	
      6382	    30	 100.0	    35	..............................	AGGCTTGACGATTGGCTATCCGGATGCCTTTCTTC             	
      6447	    30	 100.0	    35	..............................	GGCACACCCCGGCAGGGTGAGCGGGAGGGGATCGC             	
      6512	    30	 100.0	    36	..............................	AGAGTATTTATAGAGTTAAAAGAGAAAGGGAAGGCA            	
      6578	    30	 100.0	    35	..............................	AACAAAGACCTTGATCATAATCGCTCTTCAAACAC             	
      6643	    30	 100.0	     0	..............................	|                                               	
==========	======	======	======	==============================	================================================	==================
       100	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGGCATCTACGCCCAAGACTTAACGGG
# Right flank :  AAGAAGCAAAAGGCTAGTGTTTTTCTTTTACCTTTGCACCCAGGAATCAAGTTAGGATATTTGGTTAATGGGTGTTAAGGTGAACTATCTTTCTTTCAAGGTATGCCCTTTCTC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [51.7-63.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.5,0.27   Confidence: HIGH] 

# Array family : NA
//


Array 1 159-5458 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_2995 id=97207494 bin="js4906-26-3_S26_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
       159	    30	 100.0	    34	..............................	TTTGGTATTTTATAGATACCTAATTTGTCCAAGT    	
       223	    30	 100.0	    34	..............................	CTTATAAATATACAAGAAATATTCATTTTGTTAT    	
       287	    30	 100.0	    34	..............................	ACATATTTGCAAAGTGTTTGGGGCTGATATTGTA    	
       351	    30	 100.0	    34	..............................	GCAAGACCACCTATTAAATTACCAGCAGCAGAAA    	
       415	    30	 100.0	    34	..............................	TCCGCAGCAGCACGAAAGGCGGAAGCATAATTTA    	
       479	    30	 100.0	    34	..............................	AGGTATACGCACACGTTCCGTTGTGCCTATCTTG    	
       543	    30	 100.0	    34	..............................	AGCGTTCATACTATCGGTAGGACGGAGATAATCG    	
       607	    30	 100.0	    38	..............................	GACGCAGATTATAATTCTTTTGGTATTGACCCACACAA	
       675	    30	 100.0	    36	..............................	GAAAGAAACAAAGAAGCTAGTGTTTTTCATAGGTTT  	
       741	    30	 100.0	    35	..............................	GTGGTGTTTCTAATGCTACCAGTCAGTTTTTTAAT   	
       806	    30	 100.0	    36	..............................	TAAGAAAGGTATTATATATTAATTAATTAAACATTG  	
       872	    30	 100.0	    34	..............................	TGAACAGACAAATTGCGAACAGCAACGCAAGTAT    	
       936	    30	 100.0	    36	..............................	TTCATGAAGTTATTAGAAAGTGTTCAGACGATAACT  	
      1002	    30	 100.0	    34	..............................	TTCATTATTAGCTATATTAATATCAAGTAAATGC    	
      1066	    30	 100.0	    34	..............................	ACTGGAAATAATGTCATAATGCATCAAGGGAAAA    	
      1130	    30	 100.0	    35	..............................	ATAGTCATCTCGGCAATATTACGTTGAGCAGGCAA   	
      1195	    30	 100.0	    34	..............................	ATGGGTTGTTCAACTCATAAAGAGGGTTTCTATA    	
      1259	    30	 100.0	    38	..............................	GTAGTCTGCAATTTTCTGCCCGCCTGTTCGTCCTGATA	
      1327	    30	 100.0	    34	..............................	AACTTTTTAAGAGCTTCCTCCTCGCTGATTCTCT    	
      1391	    30	 100.0	    36	..............................	ACAAATCGGGATGCATAATACTTATTATAATCAAAC  	
      1457	    30	 100.0	    34	..............................	ACTATAAACTGATTCCATTGACGACATAACGTGC    	
      1521	    30	 100.0	    34	..............................	TTAAAACATCTGACCCTTTGGACAAAACAAAAGG    	
      1585	    30	 100.0	    34	..............................	CACAAACCTCTCCGTCTTTGAGCCTTTTCCGTCT    	
      1649	    30	 100.0	    37	..............................	AAGCAAAATATCTTCATTTAAATACTGCTGACGAACA 	
      1716	    30	 100.0	    34	..............................	TATCATGTTTATGGTTTACCTTGGACTAAATAAA    	
      1780	    30	 100.0	    33	..............................	CTCCTAGTTCTAGTGGTAAAAGTTGGCTTGATG     	
      1843	    30	 100.0	    35	..............................	TGATAAGAAGTCGATGAGACATTAGGTCTCTGAAT   	
      1908	    30	 100.0	    35	..............................	CAAAGATCGTTCGGCTTTAGGTTTTCAGTCTTTTT   	
      1973	    30	 100.0	    35	..............................	TTGGTAGCAAAGAATCTTTGGGCAACATATACCAC   	
      2038	    30	 100.0	    33	..............................	AGTCACCTCAATGGCATCAATGTTCAATGGTTG     	
      2101	    30	 100.0	    37	..............................	TAAAGTAAATGAATAAATAGCATGGGAAATTTTCATT 	
      2168	    30	 100.0	    34	..............................	CCATGACAGCAAAGGGATATATAATAGCTTAAAA    	
      2232	    30	 100.0	    34	..............................	GTAATCGACATTGGTCGAATAGAACGGCAAGACG    	
      2296	    30	 100.0	    37	..............................	TAATGAGCTCGAATCTGAGAGCCATAATCACCATCAC 	
      2363	    30	 100.0	    35	..............................	AAGGACGTGGTGTCGCTTGCGCTGGGTCACTCGTT   	
      2428	    30	 100.0	    37	..............................	TCTATCAGATCGACGGCTTCTGCTGCAGCCATACGGT 	
      2495	    30	 100.0	    36	..............................	AAAAGAAGACGATCGCCAGGGCACAGGGAAAAAAAT  	
      2561	    30	 100.0	    37	..............................	TACGTTTTAAGCGCATCAATAGTATCATTAGCAGAAA 	
      2628	    30	 100.0	    37	..............................	TTAACATCAAAGACTACAAATCAGGTTATGTATATGA 	
      2695	    30	 100.0	    34	..............................	CCCACATAGGCAACGTTGATGGCAGAGGAGTTAT    	
      2759	    30	 100.0	    34	..............................	TTTTAAGGAGTTCCAGGATCTACCTTGTTTTGAT    	
      2823	    30	 100.0	    35	..............................	ACCGTTCAACTGTCCGTGTACCTCATCAACGCATG   	
      2888	    30	 100.0	    35	..............................	TCACGAGAACGAACAGGCACAACAACATCACGAGA   	
      2953	    30	 100.0	    35	..............................	TACCCAAGCAGGTCGAAAAGACGTTGAGAACCTAA   	
      3018	    30	 100.0	    35	..............................	TACTGAGCACGAGGAAGCACACCGAGAAAATAGTC   	
      3083	    30	 100.0	    37	..............................	GCGGGTACGTGGCATACGTTGCCAAGCACGGCTACCA 	
      3150	    30	 100.0	    36	..............................	ACTGGATATGGATGGTCTGGTCCTTGCCTATGCCCA  	
      3216	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3280	    30	 100.0	    34	..............................	ACGATAAACTGATTCCACTGACGGCAGAGGGTAC    	
      3344	    30	 100.0	    36	..............................	ATTCAACTTCTAACGCTACAATCGCAAAAGTTGATG  	
      3410	    30	 100.0	    35	..............................	TTAGAACAATTTCTTATGAATTGGGCAGAAGTTTT   	
      3475	    30	 100.0	    34	..............................	GTCCTCGATGTAGTACTCATTTTTGTCAATATCT    	
      3539	    30	 100.0	    37	..............................	CTCGGACGAGTAATATTCAAGTTTGTTCCGTCAATAA 	
      3606	    30	 100.0	    36	..............................	ACAAAATGAGTGCTGACGTGATATTATATTTTTGCA  	
      3672	    30	 100.0	    37	..............................	AGGACTTGGCCTCAGACATCTTTCTGCCGCCATTCTT 	
      3739	    30	 100.0	    34	..............................	ACATGATACACCCACCAGCACGATAGCAAGATTA    	
      3803	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3867	    30	 100.0	    33	..............................	TATTGTGGATTTGGCAAAACACCGTTATAGGCA     	
      3930	    30	 100.0	    34	..............................	AACAGAATAAGACTCAACTAATGAGAACAAATCT    	
      3994	    30	 100.0	    35	..............................	TAACAAAATATCCTCATTTAGATATTGCTGGCGAA   	
      4059	    30	 100.0	    35	..............................	TATTGTCTGCGCTTCACCGTGATGCGTCTAGGGCT   	
      4124	    30	 100.0	    35	..............................	CGTTATTGTGAGTATAAAACCTCGTTTGATAGGGT   	
      4189	    30	 100.0	    36	..............................	ACACGATATAACATACTTCTTGCCCTTTGTTATCCT  	
      4255	    30	 100.0	    36	..............................	CATGTAAGATAATTAAAATCCAAATAAGGCAAATTA  	
      4321	    30	 100.0	    35	..............................	ATAAGAGTAAGGGCATAAATCAACACCTTAACAAT   	
      4386	    30	 100.0	    36	..............................	ATGGAAGTGTGGGACTACTACGATATGCTTAACTCT  	
      4452	    30	 100.0	    34	..............................	CTGGACGGAACGGACAACGAGGTATTGAAGTCGT    	
      4516	    30	 100.0	    34	..............................	AGCTATGCTTGAGGTACAAAAGGTACATACAGAA    	
      4580	    30	 100.0	    35	..............................	ATGTTTGGAACTATCCGAATCGAGGGTACAGAAAG   	
      4645	    30	 100.0	    36	..............................	CTACGAATATAGCTATATCTTTACCAAAATTTAAGA  	
      4711	    30	 100.0	    37	..............................	AAGGTAATTACAGAAAAGTATATGATGGAGTTCTTAA 	
      4778	    30	 100.0	    35	..............................	ATTGCAATAACAGAGAATAGTGTTTTTGTTTCTCA   	
      4843	    30	 100.0	    37	..............................	AGATTCACTGCTTATGATTCAAAAGATGTTGATTCAA 	
      4910	    30	 100.0	    36	..............................	TTATAACCAAGTTTGAAAGTATCGCCTGGATTTACC  	
      4976	    30	 100.0	    34	..............................	TAGGTAAATAGCTTCTGCTTCATCCTCACAAAAG    	
      5040	    30	 100.0	    34	..............................	AAGTGAAAAACTCACTTTTTATCGTTACATTTAC    	
      5104	    30	 100.0	    34	..............................	GCGTTACGCAAACGCATAGCTTGCGCGGTAGGGT    	
      5168	    30	 100.0	    37	..............................	GAAAGGACTTTTTTCCAGTAAGACGAACCATCAGAAG 	
      5235	    30	 100.0	    34	..............................	TTCTTACGCTCTATCTTACCGAAAGCACATACGC    	
      5299	    30	 100.0	    35	..............................	GATGTTGATTATAGTAGTTATGGTATTAATCCTTT   	
      5364	    30	 100.0	    36	..............................	TTGCTTAGTTATGGCTACCTTGGAGAAGTCCGCCAG  	
      5429	    28	  76.7	     0	--.....................ACCTT..	|                                     	C [5450]
==========	======	======	======	==============================	======================================	==================
        82	    30	  99.7	    35	GTTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTGTATCTTTGCACCCGTAAACCTATAGAGTCTTCGGGGGTGTATGCCTTAGACTTAACGGG
# Right flank :  TATATAGTCTTGGACGAGGTGCAACTTGTAGAAGAATTTGTGGAGGTGATTCTTAGCTTGACGCGAGTGTTGACGGTTGGACTCTTAGATTTTCTGACAGACAAGGATTTGTTGAAGCAAGGTTAATCGCCAATGCCGTCTAAATGACTATATGAGTTACTTAAAAGTCCCTTTTAATAATTGGTTCAATTCCAGTAGATTACCCTTTGGTATGCTTGAATACCCACTCCAAACGTTCGGTGGTATAGCTTTTCTTGCATAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-7] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [53.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 173-7511 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_2003 id=97206502 bin="maxbin2_maxbin_028_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
       173	    30	 100.0	    34	..............................	TCAGTATGCATGGAATTAACAATAAATCTGTCAA     	
       237	    30	 100.0	    35	..............................	TGGTAAAGAAACGAAGACGGGTAGAACCTGGAACT    	
       302	    30	 100.0	    36	..............................	TAACGTCATCCATATCAGTAGTGAATGTTTCTCCAA   	
       368	    30	 100.0	    36	..............................	ATGGTATATGGAAAAGAGTTCTTCTGCGATATTGAA   	
       434	    30	 100.0	    36	..............................	TGTTCATTTCTACAAGGAAAAGTAAAAGTTGTACTC   	
       500	    30	 100.0	    37	..............................	TTTGCCGATGTATCGTTGCTTTCCTTCAGGTGATGGT  	
       567	    30	 100.0	    34	..............................	TACTTATTATGCTCAGGTTCACGGAACCAAGAAT     	
       631	    30	 100.0	    36	..............................	TTTATCTGTTAGCGTAACAAAATAGACGTTGCGTAG   	
       697	    30	 100.0	    35	..............................	AAACGTAATGAATTTGGCTATGTTGTTGGTGTTCA    	
       762	    30	 100.0	    36	..............................	TAGATATTATTGCTGACAACACGACCAGCATCCCTT   	
       828	    30	 100.0	    37	..............................	CGAACAAGCAAGCTATGATCTGTTGGGCGGAAGGCGG  	
       895	    30	 100.0	    34	..............................	ATGATGGAAGAGGGTGACACCTATAGCGGTTGGA     	
       959	    30	 100.0	    36	..............................	AGTGTATAGGGATTCGCCAACTATCATCACCATCTG   	
      1025	    30	 100.0	    37	..............................	AAAATTGAGCCCGCAGCAGAAATAGCGGGACCAACAA  	
      1092	    30	 100.0	    34	..............................	ACCCTATTCTGGTTGATTCACATATTGGTATTAA     	
      1156	    30	 100.0	    35	..............................	TTAATGGTGAGTGGCTGAGAGAGGGGTGTTCCTGT    	
      1221	    30	 100.0	    34	..............................	CAAAGAAGACCTTCGACACGAAGCTGTTCAAGGA     	
      1285	    30	 100.0	    37	..............................	TATTTATATTAGGTGTTCTGTCTTTACCGAAAACCCG  	
      1352	    30	 100.0	    37	..............................	AAGGGCATAAGGGATTTCAACGCCATCAGAATTGAGA  	
      1419	    30	 100.0	    37	..............................	TTCCCATAGCCAGCATATAGGCATACACCTCATTGAA  	
      1486	    30	 100.0	    34	..............................	GCGATTCTATCGCTGGTCCCCTCCCCCTCTTTGT     	
      1550	    30	 100.0	    34	..............................	GTATATGGGGGGTATTACGCTATCTCATACGATA     	
      1614	    30	 100.0	    35	..............................	AGGCAAATGATCAGGCAAATGCCGATAAGACCGAG    	
      1679	    30	 100.0	    36	..............................	CTGGAAGTTTTGAGCCGCTTCAACGATTGGGATGAG   	
      1745	    30	 100.0	    34	..............................	AGGTCAGGTTATGGTTGAGCTGCCAGAGTATTAC     	
      1809	    30	 100.0	    35	..............................	TCTTGGCGAAGGAGATAGACTTGGCTCTCTCCAAG    	
      1874	    30	 100.0	    37	..............................	AAGGTTACATTCATTGAGGAATCTCACCAGTACTTCC  	
      1941	    30	 100.0	    35	..............................	GAGTCAGGTTGGCGCAGCACCTCAGCCAGTTGGTG    	
      2006	    30	 100.0	    34	..............................	TAGTATGTTAGTCGCATTCGACTTACACTATGTA     	
      2070	    30	 100.0	    35	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGA    	
      2135	    30	 100.0	    36	..............................	GAGTATCACTTCCCTTCGCCCATTAAGCTAGAGACA   	
      2201	    30	 100.0	    35	..............................	GTCGAACTTAAATAAGAATAGCTTATGAGCGATAG    	
      2266	    30	 100.0	    34	..............................	TTTTGGATTTCACCTCCTGCTTTCAGAGATTGCC     	
      2330	    30	 100.0	    35	..............................	ACCTAAGTTGGAGATAGGTGCAAACATGACCGAGT    	
      2395	    30	 100.0	    34	..............................	TGGTGAGGGTGAAGATTAGGTTGTTTTGCGCCTG     	
      2459	    30	 100.0	    36	..............................	TTAGCTAGCTTCTCGAAACATCTTGCAAGATGTTCG   	
      2525	    30	 100.0	    35	..............................	TGACATCTCCCCTAGTTCCGATTTCATCTACGAAT    	
      2590	    30	 100.0	    35	..............................	TTTTGTATCAAAGATGAGGTCTAGTTTGATGCCGA    	
      2655	    30	 100.0	    34	..............................	AAGTAATAAACAACAAACATTAATTCTTAAACCG     	
      2719	    30	 100.0	    37	..............................	ATTCTGCATACCTAATGTTAGAGCAAGATATCCTCCT  	
      2786	    30	 100.0	    34	..............................	AGAAGAACCCGAATGGTTCCATGGCAAAGATGGT     	
      2850	    30	 100.0	    36	..............................	CACTTAGTCTAGGTGGCCAAGAAACCAAAGTCTTGA   	
      2916	    30	 100.0	    37	..............................	CATACATGCAGGCCAAGGCGCAGGTCACCGCCAACTT  	
      2983	    30	 100.0	    35	..............................	CATTATCACGGAGTTATCTTCTGTGACGACGAACA    	
      3048	    30	 100.0	    34	..............................	GTTTAATCAGTTTGTTGTAGGTACAAAATACCCT     	
      3112	    30	 100.0	    34	..............................	AGGGAAGCGCTAGCCGACAAAAAAGGACCTAACC     	
      3176	    30	 100.0	    35	..............................	ACTTTAATAGAACGCTCAAGATACTTAGATTCAAT    	
      3241	    30	 100.0	    34	..............................	AAGAGAAGCAGAAAGGCTAGTGTTTTTCATGGTA     	
      3305	    30	 100.0	    36	..............................	TACATCTATCTTCTTCGCTCCCTCGATTGGTATCTC   	
      3371	    30	 100.0	    35	..............................	ACAGGTGAATATCAGTTGGTAACAATGGCTCACAA    	
      3436	    30	 100.0	    34	..............................	TACATACAACATTAAATTAATATTACATAATCGA     	
      3500	    30	 100.0	    36	..............................	ATATTTTAAGAAGTGGGATATTCTGCACTTCATTAA   	
      3566	    30	 100.0	    35	..............................	TGACTTCATTAATACACATGTATGCTAAAATGCCA    	
      3631	    30	 100.0	    35	..............................	ATCTGCTACTCAAGTTGCTCCTGATATTGGTTCTA    	
      3696	    30	 100.0	    36	..............................	TTTGGATCAAGAGTTTGGCAAGCTATAAGGGGTTTT   	
      3762	    30	 100.0	    36	..............................	TAGGCAAAGTTTGTCTGAAGGCTATCGTGAGCGATA   	
      3828	    30	 100.0	    37	..............................	GACATAACAGTTTGAAGCTTGCCTTCTGAGAATGATT  	
      3895	    30	 100.0	    36	..............................	GTCCTTCTGTTGGGTTCTTGGGTATATAGCCTCGAG   	
      3961	    30	 100.0	    37	..............................	ACTACAAACTGATTAAACTGACGGCAAAGAACTCTCA  	
      4028	    30	 100.0	    34	..............................	TGCTCTACTAGAATGAGAATAATAACAATATAAA     	
      4092	    30	 100.0	    36	..............................	AGATATCAGAATCAGAAGGCAAAACAGCAACATCAA   	
      4158	    30	 100.0	    34	..............................	GAAGATAAAAAGAATGGTGTATCTTTGGCTGATC     	
      4222	    30	 100.0	    36	..............................	GAAGAAGGGTCTAGAGGAAACATAGCCTCATTCTCT   	
      4288	    30	 100.0	    34	..............................	ACCTGAAGCATGCGTCACTCAATGACCTCAACTT     	
      4352	    30	 100.0	    35	..............................	AATTGTTGCCTTCATTGGATTGTCATTGGAGTCAT    	
      4417	    30	 100.0	    36	..............................	GTCGCTTCGTCATTTTTCGAAGCTGTGCAGACACCG   	
      4483	    30	 100.0	    36	..............................	TGGTGCAGGTTCCGTCCAGCGCAAGGTGGACAACAA   	
      4549	    30	 100.0	    35	..............................	TTGGAAGCTAAGGAAGAGATTGCGGGCACCATCTG    	
      4614	    30	 100.0	    36	..............................	TTAATAAGGTTAAGGCTGCAATGAACCTCTTTTGCA   	
      4680	    30	 100.0	    34	..............................	CTACATTACGTGGGTCAATGTTGTAGATGTCTGT     	
      4744	    30	 100.0	    35	..............................	TTAGGCAAAATCTTGTTCACACTACCTGTATTACT    	
      4809	    30	 100.0	    34	..............................	ATCAATCTATCTATTTTATGAAAATACAAAGTTG     	
      4873	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA   	
      4939	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA   	
      5005	    30	 100.0	    35	..............................	ACTGATTTCGAGTGCAAATATAAACACTATTTTCT    	
      5070	    30	 100.0	    35	..............................	TTTATGATTGAGAGATAAGTATCAACACGCTTCTT    	
      5135	    30	 100.0	    34	..............................	TCTTAAGAATGAAGCGCTTCCTGATGTCGTAGCT     	
      5199	    30	 100.0	    35	..............................	TCTGCTATTTCTCCGCCAGCTTCCAAGCTTGGCCA    	
      5264	    30	 100.0	    34	..............................	TTTAATTAAGAAAGGTTGCTCTCTCGGCTTGACG     	
      5328	    30	 100.0	    35	..............................	GAAGAAGCAGAAGACAAAACGGCAACAGTTGAAGA    	
      5393	    30	 100.0	    34	..............................	TGCGCTTTGTTGGTATCTATACGGAGAATGGCTA     	
      5457	    30	 100.0	    36	..............................	AAGAAATATATATCCATACTAGATGCAGGCGAAAAC   	
      5523	    30	 100.0	    36	..............................	GCGTTAATCTGTTCTGCCTTTTTAGCCCAGTATTGA   	
      5589	    30	 100.0	    36	..............................	AACACATTACGTTTAGGAAATGAAAAAGAACTATGA   	
      5655	    30	 100.0	    35	..............................	ACTCTGGGTGTTTGGTTGCCATATCCTGCATCATG    	
      5720	    30	 100.0	    35	..............................	ATGCGGACGGAGAGAGTTTGTGCCGTATTCTCCAA    	
      5785	    30	 100.0	    35	..............................	ACTCAAATGTGAAAACGAACACAAATTTGACGTTT    	
      5850	    30	 100.0	    36	..............................	TTTTGTGGGTCTTCGGTGAAGAATACTGTACAAAGT   	
      5916	    30	 100.0	    34	..............................	GACTTTGCAGGAACTCATTCTGTTCTCGCCGCAG     	
      5980	    30	 100.0	    35	..............................	TTGTATGTGCAACTATTCGCAACAAACCTTGATGC    	
      6045	    30	  96.7	    35	....................A.........	TTTTCTACGCTCGCTATATGAAAAGTTGAACGTGC    	
      6110	    30	 100.0	    36	..............................	TTATTGGATATGGGTACAAATCAGCAGCAGCCGCAG   	
      6176	    30	 100.0	    35	..............................	TTTGGAAATTAAAGCCGAAAGTACAATCAAAGAAG    	
      6241	    21	  70.0	     0	.....................---------	-                                      	Deletion [6262]
      6262	    30	  86.7	    35	AA.TG.........................	GTAAAATCAACATCAGTTCTAATCGTACCTTTATG    	
      6327	    30	 100.0	    36	..............................	ACATCGGAGCCGGCATGTTCTAATCGTACCTTTATG   	
      6393	    30	 100.0	    36	..............................	TAGTACGGGTGTTGCAGTTCTAATCGTACCTTTATG   	
      6459	    30	 100.0	    36	..............................	CTTCCTTAGCCTCCAAGTTCTAATCGTACCTTTATG   	
      6525	    30	 100.0	    36	..............................	CGAAGAGAACAGTATGTTCTAATCGTACCTTTATGG   	
      6591	    30	 100.0	    35	..............................	GAAGAATAGGCGTGTTCTAATCGTACCTTTATGGA    	
      6656	    30	 100.0	    34	..............................	ACTGGTTCAGCAGTTCTAATCGTACCTTTATGGA     	
      6720	    30	 100.0	    34	..............................	TGCGCTGTCAGCGTGTTCTAATCGTACCTTTATG     	
      6784	    30	 100.0	    36	..............................	TGCGATAGTGTAAGGTTCTAATCGTACCTTTATGGA   	
      6850	    30	 100.0	    34	..............................	CCACATAAACTCGTTCTAATCGTACCTTTATGGA     	
      6914	    30	 100.0	    34	..............................	GGCTATTATTATCCGGTTCTAATCGTATCTTTAT     	
      6978	    30	 100.0	    17	..............................	TGCGCAAATAATCAAGT                      	Deletion [7025]
      7025	    30	 100.0	    36	..............................	TAATGACCTAAGATATATAAAAGAAAACTATCAGAA   	
      7091	    30	  96.7	    34	........T.....................	TACAGATTGAGGCGGTGGTTATAGACATATCCAC     	T [7092]
      7156	    30	  96.7	    34	........T.....................	TACTATCAAGTCCGTGAGCAACATCTGATACTTT     	
      7220	    30	 100.0	    34	..............................	AAGATGTATCGCGGAGAAACCTTAATCAACTCAG     	
      7284	    30	 100.0	    34	..............................	ACCACAAACCTCTGCTCCTTGGGAAAATCCTTGA     	
      7348	    30	 100.0	    35	..............................	TTCAGCTTCACCGGTGCAAGAGGTATCTACGATGG    	
      7413	    30	  96.7	    39	........T.....................	ATAGACAATATGTATTGAGTTAATTCCGAACAAAGTTCT	
      7482	    29	  86.7	     0	AA.......................-..T.	|                                      	
==========	======	======	======	==============================	=======================================	==================
       114	    30	  99.4	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   CAAAACCTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCACAAACCTATAGATTCTTAGGACATCTATTCCTTAAATCTTACGGG
# Right flank :  CAGAAGTACTGATAGCTTTAGTATTATACCGCCATCTCTAGTTATGAGTGTTCAGAATGTGTCTCCTCCTGCCACAGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAGCTATCGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAACTATCGCATTCGTCTCCTCCGGTCACCGGATTCGACTCCTTCAGCCACCGGATTCGTCTCCTTCAGCTAATGCATTCGACTCCATCAGCCACTGCATTCGACTCTTTCAGCTAACTCAGCCGTCTCATTCAGCTAACTCAGTCGTCTCCTTCAGCCACTGCAGCCGTATGTGTCAACTCAATGAAGTAGATGAACTCGTGAAATGAAGTAGATGGACTCGTGAAATGAAGTGGATGAGTTCGCATAATGAAGTTCATGATTTCTGCACAATTGCCAATATATGCGAATGGTAAAGCAAAAAGTGGTTTACTCCTACCTTTATGATTCTTATACGAAAATGT

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.97, 5:0, 6:0.25, 7:-0.02, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-12] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [63.3-63.3]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 1419-17 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_16566 id=97187065 bin="js4906-26-3_S26_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1418	    30	 100.0	    34	..............................	GGTGGCAAAGCACTTGGTTTTTCTGCACCTAACA   	
      1354	    30	 100.0	    34	..............................	GTCATAAACTGATTATCCTTAAGAAAACGATTAT   	
      1290	    30	 100.0	    37	..............................	AATATTAGACTTGACACACGTAGGGCATTAAAAGATG	
      1223	    30	 100.0	    36	..............................	TAATGATAAATTGTTTTTTGTTCGCGTTCGGTTGTG 	
      1157	    30	 100.0	    34	..............................	TTCATCTCTTTATAAGTTGGAAAATGGTATTAAA   	
      1093	    30	 100.0	    35	..............................	TACGAAGATGAAGGAACTTGAGCGGATTGAAAAAC  	
      1028	    30	 100.0	    36	..............................	ACATAATAAAAGGAAAAATCTATGAGTGCAGAAATA 	
       962	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA 	
       896	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA 	
       830	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA	
       763	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT	
       696	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA   	
       632	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA  	
       567	    30	 100.0	    37	..............................	GGTCGTCGCCTGGATATACCTCCTGATCGAGCTGCAA	
       500	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT  	
       435	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG   	
       371	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA 	
       305	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA	
       238	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT   	
       174	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA   	
       110	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT   	
        46	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        22	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   GATGATATAATTAATGTATATCAT
# Right flank :  TTTTTTTCGAAGATACG

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [18.3-35.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.77   Confidence: HIGH] 

# Array family : NA
//


Array 1 1786-59 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_12207 id=97189706 bin="js4906-26-3_S26_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      1785	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      1719	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      1650	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
      1583	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
      1519	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
      1455	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
      1390	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
      1325	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
      1257	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
      1193	    30	 100.0	    36	..............................	GCGTATAACAGCCCCAAAACCCCGCGCAGGAAATAG   	
      1127	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
      1063	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
       996	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
       930	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
       866	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
       802	    30	 100.0	    38	..............................	ATGTCATGACCGTCGAAACGTACTCCCATGTGTAGAAG 	
       734	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
       669	    30	 100.0	    33	..............................	TGTTTATATGGGTCCCACTGCTTCATGAGAGTT      	
       606	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT    	
       541	    30	 100.0	    34	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTT     	
       477	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA     	G [475]
       412	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC   	
       346	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT    	
       281	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG    	
       216	    30	 100.0	    33	..............................	TGCTCATAGGCGATTGAGGCTTCAAGTCCTCTT      	
       153	    30	 100.0	    34	..............................	TAGTATGATGATAATTCGTAATAATGAACTAATT     	G [151]
        88	    30	 100.0	     0	..............................	|                                      	
==========	======	======	======	==============================	=======================================	==================
        27	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   AATTGAAATTTTTTTCGAAGATACGTGTTTAATAACAGTGGTT
# Right flank :  TTAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCAGGTTTAATCGTACCTTTATGG

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [2-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [68.3-55.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 1493-356 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_12931 id=97190430 bin="js4906-26-3_S26_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1492	    30	 100.0	    37	..............................	GAAACATTAAAATGAAGACGTATGAAAAGGAAAGAGA	
      1425	    30	 100.0	    35	..............................	TATAATGAGGTGAAGGATGCAGAGGTACTGAAGGG  	
      1360	    30	 100.0	    35	..............................	GGCGGTGGCGGTGCTCCTCCTCATCGGTGGCATAT  	
      1295	    30	 100.0	    35	..............................	CAGCAAGCTACTGCACAAGCACCAGCAGGGGTAGC  	
      1230	    30	 100.0	    35	..............................	CCCGAAGGCTTTGCCGGAGGCGTAGTGATGGTAGA  	
      1165	    30	 100.0	    37	..............................	AGCGATGTCAGACCAATATCCTTCCATCTGCACTGGT	
      1098	    30	 100.0	    34	..............................	TCAGGAGATGGTCCGCTAGGCACCTGCGAGCGTA   	
      1034	    30	 100.0	    34	..............................	TTCGTATTAACCGATTGCAGATTATCTTCTCTGT   	
       970	    30	 100.0	    36	..............................	AATGATAGAAATAGTTTTTTTAATCAAAGTAATTTA 	
       904	    30	 100.0	    35	..............................	TTATCTGTATATCCGCCATCCGGCTCAAACTGGTC  	
       839	    30	 100.0	    34	..............................	TTTAGGGCTTGATCTATGAGAATCTTGGAACCTG   	
       775	    30	 100.0	    36	..............................	TACGTAAGCTTGATGCCGTGGAAGGTGATAGCGCCC 	
       709	    30	 100.0	    34	..............................	CAGGTTACGGATTCATCTGTTTTATGGTTGAACA   	
       645	    30	 100.0	    34	..............................	GCAGTATTCCACACATTTTCTTTAGTCTGAGCGC   	
       581	    30	 100.0	    36	..............................	TTTTGAGCAATCGTTGCCCAGGTATGGCGAAATGTA 	
       515	    30	 100.0	    34	..............................	ATGGTAATCAACCGAGGAGCAGGTACGAAGGAGA   	
       451	    30	 100.0	    35	..............................	AGGAGTTATATCATTATTCATAATCACCGCATTTT  	
       386	    29	  93.3	     0	........................-.C...	|                                    	CT [358]
==========	======	======	======	==============================	=====================================	==================
        18	    30	  99.6	    35	GTTCTAATCGCACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   TTCTTGGAAAAGAAAGAATGACTACCGATAATTTCTTATAAAGAGTTGTCGATGTGGTTCTATTTTGCCGTTTTGAGTTCGGCAAAACCTCCGAAAGTGCTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAATATTTTTTTGTATCTTTGCACCCACAAACCCATAGATTCTTAGGACATCTACGCCCAAGACTTAACG
# Right flank :  TTGAATGCTGGCTCGTAGCGGTCGTATTTCTTCACCCACTGCTGCATGTTGTCACTCTTGGCTATGCGAGTTGTTCCGCCGAAGTAAGAGAAGGCATCGGATATACCACCGAAGAAGTTCTCCATGGAAACGTTGTACATAGCCTTTGCAAATCCCAAGCCGCTGTATGGCAGGATACAGACCAAGCCGACAACCTTGGTTAGCTCACCTGTCTTCGGGTCAGTAAGCCGCAGGGCATCGCCGGCGAAGTCAATCTTCATCTCTTCCCCAGGAATATAGGTGTTATGGAAGCTGAGGTTGTGTGAGTACTGATACTCACGGATTGACTTCTTGAACTGGGTGTATCCATATCCGTC

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGCACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:66.67%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.70,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [4-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [48.3-55.0]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 3433-599 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-3_S26_scaffold_5236 id=97192735 bin="js4906-26-3_S26_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      3432	    30	 100.0	    34	..............................	GGCACTACTGATGGGGTAATGCGTACATCAAGAG    	
      3368	    30	 100.0	    36	..............................	ATCAAGGATTTGGCGTTACAGGCAGTGATAGAGTTC  	
      3302	    30	 100.0	    35	..............................	GTCATTACGTTAGTACGTCCGTTATTGACATTGTT   	
      3237	    30	 100.0	    36	..............................	AAGGTCTGTTGAGAGTTATGTGCAGCAGTATCCGAA  	
      3171	    30	 100.0	    35	..............................	CAAGGTTCTGCGTAATAAAATGCTCTGCATCAAGC   	
      3106	    30	 100.0	    35	..............................	GACTGAAGGCTATTAATAGCTTCGCGAACAGCCTT   	
      3041	    30	 100.0	    34	..............................	AACTCCATAGTTGTATTATTGTCAAAACTCATAT    	
      2977	    30	 100.0	    35	..............................	AGATTAAAAAATGGTCTCTTATGCGTTCCGAGGAG   	
      2912	    30	 100.0	    35	..............................	TGTTTACGTTTAGGAAACATGAAGCCGAGACGATG   	
      2847	    30	 100.0	    35	..............................	TTGAAAAGGCTAAACTTGCTACAGGTGTTTACGGT   	
      2782	    30	 100.0	    34	..............................	TACTTTAACGACCGTATTTTCTATAATAAACATC    	
      2718	    30	 100.0	    35	..............................	GAACTAAATACTTACAATTACCATGAGTATACTAA   	
      2653	    30	 100.0	    35	..............................	TCAAGCTAAATGGCGTTAAATGGCACAAACTGGGT   	
      2588	    30	 100.0	    37	..............................	ATTATTAAATATGTTCCACATGTCTTCACTAATAGAT 	
      2521	    30	 100.0	    34	..............................	CGGTATTGTCAATCGGTACAAACTTTCCGACCTC    	
      2457	    30	 100.0	    34	..............................	TAAGTATCGTAGTATGCCTTATAGAAAGACAAAA    	
      2393	    30	 100.0	    36	..............................	AGTGGAGCGATACAAATCACGACATGCCTCGCACTT  	
      2327	    30	 100.0	    35	..............................	TTTTGTCCGAAAGCGGTATTAATACCAGCTTGTTG   	
      2262	    30	 100.0	    37	..............................	AATACATACGGGCAAAGCTCGGTGTAGGCATAGGAGC 	
      2195	    30	 100.0	    36	..............................	CAAATTGTGTTGCAAGCTTTACGTATGTGCGAGAAC  	
      2129	    30	 100.0	    36	..............................	ATCTGCGCAAGGTGGCTTCCGGGCAGTATTGGTGTA  	
      2063	    30	 100.0	    34	..............................	ATGGTATTTCTGTTGATTACTCAGATTCTAAAGT    	
      1999	    30	 100.0	    36	..............................	TGTGGAATAAATGCTGCGCTTGCAGTCAAACACCGG  	
      1933	    30	 100.0	    38	..............................	ATTATTAAATATAGACCACATATCCTCACTAATGGACT	
      1865	    30	 100.0	    34	..............................	TAATGTACAATTTATAAGCTTGAATGATAGAATC    	
      1801	    30	 100.0	    35	..............................	AAGCAGAAGGAGCAGCAGGCGAAGAAATTTGTGGA   	
      1736	    30	 100.0	    38	..............................	ATATTAATAACAATTTAAATCATACTATTATGGCAAAG	
      1668	    30	 100.0	    36	..............................	AACTTCCGTGAGCGTTACGAGGACAAGAAGAAATCT  	
      1602	    30	 100.0	    35	..............................	GAACAAAATACTTATAATTATCATGAGTATACTAA   	
      1537	    30	 100.0	    35	..............................	GGTGAATATTCAAATACAAAACATTACACCAATCC   	
      1472	    30	 100.0	    35	..............................	ATCGGTACAGGCTTCCGACAACTATTCTAAAGTTG   	
      1407	    30	 100.0	    36	..............................	CAGTTACGTCTTCTTCAAGCAAACCACAGCCAATGG  	
      1341	    30	 100.0	    36	..............................	TTGAGGAGATAAGCCTATTGTGGCAGGAGAGTCAGT  	
      1275	    30	 100.0	    35	..............................	AAGCCTAAATTATTAGACTTGTAGGACTTAGGAAG   	
      1210	    30	 100.0	    36	..............................	ATTCAACATGTGGAACAACAGACTACAGTGGAAGTA  	
      1144	    30	 100.0	    36	..............................	AACTGTTCGCACTGTAGAGTACGCAAAAGACAATGA  	
      1078	    30	 100.0	    36	..............................	CGATTTCGTAACCAGTTGGCTGGTGCTAAGTATGTT  	
      1012	    30	 100.0	    34	..............................	TCTACCTCTGCGCCTTAGCAGTGCAGTTCCTGAT    	
       948	    30	 100.0	    34	..............................	AAATTAAAACAGGCGCACATATTAGGCGCAGAAT    	
       884	    30	 100.0	    35	..............................	TAACGACGGAGACAACACTATCACGCTGCTGCTCA   	
       819	    30	 100.0	    33	..............................	AACTCACGATAAGAACGTACCTTAAGACGGTTG     	
       756	    30	  96.7	    34	...A..........................	GCAGTAGTCTCAATCGGAATTATCGACCCTGCAA    	
       692	    30	  96.7	    34	...A..........................	TCGCTTGGTTTAATGACACTCAATGCTCTTGCTG    	
       628	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        44	    30	  99.8	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   GACCTCCAGGAATAGGCAGGTTGTCGTATGACCGCAGAAAAAATATCATTAGACATCGACATTTTTTCTGAAGTATTTTTGTATCTTTACACTCGCAAAACCACTGTATATATAGACATTTACATCTTAGATTTAATG
# Right flank :  ATAATACATACAGTACCGGAATATATTATCAGTTGATTTTCAGTATTATACGCTTTAAACGGTAGAAAAGTGACGGTATGGATTCTGATTAGATACGAAAATGTGAAGATTTAACGTATTTAACTTTCTATTACACAGAAATTCACGATTATGATTGGTATATATAATCATAAACTGGAGAACAAAATAATACGTTTCGTTCTTCTATATTTCGATTATTCTTTGTACATTTGTCACATTAATATATATATATTAATAATACACCTTAAAATAATAACCTATGCTATCTACACTCAAAAGATATTTTGGATATGATTCCTTTCGCCCACTACAAGAGAACATTATACGCCATATACTTAGCAACAAAGACTGTTTGGTGTTGATGCCTACTGGCGGTGGAAAGAGCATCTGCTATCAGATACCGGCATTGATGATGCCTGGTACGGCTATAGTTGTTTCTCCTCTTATATCTTTGATGAAAGACCAAGTAGAGAGTCTGC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [73.3-70.0]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 75-2272 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_16661 id=97234160 bin="js4906-26-4_S27_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
        75	    29	  76.7	    35	TAAAA.......-....C............	TGGTAAAACACATAGCCACAGATGCGGATGCCCAT   	A [78]
       140	    30	 100.0	    36	..............................	AGCTAAACGGCGTTTATTTAAAAGGTGTATAGAGGT  	
       206	    30	 100.0	    35	..............................	GTAGAATTAAGCGGTGAAGACTGACCAATTTTATA   	
       271	    30	 100.0	    34	..............................	GGAGCCAAGAGTCTTGAGATAATTCGCGTTGACG    	
       335	    30	 100.0	    36	..............................	TACTCAGAATCCTGTCGGTCGGGATTGGTAAAGTTG  	
       401	    30	 100.0	    35	..............................	TGCCTGTAATACTCAAGGAGACACCTTCTTTCCAT   	
       466	    30	 100.0	    34	..............................	AAAGAAAAGATTGACATTACACCAAAGAATGTAG    	
       530	    30	 100.0	    38	..............................	ATCTGACAATTGAGGACAGAACTATCAACAAAATTAGA	
       598	    30	 100.0	    35	..............................	ACTTATAACTTGAACTACCCTATTTACATGTTAAT   	
       663	    30	 100.0	    34	..............................	AGACGAGAATCCCGAAGATGACTGCTGCGACTTG    	
       727	    30	 100.0	    35	..............................	TTAATATTACTGTAGACAAGGTAACGGGTCCGCAG   	
       792	    30	 100.0	    34	..............................	TTAATCTGAGAAACCTGTTGCTCAACATCAATAT    	
       856	    30	 100.0	    37	..............................	TATTTTTATGACTTGCCTTCTGTTGAACGTTTATTTA 	
       923	    30	 100.0	    34	..............................	GAGCGTGAAAAGCCCTGCAAGTTGTGACGTGTTA    	
       987	    30	 100.0	    36	..............................	ACCGTTGGGCCGTCGGTCCACGATAATTCAAAATCG  	
      1053	    30	 100.0	    38	..............................	GTCTTGCGGGCGGTTGCTTTACCGTCTTTCTCCATCTT	
      1121	    30	 100.0	    36	..............................	AGTGAAACGGAAACGGGTTGCAAAGGAACATTAGCA  	
      1187	    30	  83.3	    27	............AGG.G............C	CAGGTTCGTTGCAAAGGAACATTAGCA           	AAAA,AAA,TA [1198,1211,1215] Deletion [1244]
      1253	    30	 100.0	    38	..............................	GACGTTAGCTTAACTGGCTTGTATAGCACATCATCAAA	
      1321	    30	 100.0	    35	..............................	AACTGTGCAAGAGCCGAGTTGTAACGCTTCACCAT   	
      1386	    30	 100.0	    35	..............................	GTAACATCATAGCCCAACGCGTCAAACTCAGGTTG   	
      1451	    30	 100.0	    36	..............................	AGTGCATCCTTAACGTCTTGCACCTGTTTTTCTTCT  	
      1517	    30	 100.0	    34	..............................	TTCAGTATTACACGGTCGCTACTCAGGTTGCCGT    	
      1581	    30	 100.0	    38	..............................	AACTCCATAGGTTTGAACTGTTTAGCTTTTTCGTAATC	
      1649	    30	 100.0	    35	..............................	TAACCTAAACCCTTAAAAATCTTAAGAAGATTTGA   	
      1714	    30	 100.0	    35	..............................	TTAAGTGTAGCATCACCAAAATCAACCTTGGCAAT   	
      1779	    30	 100.0	    37	..............................	GGTACAAATAAATCGTCTTTCGTTACTGCCAAATAAC 	
      1846	    30	 100.0	    35	..............................	ACGTCAACCTTGCCTATCTCGCCGTCCTCCAACTT   	
      1911	    30	 100.0	    34	..............................	AGAGCAGAATAAGTAGAACCGTCGGCATTGAAAA    	
      1975	    30	 100.0	    38	..............................	TTGTGCCTTACGGACGCTCGTTGACAGCGGGCAAGACG	
      2043	    30	 100.0	    36	..............................	AGCAAGGAAGGAAACGCCTCATTCAACTCATGGAAA  	
      2109	    30	 100.0	    38	..............................	TTATTAACAGCGAGATAACCTCGTTCACGTCCATTCCG	
      2177	    30	 100.0	    35	..............................	TCATTTCGATGACTTCGCGAGGTGTTGGGAAGAAA   	
      2242	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        34	    30	  98.8	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   TACATTCTGTTTATTTCTAATTCGTAACCTCTTCTTTTTATGAGATAAAAACTTATCTCATTCTCAATCACTTAT
# Right flank :  CATTTATTAGTTAGGGGGTCCAGTTCGTTGTACCAAATTTAGCTCACTTTCCTAAGCGTTTTGGTTCGTTCTGTAACCCAGTTTTTGGACAAGTGCTCGGTTGACCAAGTACTGATGTCCTTCAGTTTAACATTTA

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.94, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [8-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-58.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.77,0.41   Confidence: HIGH] 

# Array family : NA
//


Array 1 159-5458 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_4892 id=97239391 bin="js4906-26-4_S27_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
       159	    30	 100.0	    34	..............................	TTTGGTATTTTATAGATACCTAATTTGTCCAAGT    	
       223	    30	 100.0	    34	..............................	CTTATAAATATACAAGAAATATTCATTTTGTTAT    	
       287	    30	 100.0	    34	..............................	ACATATTTGCAAAGTGTTTGGGGCTGATATTGTA    	
       351	    30	 100.0	    34	..............................	GCAAGACCACCTATTAAATTACCAGCAGCAGAAA    	
       415	    30	 100.0	    34	..............................	TCCGCAGCAGCACGAAAGGCGGAAGCATAATTTA    	
       479	    30	 100.0	    34	..............................	AGGTATACGCACACGTTCCGTTGTGCCTATCTTG    	
       543	    30	 100.0	    34	..............................	AGCGTTCATACTATCGGTAGGACGGAGATAATCG    	
       607	    30	 100.0	    38	..............................	GACGCAGATTATAATTCTTTTGGTATTGACCCACACAA	
       675	    30	 100.0	    36	..............................	GAAAGAAACAAAGAAGCTAGTGTTTTTCATAGGTTT  	
       741	    30	 100.0	    35	..............................	GTGGTGTTTCTAATGCTACCAGTCAGTTTTTTAAT   	
       806	    30	 100.0	    36	..............................	TAAGAAAGGTATTATATATTAATTAATTAAACATTG  	
       872	    30	 100.0	    34	..............................	TGAACAGACAAATTGCGAACAGCAACGCAAGTAT    	
       936	    30	 100.0	    36	..............................	TTCATGAAGTTATTAGAAAGTGTTCAGACGATAACT  	
      1002	    30	 100.0	    34	..............................	TTCATTATTAGCTATATTAATATCAAGTAAATGC    	
      1066	    30	 100.0	    34	..............................	ACTGGAAATAATGTCATAATGCATCAAGGGAAAA    	
      1130	    30	 100.0	    35	..............................	ATAGTCATCTCGGCAATATTACGTTGAGCAGGCAA   	
      1195	    30	 100.0	    34	..............................	ATGGGTTGTTCAACTCATAAAGAGGGTTTCTATA    	
      1259	    30	 100.0	    38	..............................	GTAGTCTGCAATTTTCTGCCCGCCTGTTCGTCCTGATA	
      1327	    30	 100.0	    34	..............................	AACTTTTTAAGAGCTTCCTCCTCGCTGATTCTCT    	
      1391	    30	 100.0	    36	..............................	ACAAATCGGGATGCATAATACTTATTATAATCAAAC  	
      1457	    30	 100.0	    34	..............................	ACTATAAACTGATTCCATTGACGACATAACGTGC    	
      1521	    30	 100.0	    34	..............................	TTAAAACATCTGACCCTTTGGACAAAACAAAAGG    	
      1585	    30	 100.0	    34	..............................	CACAAACCTCTCCGTCTTTGAGCCTTTTCCGTCT    	
      1649	    30	 100.0	    37	..............................	AAGCAAAATATCTTCATTTAAATACTGCTGACGAACA 	
      1716	    30	 100.0	    34	..............................	TATCATGTTTATGGTTTACCTTGGACTAAATAAA    	
      1780	    30	 100.0	    33	..............................	CTCCTAGTTCTAGTGGTAAAAGTTGGCTTGATG     	
      1843	    30	 100.0	    35	..............................	TGATAAGAAGTCGATGAGACATTAGGTCTCTGAAT   	
      1908	    30	 100.0	    35	..............................	CAAAGATCGTTCGGCTTTAGGTTTTCAGTCTTTTT   	
      1973	    30	 100.0	    35	..............................	TTGGTAGCAAAGAATCTTTGGGCAACATATACCAC   	
      2038	    30	 100.0	    33	..............................	AGTCACCTCAATGGCATCAATGTTCAATGGTTG     	
      2101	    30	 100.0	    37	..............................	TAAAGTAAATGAATAAATAGCATGGGAAATTTTCATT 	
      2168	    30	 100.0	    34	..............................	CCATGACAGCAAAGGGATATATAATAGCTTAAAA    	
      2232	    30	 100.0	    34	..............................	GTAATCGACATTGGTCGAATAGAACGGCAAGACG    	
      2296	    30	 100.0	    37	..............................	TAATGAGCTCGAATCTGAGAGCCATAATCACCATCAC 	
      2363	    30	 100.0	    35	..............................	AAGGACGTGGTGTCGCTTGCGCTGGGTCACTCGTT   	
      2428	    30	 100.0	    37	..............................	TCTATCAGATCGACGGCTTCTGCTGCAGCCATACGGT 	
      2495	    30	 100.0	    36	..............................	AAAAGAAGACGATCGCCAGGGCACAGGGAAAAAAAT  	
      2561	    30	 100.0	    37	..............................	TACGTTTTAAGCGCATCAATAGTATCATTAGCAGAAA 	
      2628	    30	 100.0	    37	..............................	TTAACATCAAAGACTACAAATCAGGTTATGTATATGA 	
      2695	    30	 100.0	    34	..............................	CCCACATAGGCAACGTTGATGGCAGAGGAGTTAT    	
      2759	    30	 100.0	    34	..............................	TTTTAAGGAGTTCCAGGATCTACCTTGTTTTGAT    	
      2823	    30	 100.0	    35	..............................	ACCGTTCAACTGTCCGTGTACCTCATCAACGCATG   	
      2888	    30	 100.0	    35	..............................	TCACGAGAACGAACAGGCACAACAACATCACGAGA   	
      2953	    30	 100.0	    35	..............................	TACCCAAGCAGGTCGAAAAGACGTTGAGAACCTAA   	
      3018	    30	 100.0	    35	..............................	TACTGAGCACGAGGAAGCACACCGAGAAAATAGTC   	
      3083	    30	 100.0	    37	..............................	GCGGGTACGTGGCATACGTTGCCAAGCACGGCTACCA 	
      3150	    30	 100.0	    36	..............................	ACTGGATATGGATGGTCTGGTCCTTGCCTATGCCCA  	
      3216	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3280	    30	 100.0	    34	..............................	ACGATAAACTGATTCCACTGACGGCAGAGGGTAC    	
      3344	    30	 100.0	    36	..............................	ATTCAACTTCTAACGCTACAATCGCAAAAGTTGATG  	
      3410	    30	 100.0	    35	..............................	TTAGAACAATTTCTTATGAATTGGGCAGAAGTTTT   	
      3475	    30	 100.0	    34	..............................	GTCCTCGATGTAGTACTCATTTTTGTCAATATCT    	
      3539	    30	 100.0	    37	..............................	CTCGGACGAGTAATATTCAAGTTTGTTCCGTCAATAA 	
      3606	    30	 100.0	    36	..............................	ACAAAATGAGTGCTGACGTGATATTATATTTTTGCA  	
      3672	    30	 100.0	    37	..............................	AGGACTTGGCCTCAGACATCTTTCTGCCGCCATTCTT 	
      3739	    30	 100.0	    34	..............................	ACATGATACACCCACCAGCACGATAGCAAGATTA    	
      3803	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3867	    30	 100.0	    33	..............................	TATTGTGGATTTGGCAAAACACCGTTATAGGCA     	
      3930	    30	 100.0	    34	..............................	AACAGAATAAGACTCAACTAATGAGAACAAATCT    	
      3994	    30	 100.0	    35	..............................	TAACAAAATATCCTCATTTAGATATTGCTGGCGAA   	
      4059	    30	 100.0	    35	..............................	TATTGTCTGCGCTTCACCGTGATGCGTCTAGGGCT   	
      4124	    30	 100.0	    35	..............................	CGTTATTGTGAGTATAAAACCTCGTTTGATAGGGT   	
      4189	    30	 100.0	    36	..............................	ACACGATATAACATACTTCTTGCCCTTTGTTATCCT  	
      4255	    30	 100.0	    36	..............................	CATGTAAGATAATTAAAATCCAAATAAGGCAAATTA  	
      4321	    30	 100.0	    35	..............................	ATAAGAGTAAGGGCATAAATCAACACCTTAACAAT   	
      4386	    30	 100.0	    36	..............................	ATGGAAGTGTGGGACTACTACGATATGCTTAACTCT  	
      4452	    30	 100.0	    34	..............................	CTGGACGGAACGGACAACGAGGTATTGAAGTCGT    	
      4516	    30	 100.0	    34	..............................	AGCTATGCTTGAGGTACAAAAGGTACATACAGAA    	
      4580	    30	 100.0	    35	..............................	ATGTTTGGAACTATCCGAATCGAGGGTACAGAAAG   	
      4645	    30	 100.0	    36	..............................	CTACGAATATAGCTATATCTTTACCAAAATTTAAGA  	
      4711	    30	 100.0	    37	..............................	AAGGTAATTACAGAAAAGTATATGATGGAGTTCTTAA 	
      4778	    30	 100.0	    35	..............................	ATTGCAATAACAGAGAATAGTGTTTTTGTTTCTCA   	
      4843	    30	 100.0	    37	..............................	AGATTCACTGCTTATGATTCAAAAGATGTTGATTCAA 	
      4910	    30	 100.0	    36	..............................	TTATAACCAAGTTTGAAAGTATCGCCTGGATTTACC  	
      4976	    30	 100.0	    34	..............................	TAGGTAAATAGCTTCTGCTTCATCCTCACAAAAG    	
      5040	    30	 100.0	    34	..............................	AAGTGAAAAACTCACTTTTTATCGTTACATTTAC    	
      5104	    30	 100.0	    34	..............................	GCGTTACGCAAACGCATAGCTTGCGCGGTAGGGT    	
      5168	    30	 100.0	    37	..............................	GAAAGGACTTTTTTCCAGTAAGACGAACCATCAGAAG 	
      5235	    30	 100.0	    34	..............................	TTCTTACGCTCTATCTTACCGAAAGCACATACGC    	
      5299	    30	 100.0	    35	..............................	GATGTTGATTATAGTAGTTATGGTATTAATCCTTT   	
      5364	    30	 100.0	    36	..............................	TTGCTTAGTTATGGCTACCTTGGAGAAGTCCGCCAG  	
      5429	    28	  76.7	     0	--.....................ACCTT..	|                                     	C [5450]
==========	======	======	======	==============================	======================================	==================
        82	    30	  99.7	    35	GTTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTGTATCTTTGCACCCGTAAACCTATAGAGTCTTCGGGGGTGTATGCCTTAGACTTAACGGG
# Right flank :  TATATAGTCTTGGACGAGGTGCAACTTGTAGAAGAATTTGTGGAGGTGATTCTTAGCTTGACGCGAGTGTTGACGGTTGGACTCTTAGATTTTCTGACAGACAAGGATTTGTTGAAGCAAGGTTAATCGCCAATGCCGTCTAAATGACTATATGAGTTACTTAAAAGTCCCTTTTAATAATTGGTTCAATTCCAGTAGATTACCCTTTGGTATGCTTGAATACCCACTCCAAACGTTCGGTGGTATAGCTTTTCTTGCATAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-7] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [53.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 8149-728 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_2925 id=97241424 bin="js4906-26-4_S27_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================================	==================
      8148	    30	 100.0	    34	..............................	TCAGTATGCATGGAATTAACAATAAATCTGTCAA                   	
      8084	    30	 100.0	    35	..............................	TGGTAAAGAAACGAAGACGGGTAGAACCTGGAACT                  	
      8019	    30	 100.0	    36	..............................	TAACGTCATCCATATCAGTAGTGAATGTTTCTCCAA                 	
      7953	    30	 100.0	    36	..............................	ATGGTATATGGAAAAGAGTTCTTCTGCGATATTGAA                 	
      7887	    30	 100.0	    36	..............................	TGTTCATTTCTACAAGGAAAAGTAAAAGTTGTACTC                 	
      7821	    30	 100.0	    37	..............................	TTTGCCGATGTATCGTTGCTTTCCTTCAGGTGATGGT                	
      7754	    30	 100.0	    34	..............................	TACTTATTATGCTCAGGTTCACGGAACCAAGAAT                   	
      7690	    30	 100.0	    36	..............................	TTTATCTGTTAGCGTAACAAAATAGACGTTGCGTAG                 	
      7624	    30	 100.0	    35	..............................	AAACGTAATGAATTTGGCTATGTTGTTGGTGTTCA                  	
      7559	    30	 100.0	    36	..............................	TAGATATTATTGCTGACAACACGACCAGCATCCCTT                 	
      7493	    30	 100.0	    37	..............................	CGAACAAGCAAGCTATGATCTGTTGGGCGGAAGGCGG                	
      7426	    30	 100.0	    34	..............................	ATGATGGAAGAGGGTGACACCTATAGCGGTTGGA                   	
      7362	    30	 100.0	    36	..............................	AGTGTATAGGGATTCGCCAACTATCATCACCATCTG                 	
      7296	    30	 100.0	    37	..............................	AAAATTGAGCCCGCAGCAGAAATAGCGGGACCAACAA                	
      7229	    30	 100.0	    34	..............................	ACCCTATTCTGGTTGATTCACATATTGGTATTAA                   	
      7165	    30	 100.0	    35	..............................	TTAATGGTGAGTGGCTGAGAGAGGGGTGTTCCTGT                  	
      7100	    30	 100.0	    34	..............................	CAAAGAAGACCTTCGACACGAAGCTGTTCAAGGA                   	
      7036	    30	 100.0	    37	..............................	TATTTATATTAGGTGTTCTGTCTTTACCGAAAACCCG                	
      6969	    30	 100.0	    37	..............................	AAGGGCATAAGGGATTTCAACGCCATCAGAATTGAGA                	
      6902	    30	 100.0	    37	..............................	TTCCCATAGCCAGCATATAGGCATACACCTCATTGAA                	
      6835	    30	 100.0	    53	..............................	TTTATGGAATTGAAATTTCCCATAGCCAGCATATAGGCATACACCTCATTGAA	
      6752	    30	 100.0	    34	..............................	GCGATTCTATCGCTGGTCCCCTCCCCCTCTTTGT                   	
      6688	    30	 100.0	    34	..............................	GTATATGGGGGGTATTACGCTATCTCATACGATA                   	
      6624	    30	 100.0	    35	..............................	AGGCAAATGATCAGGCAAATGCCGATAAGACCGAG                  	
      6559	    30	 100.0	    36	..............................	CTGGAAGTTTTGAGCCGCTTCAACGATTGGGATGAG                 	
      6493	    30	 100.0	    34	..............................	AGGTCAGGTTATGGTTGAGCTGCCAGAGTATTAC                   	
      6429	    30	 100.0	    35	..............................	TCTTGGCGAAGGAGATAGACTTGGCTCTCTCCAAG                  	
      6364	    30	 100.0	    37	..............................	AAGGTTACATTCATTGAGGAATCTCACCAGTACTTCC                	
      6297	    30	 100.0	    35	..............................	GAGTCAGGTTGGCGCAGCACCTCAGCCAGTTGGTG                  	
      6232	    30	 100.0	    34	..............................	TAGTATGTTAGTCGCATTCGACTTACACTATGTA                   	
      6168	    30	 100.0	    35	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGA                  	
      6103	    30	 100.0	    36	..............................	GAGTATCACTTCCCTTCGCCCATTAAGCTAGAGACA                 	
      6037	    30	 100.0	    35	..............................	GTCGAACTTAAATAAGAATAGCTTATGAGCGATAG                  	
      5972	    30	 100.0	    34	..............................	TTTTGGATTTCACCTCCTGCTTTCAGAGATTGCC                   	
      5908	    30	 100.0	    35	..............................	ACCTAAGTTGGAGATAGGTGCAAACATGACCGAGT                  	
      5843	    30	 100.0	    34	..............................	TGGTGAGGGTGAAGATTAGGTTGTTTTGCGCCTG                   	
      5779	    30	 100.0	    36	..............................	TTAGCTAGCTTCTCGAAACATCTTGCAAGATGTTCG                 	
      5713	    30	 100.0	    35	..............................	TGACATCTCCCCTAGTTCCGATTTCATCTACGAAT                  	
      5648	    30	 100.0	    35	..............................	TTTTGTATCAAAGATGAGGTCTAGTTTGATGCCGA                  	
      5583	    30	 100.0	    34	..............................	AAGTAATAAACAACAAACATTAATTCTTAAACCG                   	
      5519	    30	 100.0	    37	..............................	ATTCTGCATACCTAATGTTAGAGCAAGATATCCTCCT                	
      5452	    30	 100.0	    34	..............................	AGAAGAACCCGAATGGTTCCATGGCAAAGATGGT                   	
      5388	    30	 100.0	    36	..............................	CACTTAGTCTAGGTGGCCAAGAAACCAAAGTCTTGA                 	
      5322	    30	 100.0	    37	..............................	CATACATGCAGGCCAAGGCGCAGGTCACCGCCAACTT                	
      5255	    30	 100.0	    35	..............................	CATTATCACGGAGTTATCTTCTGTGACGACGAACA                  	
      5190	    30	 100.0	    34	..............................	GTTTAATCAGTTTGTTGTAGGTACAAAATACCCT                   	
      5126	    30	 100.0	    34	..............................	AGGGAAGCGCTAGCCGACAAAAAAGGACCTAACC                   	
      5062	    30	 100.0	    35	..............................	ACTTTAATAGAACGCTCAAGATACTTAGATTCAAT                  	
      4997	    30	 100.0	    34	..............................	AAGAGAAGCAGAAAGGCTAGTGTTTTTCATGGTA                   	
      4933	    30	 100.0	    36	..............................	TACATCTATCTTCTTCGCTCCCTCGATTGGTATCTC                 	
      4867	    30	 100.0	    35	..............................	ACAGGTGAATATCAGTTGGTAACAATGGCTCACAA                  	
      4802	    30	 100.0	    34	..............................	TACATACAACATTAAATTAATATTACATAATCGA                   	
      4738	    30	 100.0	    36	..............................	ATATTTTAAGAAGTGGGATATTCTGCACTTCATTAA                 	
      4672	    30	 100.0	    35	..............................	TGACTTCATTAATACACATGTATGCTAAAATGCCA                  	
      4607	    30	 100.0	    35	..............................	ATCTGCTACTCAAGTTGCTCCTGATATTGGTTCTA                  	
      4542	    30	 100.0	    36	..............................	TTTGGATCAAGAGTTTGGCAAGCTATAAGGGGTTTT                 	
      4476	    30	 100.0	    36	..............................	TAGGCAAAGTTTGTCTGAAGGCTATCGTGAGCGATA                 	
      4410	    30	 100.0	    37	..............................	GACATAACAGTTTGAAGCTTGCCTTCTGAGAATGATT                	
      4343	    30	 100.0	    36	..............................	GTCCTTCTGTTGGGTTCTTGGGTATATAGCCTCGAG                 	
      4277	    30	 100.0	    37	..............................	ACTACAAACTGATTAAACTGACGGCAAAGAACTCTCA                	
      4210	    30	 100.0	    34	..............................	TGCTCTACTAGAATGAGAATAATAACAATATAAA                   	
      4146	    30	 100.0	    36	..............................	AGATATCAGAATCAGAAGGCAAAACAGCAACATCAA                 	
      4080	    30	 100.0	    34	..............................	GAAGATAAAAAGAATGGTGTATCTTTGGCTGATC                   	
      4016	    30	 100.0	    36	..............................	GAAGAAGGGTCTAGAGGAAACATAGCCTCATTCTCT                 	
      3950	    30	 100.0	    34	..............................	ACCTGAAGCATGCGTCACTCAATGACCTCAACTT                   	
      3886	    30	 100.0	    35	..............................	AATTGTTGCCTTCATTGGATTGTCATTGGAGTCAT                  	
      3821	    30	 100.0	    36	..............................	GTCGCTTCGTCATTTTTCGAAGCTGTGCAGACACCG                 	
      3755	    30	 100.0	    36	..............................	TGGTGCAGGTTCCGTCCAGCGCAAGGTGGACAACAA                 	
      3689	    30	 100.0	    35	..............................	TTGGAAGCTAAGGAAGAGATTGCGGGCACCATCTG                  	
      3624	    30	 100.0	    36	..............................	TTAATAAGGTTAAGGCTGCAATGAACCTCTTTTGCA                 	
      3558	    30	 100.0	    34	..............................	CTACATTACGTGGGTCAATGTTGTAGATGTCTGT                   	
      3494	    30	 100.0	    35	..............................	TTAGGCAAAATCTTGTTCACACTACCTGTATTACT                  	
      3429	    30	 100.0	    34	..............................	ATCAATCTATCTATTTTATGAAAATACAAAGTTG                   	
      3365	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA                 	
      3299	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA                 	
      3233	    30	 100.0	    35	..............................	ACTGATTTCGAGTGCAAATATAAACACTATTTTCT                  	
      3168	    30	 100.0	    35	..............................	TTTATGATTGAGAGATAAGTATCAACACGCTTCTT                  	
      3103	    30	 100.0	    34	..............................	TCTTAAGAATGAAGCGCTTCCTGATGTCGTAGCT                   	
      3039	    30	 100.0	    35	..............................	TCTGCTATTTCTCCGCCAGCTTCCAAGCTTGGCCA                  	
      2974	    30	 100.0	    34	..............................	TTTAATTAAGAAAGGTTGCTCTCTCGGCTTGACG                   	
      2910	    30	 100.0	    35	..............................	GAAGAAGCAGAAGACAAAACGGCAACAGTTGAAGA                  	
      2845	    30	 100.0	    34	..............................	TGCGCTTTGTTGGTATCTATACGGAGAATGGCTA                   	
      2781	    30	 100.0	    36	..............................	AAGAAATATATATCCATACTAGATGCAGGCGAAAAC                 	
      2715	    30	 100.0	    36	..............................	GCGTTAATCTGTTCTGCCTTTTTAGCCCAGTATTGA                 	
      2649	    30	 100.0	    36	..............................	AACACATTACGTTTAGGAAATGAAAAAGAACTATGA                 	
      2583	    30	 100.0	    35	..............................	ACTCTGGGTGTTTGGTTGCCATATCCTGCATCATG                  	
      2518	    30	 100.0	    35	..............................	ATGCGGACGGAGAGAGTTTGTGCCGTATTCTCCAA                  	
      2453	    30	 100.0	    35	..............................	ACTCAAATGTGAAAACGAACACAAATTTGACGTTT                  	
      2388	    30	 100.0	    36	..............................	TTTTGTGGGTCTTCGGTGAAGAATACTGTACAAAGT                 	
      2322	    30	 100.0	    34	..............................	GACTTTGCAGGAACTCATTCTGTTCTCGCCGCAG                   	
      2258	    30	 100.0	    35	..............................	TTGTATGTGCAACTATTCGCAACAAACCTTGATGC                  	
      2193	    30	  96.7	    35	....................A.........	TTTTCTACGCTCGCTATATGAAAAGTTGAACGTGC                  	
      2128	    30	 100.0	    36	..............................	TTATTGGATATGGGTACAAATCAGCAGCAGCCGCAG                 	
      2062	    30	 100.0	    35	..............................	TTTGGAAATTAAAGCCGAAAGTACAATCAAAGAAG                  	
      1997	    30	 100.0	    36	..............................	AAGTGAGCTTCAATCTGAGAAGTAAAATCAACATCA                 	
      1931	    30	 100.0	    36	..............................	CTTTGGTAGGGTCGAGCTTTACATCGGAGCCGGCAT                 	
      1865	    30	 100.0	    36	..............................	TATTTAATGCTTGATGGCTCTAGTACGGGTGTTGCA                 	
      1799	    30	 100.0	    36	..............................	GCAGCTTGTGCCCGCGATCTCTTCCTTAGCCTCCAA                 	
      1733	    30	 100.0	    35	..............................	TATTGCTTTGGCCGAATGTTCGAAGAGAACAGTAT                  	
      1668	    30	 100.0	    34	..............................	GTGACAGGGATGCTGGCTGCTGAAGAATAGGCGT                   	
      1604	    30	 100.0	    34	..............................	GGCATTCTCTGCGCAGGAAGCAACTGGTTCAGCA                   	
      1540	    30	 100.0	    36	..............................	TATACAGCTCGATCTGCTTCTTTGCGCTGTCAGCGT                 	
      1474	    30	 100.0	    34	..............................	ATCTGCGCAGTTTCCTCAGATGCGATAGTGTAAG                   	
      1410	    30	 100.0	    34	..............................	AGTGCAGGAAACGACAGCCCAGCCACATAAACTC                   	
      1346	    30	 100.0	    37	..............................	TAAGGAAGGCACGGTGCTCGATGGCTATTATTATCCG                	
      1279	    30	  96.7	    36	............T.................	AAGAAGAGACGTGCAGCCGTGCGCAAATAATCAAGT                 	
      1213	    30	 100.0	    36	..............................	TAATGACCTAAGATATATAAAAGAAAACTATCAGAA                 	
      1147	    30	  96.7	    34	........T.....................	TACAGATTGAGGCGGTGGTTATAGACATATCCAC                   	T [1144]
      1082	    30	  96.7	    34	........T.....................	TACTATCAAGTCCGTGAGCAACATCTGATACTTT                   	
      1018	    30	 100.0	    34	..............................	AAGATGTATCGCGGAGAAACCTTAATCAACTCAG                   	
       954	    30	 100.0	    34	..............................	ACCACAAACCTCTGCTCCTTGGGAAAATCCTTGA                   	
       890	    30	 100.0	    35	..............................	TTCAGCTTCACCGGTGCAAGAGGTATCTACGATGG                  	
       825	    30	  96.7	    39	........T.....................	ATAGACAATATGTATTGAGTTAATTCCGAACAAAGTTCT              	
       756	    29	  86.7	     0	AA.......................-..T.	|                                                    	
==========	======	======	======	==============================	=====================================================	==================
       114	    30	  99.7	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                     	       

# Left flank :   CAAAACCTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCA
# Right flank :  CAGAAGTACTGATAGCTTTAGTATTATACCGCCATCTCTAGTTATGAGTGTTCAGAATGTGTCTCCTCCTGCCACAGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAGCTATCGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAACTATCGCATTCGTCTCCTCCGGTCACCGGATTCGACTCCTTCAGCCACCGGATTCGTCTCCTTCAGCTAATGCATTCGACTCCATCAGCCACTGCATTCGACTCTTTCAGCTAACTCAGCCGTCTCATTCAGCTAACTCAGTCGTCTCCTTCAGCCACTGCAGCCGTATGTGTCAACTCAATGAAGTAGATGAACTCGTGAAATGAAGTAGATGGACTCGTGAAATGAAGTGGATGAGTTCGCATAATGAAGTTCATGATTTCTGCACAATTGCCAATATATGCGAATGGTAAAGCAAAAAGTGGTTTACTCCTACCTTTATGATTCTTATACGAAAATGT

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [8-6] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [63.3-60.0]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 1300-36 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_37540 id=97246039 bin="js4906-26-4_S27_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1299	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT  	
      1234	    30	 100.0	    35	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTTG  	
      1169	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA   	
      1105	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC 	
      1039	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT  	
       974	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG  	
       909	    30	 100.0	    34	..............................	TGCTCATAGGCGATTGAGGCTTCAAGTCCTCTTG   	
       845	    30	 100.0	    34	..............................	TAGTATGATGATAATTCGTAATAATGAACTAATT   	
       781	    30	 100.0	    37	..............................	TAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCA	
       714	    30	 100.0	    36	..............................	ATAACAGATTGTGCAGAGACACGAGCAAAAGACACA 	
       648	    30	 100.0	    35	..............................	ATGTTAATGTCTTTTCCAATAACATATCTTCCTGT  	
       583	    30	 100.0	    34	..............................	TATGTTGTTAGCTTGTTTTCTAACATTTCTCCAT   	
       519	    30	 100.0	    34	..............................	ATAAGCACCTTAGACCCTGTATAGGCATAGTACT   	
       455	    30	 100.0	    34	..............................	TCAGAATAGAACCTAAAATAATCGAAATATTGAA   	
       391	    30	 100.0	    36	..............................	TCCAACAGACGCAAGCGCACTCTGCTGCCATCCACC 	
       325	    30	 100.0	    34	..............................	GGCAATGTGCCCCCACCTCGCTTTCTGGTCGGCC   	
       261	    30	 100.0	    35	..............................	ACATAACTGTTGCATACCTTGCCCAGTACCGAGAT  	
       196	    30	 100.0	    35	..............................	CCATTAACGCCATTTAAAGTAAGTTTATTACCAGA  	
       131	    30	 100.0	    36	..............................	CCTTGTATGTAGACCGAATCATAAATCTTTTGAATA 	
        65	    30	 100.0	     0	..............................	|                                    	
==========	======	======	======	==============================	=====================================	==================
        20	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   CATGAGAGT
# Right flank :  TTACTAAATGACTTAACCGTGATGTCGAGGGCTGAA

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: F [33.3-10.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.5   Confidence: HIGH] 

# Array family : NA
//


Array 1 1119-12 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_81981 id=97260944 bin="js4906-26-4_S27_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence                 	Spacer_Sequence                    	Insertion/Deletion
==========	======	======	======	================================	===================================	==================
      1118	    32	 100.0	    33	................................	CCATTTATACCACTTTGGTATAGTTTGCAGTCG  	
      1053	    32	 100.0	    33	................................	TGCCCTCCAAACTTTAATTAATTCGTCGATCAT  	
       988	    32	 100.0	    33	................................	AGACCGATAGCTACTACCTCGCTACCCATGTTA  	
       923	    32	 100.0	    34	................................	CTTGATGATGCAATTGCATTGCAAAACCAATCCA 	
       857	    32	 100.0	    35	................................	ATAATCACCTCGGATGGGATGCCAAGTTGTAACGC	
       790	    32	 100.0	    32	................................	ACGAACGCGACAAATTGGCGCAAGGTTGAAGA   	
       726	    32	 100.0	     0	................................	-                                  	Deletion [695]
       694	    29	  78.1	    34	---AATA.........................	TTGTGTTGCCGGGTCAAATATGGACGTTGAAAGC 	
       631	    32	 100.0	    34	................................	AATGACTTGTAATCAGAATGTCCAGTCCATCGGA 	
       565	    32	 100.0	    33	................................	ACGCCAAGATTATACGGTGGGTCGGCAATGATT  	
       500	    32	 100.0	    33	................................	AAGCAAAAACCGATGTTGGGAATCCAAGACTTC  	
       435	    32	 100.0	    33	................................	AAGACCTTGGCAACGAACCGCCGGAAACGCTTT  	
       370	    32	 100.0	    33	................................	AATGATTTTCGTCATAGCTGGATGAATAAGCGC  	
       305	    32	 100.0	    35	................................	ATTGGTGTATCATCGAACAACTATATGAGCAAGGC	
       238	    32	 100.0	    34	................................	ATCGAAAGCAAACGCCCATCGTTAAAGGGCAAAG 	
       172	    32	 100.0	    32	................................	TCTCAGTTCCATATGAACAACGATTTGCATAT   	
       108	    32	 100.0	    33	................................	CAACGTTCGTTTCGCGCCTTGTGATAAGCTGCA  	
        43	    32	 100.0	     0	................................	|                                  	
==========	======	======	======	================================	===================================	==================
        18	    32	  98.8	    31	GTCGCACCCTACGTGGGTGCGTGGATTGAAAC	                                   	       

# Left flank :   ATGTTTATATTTGTGTTTGTGTTGGTTGCT
# Right flank :  CGTAGCCTCAAC

# Questionable array : NO	 Score: 6.03
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.94, 5:0, 6:0.25, 7:-0.16, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCGCACCCTACGTGGGTGCGTGGATTGAAAC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     F [7,6] Score: 0.37/0.37
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  R [-5.00,-6.40] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [8.3-35.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.37,5.14   Confidence: HIGH] 

# Array family : NA
//


Array 1 1263-4097 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_7213 id=97220712 bin="js4906-26-4_S27_Prevotella_sp_CAG_5226_49_34"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      1263	    30	 100.0	    34	..............................	GGCACTACTGATGGGGTAATGCGTACATCAAGAG    	
      1327	    30	 100.0	    36	..............................	ATCAAGGATTTGGCGTTACAGGCAGTGATAGAGTTC  	
      1393	    30	 100.0	    35	..............................	GTCATTACGTTAGTACGTCCGTTATTGACATTGTT   	
      1458	    30	 100.0	    36	..............................	AAGGTCTGTTGAGAGTTATGTGCAGCAGTATCCGAA  	
      1524	    30	 100.0	    35	..............................	CAAGGTTCTGCGTAATAAAATGCTCTGCATCAAGC   	
      1589	    30	 100.0	    35	..............................	GACTGAAGGCTATTAATAGCTTCGCGAACAGCCTT   	
      1654	    30	 100.0	    34	..............................	AACTCCATAGTTGTATTATTGTCAAAACTCATAT    	
      1718	    30	 100.0	    35	..............................	AGATTAAAAAATGGTCTCTTATGCGTTCCGAGGAG   	
      1783	    30	 100.0	    35	..............................	TGTTTACGTTTAGGAAACATGAAGCCGAGACGATG   	
      1848	    30	 100.0	    35	..............................	TTGAAAAGGCTAAACTTGCTACAGGTGTTTACGGT   	
      1913	    30	 100.0	    34	..............................	TACTTTAACGACCGTATTTTCTATAATAAACATC    	
      1977	    30	 100.0	    35	..............................	GAACTAAATACTTACAATTACCATGAGTATACTAA   	
      2042	    30	 100.0	    35	..............................	TCAAGCTAAATGGCGTTAAATGGCACAAACTGGGT   	
      2107	    30	 100.0	    37	..............................	ATTATTAAATATGTTCCACATGTCTTCACTAATAGAT 	
      2174	    30	 100.0	    34	..............................	CGGTATTGTCAATCGGTACAAACTTTCCGACCTC    	
      2238	    30	 100.0	    34	..............................	TAAGTATCGTAGTATGCCTTATAGAAAGACAAAA    	
      2302	    30	 100.0	    36	..............................	AGTGGAGCGATACAAATCACGACATGCCTCGCACTT  	
      2368	    30	 100.0	    35	..............................	TTTTGTCCGAAAGCGGTATTAATACCAGCTTGTTG   	
      2433	    30	 100.0	    37	..............................	AATACATACGGGCAAAGCTCGGTGTAGGCATAGGAGC 	
      2500	    30	 100.0	    36	..............................	CAAATTGTGTTGCAAGCTTTACGTATGTGCGAGAAC  	
      2566	    30	 100.0	    36	..............................	ATCTGCGCAAGGTGGCTTCCGGGCAGTATTGGTGTA  	
      2632	    30	 100.0	    34	..............................	ATGGTATTTCTGTTGATTACTCAGATTCTAAAGT    	
      2696	    30	 100.0	    36	..............................	TGTGGAATAAATGCTGCGCTTGCAGTCAAACACCGG  	
      2762	    30	 100.0	    38	..............................	ATTATTAAATATAGACCACATATCCTCACTAATGGACT	
      2830	    30	 100.0	    34	..............................	TAATGTACAATTTATAAGCTTGAATGATAGAATC    	
      2894	    30	 100.0	    35	..............................	AAGCAGAAGGAGCAGCAGGCGAAGAAATTTGTGGA   	
      2959	    30	 100.0	    38	..............................	ATATTAATAACAATTTAAATCATACTATTATGGCAAAG	
      3027	    30	 100.0	    36	..............................	AACTTCCGTGAGCGTTACGAGGACAAGAAGAAATCT  	
      3093	    30	 100.0	    35	..............................	GAACAAAATACTTATAATTATCATGAGTATACTAA   	
      3158	    30	 100.0	    35	..............................	GGTGAATATTCAAATACAAAACATTACACCAATCC   	
      3223	    30	 100.0	    35	..............................	ATCGGTACAGGCTTCCGACAACTATTCTAAAGTTG   	
      3288	    30	 100.0	    36	..............................	CAGTTACGTCTTCTTCAAGCAAACCACAGCCAATGG  	
      3354	    30	 100.0	    36	..............................	TTGAGGAGATAAGCCTATTGTGGCAGGAGAGTCAGT  	
      3420	    30	 100.0	    35	..............................	AAGCCTAAATTATTAGACTTGTAGGACTTAGGAAG   	
      3485	    30	 100.0	    36	..............................	ATTCAACATGTGGAACAACAGACTACAGTGGAAGTA  	
      3551	    30	 100.0	    36	..............................	AACTGTTCGCACTGTAGAGTACGCAAAAGACAATGA  	
      3617	    30	 100.0	    36	..............................	CGATTTCGTAACCAGTTGGCTGGTGCTAAGTATGTT  	
      3683	    30	 100.0	    34	..............................	TCTACCTCTGCGCCTTAGCAGTGCAGTTCCTGAT    	
      3747	    30	 100.0	    34	..............................	AAATTAAAACAGGCGCACATATTAGGCGCAGAAT    	
      3811	    30	 100.0	    35	..............................	TAACGACGGAGACAACACTATCACGCTGCTGCTCA   	
      3876	    30	 100.0	    33	..............................	AACTCACGATAAGAACGTACCTTAAGACGGTTG     	
      3939	    30	  96.7	    34	...A..........................	GCAGTAGTCTCAATCGGAATTATCGACCCTGCAA    	
      4003	    30	  96.7	    34	...A..........................	TCGCTTGGTTTAATGACACTCAATGCTCTTGCTG    	
      4067	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        44	    30	  99.8	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   ACCTTTTAAAATGTATTGGTGATATGTATGTGATTATTGTTTATGATGTAGGTGAAAAGCGGGTTGGCAAAATGTTGAAGCTTTGTCGCCAGTATTTGTGCTGGATTCAGAACTCAGTATTGGAAGGAGAATTATCTGAAGCTAAACTTCGGGAATTGCAGATAAAGATGAAAGCTATCATTGATGAATCCGAGGACAGTGTCATTGTTTTCACCAATAAAATGGGGTATAATATGAACAAGCAGATTCTTGGAAAAGAAAGAATGACTACCGATAATTTCTTATAAAGAGTTGTCGATGTTGTTCTAATTGCAGGATTTTGATTAAGCAAAACCCACAAAAGTGCTCTTTGACTTATTGAGACCTCCATAAATAGGCAGGTTGTCGTATGACCGCAGAAAAAATATCATTAGACATCGACATTTTTTCTGAAGTATTTTTGTATCTTTACACTCGCAAAACCACTGTATATATAGACATTTACATCTTAGATTTAATGG
# Right flank :  TAATACATACAGTACCGGAATATATTATCAGTTGATTTTCAGTATTATACGCTTTAAACGGTAGAAAAGTGACGGTATGGATTCTGATTAGATACGAAAATGTGAAGATTTAACGTATTTAACTTTCTATTACACAGAAATTCACGATTATGATTGGTATATATAATCATAAACTGGAGAACAAAATAATACGTTTCGTTCTTCTATATTTCGATTATTCTTTGTACATTTGTCACATTAATATATATATATTAATAATACACCTTAAAATAATAACCTATGCTATCTACAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [70.0-73.3]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.5,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 70-1205 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_38551 id=97244050 bin="maxbin2_maxbin_016_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
        70	    30	 100.0	    37	..............................	GAAACATTAAAATGAAGACGTATGAAAAGGAAAGAGA	
       137	    30	 100.0	    35	..............................	TATAATGAGGTGAAGGATGCAGAGGTACTGAAGGG  	
       202	    30	 100.0	    35	..............................	GGCGGTGGCGGTGCTCCTCCTCATCGGTGGCATAT  	
       267	    30	 100.0	    35	..............................	CAGCAAGCTACTGCACAAGCACCAGCAGGGGTAGC  	
       332	    30	 100.0	    35	..............................	CCCGAAGGCTTTGCCGGAGGCGTAGTGATGGTAGA  	
       397	    30	 100.0	    37	..............................	AGCGATGTCAGACCAATATCCTTCCATCTGCACTGGT	
       464	    30	 100.0	    34	..............................	TCAGGAGATGGTCCGCTAGGCACCTGCGAGCGTA   	
       528	    30	 100.0	    34	..............................	TTCGTATTAACCGATTGCAGATTATCTTCTCTGT   	
       592	    30	 100.0	    36	..............................	AATGATAGAAATAGTTTTTTTAATCAAAGTAATTTA 	
       658	    30	 100.0	    35	..............................	TTATCTGTATATCCGCCATCCGGCTCAAACTGGTC  	
       723	    30	 100.0	    34	..............................	TTTAGGGCTTGATCTATGAGAATCTTGGAACCTG   	
       787	    30	 100.0	    36	..............................	TACGTAAGCTTGATGCCGTGGAAGGTGATAGCGCCC 	
       853	    30	 100.0	    34	..............................	CAGGTTACGGATTCATCTGTTTTATGGTTGAACA   	
       917	    30	 100.0	    34	..............................	GCAGTATTCCACACATTTTCTTTAGTCTGAGCGC   	
       981	    30	 100.0	    36	..............................	TTTTGAGCAATCGTTGCCCAGGTATGGCGAAATGTA 	
      1047	    30	 100.0	    34	..............................	ATGGTAATCAACCGAGGAGCAGGTACGAAGGAGA   	
      1111	    30	 100.0	    35	..............................	AGGAGTTATATCATTATTCATAATCACCGCATTTT  	
      1176	    29	  93.3	     0	.......................-..C...	|                                    	
==========	======	======	======	==============================	=====================================	==================
        18	    30	  99.6	    35	GTTCTAATCGCACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   ATATTTTTTTGTATCTTTGCACCCACAAACCCATAGATTCTTAGGACATCTACGCCCAAGACTTAACGGG
# Right flank :  TTGAATGCTGGCTCGTAGCGGTCGTATTTCTTCACCCACTGCTGCATGTTGTCACTCTTGGCTATGCGAGTTGTT

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGCACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:66.67%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,-0.70] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [55.0-51.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 2976-6 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_25650 id=97216149 bin="js4906-26-4_S27_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      2975	    30	 100.0	    35	..............................	GTAATTAGCGGCTCGATCTGACTTGCATACGTCCA    	
      2910	    30	 100.0	    36	..............................	ACAACATTAGCATTAGCAGCATTAAGACGAGCACCA   	
      2844	    30	 100.0	    37	..............................	TTAAAAGGCGCACGTGAATAAAAAGCATCAGACCAAG  	
      2777	    30	 100.0	    35	..............................	AAAATATAAAGATGATATAATTAATGTATATCATA    	
      2712	    30	 100.0	    34	..............................	GGTGGCAAAGCACTTGGTTTTTCTGCACCTAACA     	
      2648	    30	 100.0	    34	..............................	GTCATAAACTGATTATCCTTAAGAAAACGATTAT     	
      2584	    30	 100.0	    37	..............................	AATATTAGACTTGACACACGTAGGGCATTAAAAGATG  	
      2517	    30	 100.0	    36	..............................	TAATGATAAATTGTTTTTTGTTCGCGTTCGGTTGTG   	
      2451	    30	 100.0	    34	..............................	TTCATCTCTTTATAAGTTGGAAAATGGTATTAAA     	
      2387	    30	 100.0	    36	..............................	TATTGTGAAGAGGTTCAAGTTACTGAGTTCCATAAA   	
      2321	    30	 100.0	    35	..............................	TACGAAGATGAAGGAACTTGAGCGGATTGAAAAAC    	
      2256	    30	 100.0	    36	..............................	ACATAATAAAAGGAAAAATCTATGAGTGCAGAAATA   	
      2190	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA   	
      2124	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA   	
      2058	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA  	
      1991	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT  	
      1924	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA     	
      1860	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA    	
      1795	    30	 100.0	    30	..............................	GGTCGTCGCCTCCTCCTGATCGAGCTGCAA         	
      1735	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      1670	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      1605	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG     	
      1541	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA   	
      1475	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA  	
      1408	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT     	
      1344	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA     	
      1280	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT     	
      1216	    30	 100.0	    35	..............................	TTTTTTCGAAGATACGTGTTTAATAACAGTGGTTT    	
      1151	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      1085	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      1016	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
       949	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
       885	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
       821	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
       756	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
       691	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
       623	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
       559	    30	 100.0	    36	..............................	GCGTATAACAGACCCAAAACCCCGCGCAGGAAATAG   	
       493	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
       429	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
       362	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
       296	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
       232	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
       168	    30	 100.0	    38	..............................	ATGTCATGACCGTCGAAACGTACTCCCATGTGTAGAAG 	
       100	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
        35	    30	 100.0	     0	..............................	|                                      	
==========	======	======	======	==============================	=======================================	==================
        46	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TCAGAACTCAGTTTTGGAGGGGAAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTTTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATCATTCCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTTCTTAAAAACAACG
# Right flank :  TTGTTT

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [6.7-70.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.77   Confidence: HIGH] 

# Array family : NA
//


Array 1 160-6673 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_3850 id=97236349 bin="abawaca_55_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                 	Insertion/Deletion
==========	======	======	======	==============================	================================================	==================
       160	    30	 100.0	    34	..............................	CCAATAACACATTTAAAATAACAACTATTCGCCC              	
       224	    30	 100.0	    37	..............................	AATTTCGGCGAACTCTTTTGAGTTTACCCGCACATTT           	
       291	    30	 100.0	    37	..............................	AGCCGTTGAGGATATCGTATTATTTGGCCTTCTCGCC           	
       358	    30	 100.0	    37	..............................	GGGAATAGGATTGGGTGTTGACCTGATCTTCCGTTAG           	
       425	    30	 100.0	    37	..............................	TCGTAAGGTGAAATACGTGTAGGCACACTCCAGTTAG           	
       492	    30	 100.0	    34	..............................	AGACTTCAGCGCATATCGATTGCATTTCAGATGC              	
       556	    30	 100.0	    34	..............................	GGGGTTGAGGGGGTGCAACCCCCCACCCTCGGAG              	
       620	    30	 100.0	    35	..............................	AACCACTTGAGCTTATTCTTTTTTCGTAGTGTTTC             	
       685	    30	 100.0	    35	..............................	AGATATTGAGCTTTCCAATCGTCATGAACATTAGC             	
       750	    30	 100.0	    34	..............................	ACAAAGTTCTATCTAGATACTTCCGCAAGTATTG              	
       814	    30	 100.0	    36	..............................	CTCGTTTTTGTTTACGAGTTCGAACTTATCAAATAG            	
       880	    30	 100.0	    33	..............................	TCGTAATGAGTTTGGTTTTGTTGATTATTATTT               	
       943	    30	 100.0	    36	..............................	ACGGAGTCGCGGGACATAATTTCGATTCCATCAACG            	
      1009	    30	 100.0	    36	..............................	TTTGACATCGAACCGAACCCGACACCTGCCGATGAG            	
      1075	    30	 100.0	    34	..............................	GAAGGCGTAGCAGCCACGCAGCCGCTCCACTCTC              	
      1139	    30	 100.0	    33	..............................	CACTTCGAGATCAATGATCCGGAACCTTGGCGC               	
      1202	    30	 100.0	    36	..............................	ACAAGAAGTCCATGAAGATTGAGATCGCTCAGGCAA            	
      1268	    30	 100.0	    35	..............................	TTGCGTGAAGCTTCTTTCGTTTTGGATGATGATCA             	
      1333	    30	 100.0	    35	..............................	TTTGAGACGCTTACACGGTAAACCCATTATCATCA             	
      1398	    30	 100.0	    37	..............................	TTTGTTACTCGTTCTGTTGATATGAGCAAGTTTTCTA           	
      1465	    30	 100.0	    37	..............................	CAGATTTTTCTCCGTACTATGCCTTTAAACTCTGCTG           	
      1532	    30	 100.0	    36	..............................	CTAAGTTACAGCTTTTGAAGCCACGTTCTGTGCAGT            	
      1598	    30	 100.0	    36	..............................	AAGTTTGATAACCTTGCGCTAGATGATTATAAGCAT            	
      1664	    30	 100.0	    37	..............................	AGAGGAAGAAGAGATGCAACTTTACTATTATCGCCAG           	
      1731	    30	 100.0	    34	..............................	AGAAGGAGAAGAGTGAGTTGATGAATTATCTGAT              	
      1795	    30	 100.0	    34	..............................	AAATAAAAGCCCTCATCGTAGTTGCACCCTGCGT              	
      1859	    30	 100.0	    34	..............................	TCGTTAACACTACTAGCTTTGCCATAAATGTCAC              	
      1923	    30	 100.0	    34	..............................	TCAAAAGCGTTAAGGGCATCTATTGCAGAAATAG              	
      1987	    30	 100.0	    34	..............................	TCACGTTCATAATCTCTATTAAGCTTATAAACAG              	
      2051	    30	 100.0	    34	..............................	AACAAATGTATTCGGCAAAGGTCGAAAGCGTTGC              	
      2115	    30	 100.0	    35	..............................	AATAAAACCCCTTATTTGAATAACGCAAAGCCAAC             	
      2180	    30	 100.0	    36	..............................	TTCCGTTTGCCCTTGGGTGTCCTGTTTGGTAAGTCT            	
      2246	    30	 100.0	    35	..............................	AGCGTGACAACGGAGCGAATGCGAACCTTTCCGGT             	
      2311	    30	 100.0	    35	..............................	GTGACTACGCTTCGGGTTAAGTGTTGCAAAGAACT             	
      2376	    30	 100.0	    34	..............................	AAGAATAAATAATATCAGTAAAAGATACGTCAGG              	
      2440	    30	 100.0	    36	..............................	TTGGTCGAAGCAGCTCCATATCTCCCGGCTGGAAGG            	
      2506	    30	 100.0	    36	..............................	AATCATTTGCACGCTTTTTGGCAATTGCATACAATT            	
      2572	    30	 100.0	    37	..............................	AACAGAAAAACGGCTGCAAACGGCAAATAAAAGCGTT           	
      2639	    30	 100.0	    35	..............................	AAAGCGGACGAAGCAACCGCAACGGATGCCGCCAC             	
      2704	    30	 100.0	    36	..............................	GGTGTAAAGGGTCCGGAACTCCTCGGCACTTAATAC            	
      2770	    30	 100.0	    35	..............................	CTAGGTACAGCACAGAATGTCGTTTACCGAGTAAC             	
      2835	    30	 100.0	    35	..............................	CTAGAAAGAACTCTTTTATATCTATCTAAAGGTGT             	
      2900	    30	 100.0	    36	..............................	TGATGGTGACACGTACTTGTTTGACAATCCTGTAAA            	
      2966	    30	 100.0	    35	..............................	TAGCAAAAGCAGACTGCTGTACTGCTGCCGCATTA             	
      3031	    30	 100.0	    36	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGAA            	
      3097	    30	 100.0	    37	..............................	TTATCATTAACATAATTAATGTTTACTGAAACAACAT           	
      3164	    30	 100.0	    48	..............................	TGAGCAGCGAGACCACAGAGGCAGCCCTGGCAGCCGCCAAAGCTCCGA	
      3242	    30	 100.0	    37	..............................	AAGGCTGCGCTTGCTTCTTTGCGTTCTGCTTTTGATC           	
      3309	    30	 100.0	    34	..............................	TAACTACCATTGCCTGCTTGCTGCTGCAAACGCA              	
      3373	    30	 100.0	    36	..............................	AACAAGCTCTATCACAAGTTCCTCATCACAGACCGC            	
      3439	    30	 100.0	    35	..............................	GAAGCAGACGACCACTTCCGGCTGCACAGTCATTC             	
      3504	    30	 100.0	    34	..............................	TCTGCAAGGCTGCCGGAACTTTCTTTGTACTCAA              	
      3568	    30	 100.0	    35	..............................	GGCGCAAAGGTGCACGTAAATTTTTAGGGAATTTT             	
      3633	    30	 100.0	    35	..............................	GAAATTCTCCATTTCCTGATACCATCTATAATAGA             	
      3698	    30	 100.0	    38	..............................	CCAGGCATCAGGAACACGCCCACCGATGGCACACACCG          	
      3766	    30	 100.0	    34	..............................	AAGTTGATAAAAAGTGTAAGCAAAAGCAAAAGAT              	
      3830	    30	 100.0	    36	..............................	ATACACCAGGAAGAAAGGAAACGACACCGTAACCTA            	
      3896	    30	 100.0	    35	..............................	TTTGGTACGCCCAGCTGCAGGACACCACATACGCA             	
      3961	    30	 100.0	    35	..............................	CTACTTCACCAACAAGCGAAACCTCACCACGGTGC             	
      4026	    30	 100.0	    34	..............................	TTGTTCAAATCTCGCAAATTAGCAAGTGCGAGTT              	
      4090	    30	 100.0	    36	..............................	TAAGCTCTTTATCAGACATATCAGAAGTATCAACAG            	
      4156	    30	 100.0	    35	..............................	AGACTGTATAGGTTGCCACTGACGATACTGATAGA             	
      4221	    30	 100.0	    38	..............................	TCTTTACCCAAAACCATATTATTTACAACAACTTCAAA          	
      4289	    30	 100.0	    36	..............................	ATAGAAGCGGTAGTGTTATTATCAAAACTCAAGTCA            	
      4355	    30	 100.0	    35	..............................	TAGAATAGAAGATCCTTCGGCCAAAACTGACGAAA             	
      4420	    30	 100.0	    34	..............................	CAAGGCACTTCATAATGAGAAGGAAGCGCACTCA              	
      4484	    30	 100.0	    36	..............................	TTCATAAGATTAGCATTAATACCTGCGTCAGACATA            	
      4550	    30	 100.0	    36	..............................	CTAGAAGTAATGCGGTCAAGATGATAACATGACAAA            	
      4616	    30	 100.0	    34	..............................	GAGTATTTGTTTCCTTCGGTTGATAAAGCAGAAG              	
      4680	    30	 100.0	    37	..............................	AGAATTAGGTGAATCTATGACAGAAGCACTTGGCGGC           	
      4747	    30	 100.0	    36	..............................	TTTTGTTTTAAGGAGTAGGGGTTTCGTTCTATTTCC            	
      4813	    30	 100.0	    38	..............................	TCATCACGGACAACACTTGCAGGGGTCAACTCATAACC          	
      4881	    30	 100.0	    36	..............................	GGTTCTGAAGGAAGCAAACCTCAACTTTGGAGACAA            	
      4947	    30	 100.0	    34	..............................	ATGTGTAATAGGGAAACAATTCAAAAAACCATTT              	
      5011	    30	 100.0	    35	..............................	ATTGACAATATAATGGCAAGTGGGCTGCCGCATCA             	
      5076	    30	 100.0	    34	..............................	ATGCTCTAACCACGCTGCAAATTTAGCATTTTCT              	
      5140	    30	 100.0	    37	..............................	CCCATACAAATGTAACCAGGTCGCCCTCCTGGATGCC           	
      5207	    30	 100.0	    37	..............................	TGAGTATAGAAACTCAATGCCCGCCGTGGTGCCTGCA           	
      5274	    30	 100.0	    37	..............................	TACTCACTGTATGCCTCTCTCTGAGAGATCAGATCCT           	
      5341	    30	 100.0	    36	..............................	TCCTTCTTGCGTTGGTGAGCGTACACTTCTGCTTTG            	
      5407	    30	 100.0	    37	..............................	ATTCTTGGATGGGCGAGTGCTTCGTGACTATCAATTT           	
      5474	    30	 100.0	    35	..............................	AGATGGGAGAGAGTAACGTGTTACTCAGAGACATC             	
      5539	    30	 100.0	    35	..............................	AGCTATGATGATGAGACCGAAATCAAGAAAGAGAC             	
      5604	    30	 100.0	    36	..............................	AGGTGTAATCATCGGGGGAAGGTAAAGAAGGGTCGG            	
      5670	    30	 100.0	    34	..............................	ACAAGCGCAAAAAAGATGGTTAGTTTGCTTATAG              	
      5734	    30	 100.0	    37	..............................	GCGGTTCTTAAAACTGAACTTACCCGCACGTTCCATT           	
      5801	    30	 100.0	    34	..............................	TTGCCCACGTCTCCGGGCTGTCCTCCGCATCGTC              	
      5865	    30	 100.0	    35	..............................	CTATCAGCAGAAGAACTAACAGACTGCGAAGGAGG             	
      5930	    30	 100.0	    36	..............................	TACGCAACACACTTCAAAACAAGAACAATAATTTCT            	
      5996	    30	 100.0	    34	..............................	AAGCTGCCGAACTACGAACGATTCAATGGCTTAT              	
      6060	    30	 100.0	    34	..............................	TTGTAACCAAGCTTGATAGTCTCTCCAGGGTTAA              	
      6124	    30	 100.0	    34	..............................	GAAGGAGGCGAGCATCAAGGCTCAGTACAATGAT              	
      6188	    30	 100.0	    36	..............................	ATTCCAGGCGAGTACAACTATGAGATACCTATCGGC            	
      6254	    30	 100.0	    34	..............................	AGGGCTGGCATTATCCAGGCTATCACTGGGTAGT              	
      6318	    30	 100.0	    34	..............................	TAACAATGTTGTTGAAACAAATTGACTATCTAGA              	
      6382	    30	 100.0	    35	..............................	AGGCTTGACGATTGGCTATCCGGATGCCTTTCTTC             	
      6447	    30	 100.0	    35	..............................	GGCACACCCCGGCAGGGTGAGCGGGAGGGGATCGC             	
      6512	    30	 100.0	    36	..............................	AGAGTATTTATAGAGTTAAAAGAGAAAGGGAAGGCA            	
      6578	    30	 100.0	    35	..............................	AACAAAGACCTTGATCATAATCGCTCTTCAAACAC             	
      6643	    30	 100.0	     0	..............................	|                                               	
==========	======	======	======	==============================	================================================	==================
       100	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGGCATCTACGCCCAAGACTTAACGGG
# Right flank :  AAGAAGCAAAAGGCTAGTGTTTTTCTTTTACCTTTGCACCCAGGAATCAAGTTAGGATATTTGGTTAATGGGTGTTAAGGTGAACTATCTTTCTTTCAAGGTATGCCCTTTCTC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [51.7-63.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.5,0.27   Confidence: HIGH] 

# Array family : NA
//


Array 1 7-1285 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-4_S27_scaffold_32878 id=97210377 bin="js4906-26-4_S27_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                 	Spacer_Sequence                    	Insertion/Deletion
==========	======	======	======	================================	===================================	==================
         7	    32	 100.0	    33	................................	TTGGTAAGTTTGACCATTACATCTTCAGTAATA  	
        72	    32	 100.0	    35	................................	ATAATATTCTCGATCTGACTAACATACTGACCGAA	
       139	    32	 100.0	    33	................................	TGTTCCATCATAACTTAATTACTTTTACTGGGG  	
       204	    32	 100.0	    34	................................	TTATTTACTACAATCGCATCAGCACCACGTGACC 	
       270	    32	 100.0	    34	................................	GATAAAGTTCTGCCCAATATCCTGACGATATTAT 	
       336	    32	 100.0	    33	................................	ATCACGTCATTGTAAAGACGTGTGGCACCCATC  	
       401	    32	 100.0	    33	................................	TGTTATGGCAGACAAGCTTGCCGATATTAAAAC  	
       466	    32	 100.0	    34	................................	GCTTCAGCCCGTCAATTGTCGGGTCGTATGCGAA 	
       532	    32	 100.0	    33	................................	CCTTTGTTGCTTGAATACTTGCAACACGCGAAA  	
       597	    32	 100.0	    33	................................	CCAGAGTTTGCAAAGGCGATTTGTGGCTATCTG  	
       662	    32	 100.0	    34	................................	AACGCCACGCCGGACATCGCGCCCAATCCCTTGA 	
       728	    32	 100.0	    34	................................	AAAAAAGTTGTAAGCTTAGAATCGAAAATCGTCT 	
       794	    32	 100.0	    35	................................	GTAGGGGGCTACGAAAGCCTCCATAATCTCGTCTA	
       861	    32	 100.0	    33	................................	GCTATGCTTACTCTTCAGGAGAATGTTGTCTAT  	
       926	    32	 100.0	    34	................................	TCAATGAAGGCAGTCTTCGGACCGCAGAACTCCG 	
       992	    32	 100.0	    32	................................	TATATGGGTCGTTCTCTTCTTCGCTTGAGGGA   	
      1056	    32	  96.9	    33	......T.........................	ATAATGTTGTTGAGGCCGCACGCTACGCCCTTG  	
      1121	    32	  96.9	    33	............A...................	TTATAGAAGTTAGCGGCTCCCAGCTCTGCCATA  	
      1186	    32	  96.9	    35	......................A.........	ACCATCGGGGCAAAGCTACAAAAAATTGGCGTTAA	
      1253	    30	  87.5	     0	............A.T...--............	|                                  	AA [1267]
==========	======	======	======	================================	===================================	==================
        20	    32	  98.9	    34	GTCGCACCCTACGTGGGTGCGTGGATTGAAAC	                                   	       

# Left flank :   TATGGAG
# Right flank :  TATTCGCATAACCGAAACCCGCATTCGTACCATGTTTTACTAATAGTGACACATAGGTTAAACCCAAATCATTAGGATTTCTCTGTGTCGTACGGCAAAGAGAAATCCTTTAATTTTTCCCATATAGATAAGAATGATTGTCGTGTTTTTAGTGATCTGGCCAAATA

# Questionable array : NO	 Score: 6.21
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.95, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCGCACCCTACGTGGGTGCGTGGATTGAAAC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     R [6,7] Score: 0.37/0.37
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-6.40,-5.00] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      F [0-8] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [6.7-58.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.28,0.64   Confidence: HIGH] 

# Array family : NA
//


Array 1 8066-728 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_3555 id=97286839 bin="js4906-26-5_S28_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                       	Insertion/Deletion
==========	======	======	======	==============================	======================================================	==================
      8065	    30	 100.0	    34	..............................	TCAGTATGCATGGAATTAACAATAAATCTGTCAA                    	
      8001	    30	 100.0	    35	..............................	TGGTAAAGAAACGAAGACGGGTAGAACCTGGAACT                   	
      7936	    30	 100.0	    36	..............................	TAACGTCATCCATATCAGTAGTGAATGTTTCTCCAA                  	
      7870	    30	 100.0	    36	..............................	ATGGTATATGGAAAAGAGTTCTTCTGCGATATTGAA                  	
      7804	    30	 100.0	    36	..............................	TGTTCATTTCTACAAGGAAAAGTAAAAGTTGTACTC                  	
      7738	    30	 100.0	    37	..............................	TTTGCCGATGTATCGTTGCTTTCCTTCAGGTGATGGT                 	
      7671	    30	 100.0	    34	..............................	TACTTATTATGCTCAGGTTCACGGAACCAAGAAT                    	
      7607	    30	 100.0	    36	..............................	TTTATCTGTTAGCGTAACAAAATAGACGTTGCGTAG                  	
      7541	    30	 100.0	    35	..............................	AAACGTAATGAATTTGGCTATGTTGTTGGTGTTCA                   	
      7476	    30	 100.0	    36	..............................	TAGATATTATTGCTGACAACACGACCAGCATCCCTT                  	
      7410	    30	 100.0	    37	..............................	CGAACAAGCAAGCTATGATCTGTTGGGCGGAAGGCGG                 	
      7343	    30	 100.0	    34	..............................	ATGATGGAAGAGGGTGACACCTATAGCGGTTGGA                    	
      7279	    30	 100.0	    36	..............................	AGTGTATAGGGATTCGCCAACTATCATCACCATCTG                  	
      7213	    30	 100.0	    37	..............................	AAAATTGAGCCCGCAGCAGAAATAGCGGGACCAACAA                 	
      7146	    30	 100.0	    34	..............................	ACCCTATTCTGGTTGATTCACATATTGGTATTAA                    	
      7082	    30	 100.0	    35	..............................	TTAATGGTGAGTGGCTGAGAGAGGGGTGTTCCTGT                   	
      7017	    30	 100.0	    34	..............................	CAAAGAAGACCTTCGACACGAAGCTGTTCAAGGA                    	
      6953	    30	 100.0	    37	..............................	TATTTATATTAGGTGTTCTGTCTTTACCGAAAACCCG                 	
      6886	    30	 100.0	    37	..............................	AAGGGCATAAGGGATTTCAACGCCATCAGAATTGAGA                 	
      6819	    30	 100.0	    37	..............................	TTCCCATAGCCAGCATATAGGCATACACCTCATTGAA                 	
      6752	    30	 100.0	    34	..............................	GCGATTCTATCGCTGGTCCCCTCCCCCTCTTTGT                    	
      6688	    30	 100.0	    34	..............................	GTATATGGGGGGTATTACGCTATCTCATACGATA                    	
      6624	    30	 100.0	    35	..............................	AGGCAAATGATCAGGCAAATGCCGATAAGACCGAG                   	
      6559	    30	 100.0	    36	..............................	CTGGAAGTTTTGAGCCGCTTCAACGATTGGGATGAG                  	
      6493	    30	 100.0	    34	..............................	AGGTCAGGTTATGGTTGAGCTGCCAGAGTATTAC                    	
      6429	    30	 100.0	    35	..............................	TCTTGGCGAAGGAGATAGACTTGGCTCTCTCCAAG                   	
      6364	    30	 100.0	    37	..............................	AAGGTTACATTCATTGAGGAATCTCACCAGTACTTCC                 	
      6297	    30	 100.0	    35	..............................	GAGTCAGGTTGGCGCAGCACCTCAGCCAGTTGGTG                   	
      6232	    30	 100.0	    34	..............................	TAGTATGTTAGTCGCATTCGACTTACACTATGTA                    	
      6168	    30	 100.0	    35	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGA                   	
      6103	    30	 100.0	    36	..............................	GAGTATCACTTCCCTTCGCCCATTAAGCTAGAGACA                  	
      6037	    30	 100.0	    35	..............................	GTCGAACTTAAATAAGAATAGCTTATGAGCGATAG                   	
      5972	    30	 100.0	    34	..............................	TTTTGGATTTCACCTCCTGCTTTCAGAGATTGCC                    	
      5908	    30	 100.0	    35	..............................	ACCTAAGTTGGAGATAGGTGCAAACATGACCGAGT                   	
      5843	    30	 100.0	    34	..............................	TGGTGAGGGTGAAGATTAGGTTGTTTTGCGCCTG                    	
      5779	    30	 100.0	    36	..............................	TTAGCTAGCTTCTCGAAACATCTTGCAAGATGTTCG                  	
      5713	    30	 100.0	    35	..............................	TGACATCTCCCCTAGTTCCGATTTCATCTACGAAT                   	
      5648	    30	 100.0	    35	..............................	TTTTGTATCAAAGATGAGGTCTAGTTTGATGCCGA                   	
      5583	    30	 100.0	    34	..............................	AAGTAATAAACAACAAACATTAATTCTTAAACCG                    	
      5519	    30	 100.0	    37	..............................	ATTCTGCATACCTAATGTTAGAGCAAGATATCCTCCT                 	
      5452	    30	 100.0	    34	..............................	AGAAGAACCCGAATGGTTCCATGGCAAAGATGGT                    	
      5388	    30	 100.0	    36	..............................	CACTTAGTCTAGGTGGCCAAGAAACCAAAGTCTTGA                  	
      5322	    30	 100.0	    37	..............................	CATACATGCAGGCCAAGGCGCAGGTCACCGCCAACTT                 	
      5255	    30	 100.0	    35	..............................	CATTATCACGGAGTTATCTTCTGTGACGACGAACA                   	
      5190	    30	 100.0	    34	..............................	GTTTAATCAGTTTGTTGTAGGTACAAAATACCCT                    	
      5126	    30	 100.0	    34	..............................	AGGGAAGCGCTAGCCGACAAAAAAGGACCTAACC                    	
      5062	    30	 100.0	    35	..............................	ACTTTAATAGAACGCTCAAGATACTTAGATTCAAT                   	
      4997	    30	 100.0	    34	..............................	AAGAGAAGCAGAAAGGCTAGTGTTTTTCATGGTA                    	
      4933	    30	 100.0	    36	..............................	TACATCTATCTTCTTCGCTCCCTCGATTGGTATCTC                  	
      4867	    30	 100.0	    35	..............................	ACAGGTGAATATCAGTTGGTAACAATGGCTCACAA                   	
      4802	    30	 100.0	    34	..............................	TACATACAACATTAAATTAATATTACATAATCGA                    	
      4738	    30	 100.0	    36	..............................	ATATTTTAAGAAGTGGGATATTCTGCACTTCATTAA                  	
      4672	    30	 100.0	    35	..............................	TGACTTCATTAATACACATGTATGCTAAAATGCCA                   	
      4607	    30	 100.0	    35	..............................	ATCTGCTACTCAAGTTGCTCCTGATATTGGTTCTA                   	
      4542	    30	 100.0	    36	..............................	TTTGGATCAAGAGTTTGGCAAGCTATAAGGGGTTTT                  	
      4476	    30	 100.0	    36	..............................	TAGGCAAAGTTTGTCTGAAGGCTATCGTGAGCGATA                  	
      4410	    30	 100.0	    37	..............................	GACATAACAGTTTGAAGCTTGCCTTCTGAGAATGATT                 	
      4343	    30	 100.0	    36	..............................	GTCCTTCTGTTGGGTTCTTGGGTATATAGCCTCGAG                  	
      4277	    30	 100.0	    37	..............................	ACTACAAACTGATTAAACTGACGGCAAAGAACTCTCA                 	
      4210	    30	 100.0	    34	..............................	TGCTCTACTAGAATGAGAATAATAACAATATAAA                    	
      4146	    30	 100.0	    36	..............................	AGATATCAGAATCAGAAGGCAAAACAGCAACATCAA                  	
      4080	    30	 100.0	    34	..............................	GAAGATAAAAAGAATGGTGTATCTTTGGCTGATC                    	
      4016	    30	 100.0	    36	..............................	GAAGAAGGGTCTAGAGGAAACATAGCCTCATTCTCT                  	
      3950	    30	 100.0	    34	..............................	ACCTGAAGCATGCGTCACTCAATGACCTCAACTT                    	
      3886	    30	 100.0	    35	..............................	AATTGTTGCCTTCATTGGATTGTCATTGGAGTCAT                   	
      3821	    30	 100.0	    36	..............................	GTCGCTTCGTCATTTTTCGAAGCTGTGCAGACACCG                  	
      3755	    30	 100.0	    36	..............................	TGGTGCAGGTTCCGTCCAGCGCAAGGTGGACAACAA                  	
      3689	    30	 100.0	    35	..............................	TTGGAAGCTAAGGAAGAGATTGCGGGCACCATCTG                   	
      3624	    30	 100.0	    36	..............................	TTAATAAGGTTAAGGCTGCAATGAACCTCTTTTGCA                  	
      3558	    30	 100.0	    34	..............................	CTACATTACGTGGGTCAATGTTGTAGATGTCTGT                    	
      3494	    30	 100.0	    35	..............................	TTAGGCAAAATCTTGTTCACACTACCTGTATTACT                   	
      3429	    30	 100.0	    34	..............................	ATCAATCTATCTATTTTATGAAAATACAAAGTTG                    	
      3365	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA                  	
      3299	    30	 100.0	    36	..............................	GACGAAGAAGGTTACAAACTTTCAAAGAGAGTTTGA                  	
      3233	    30	 100.0	    35	..............................	ACTGATTTCGAGTGCAAATATAAACACTATTTTCT                   	
      3168	    30	 100.0	    35	..............................	TTTATGATTGAGAGATAAGTATCAACACGCTTCTT                   	
      3103	    30	 100.0	    34	..............................	TCTTAAGAATGAAGCGCTTCCTGATGTCGTAGCT                    	
      3039	    30	 100.0	    35	..............................	TCTGCTATTTCTCCGCCAGCTTCCAAGCTTGGCCA                   	
      2974	    30	 100.0	    34	..............................	TTTAATTAAGAAAGGTTGCTCTCTCGGCTTGACG                    	
      2910	    30	 100.0	    35	..............................	GAAGAAGCAGAAGACAAAACGGCAACAGTTGAAGA                   	
      2845	    30	 100.0	    34	..............................	TGCGCTTTGTTGGTATCTATACGGAGAATGGCTA                    	
      2781	    30	 100.0	    36	..............................	AAGAAATATATATCCATACTAGATGCAGGCGAAAAC                  	
      2715	    30	 100.0	    36	..............................	GCGTTAATCTGTTCTGCCTTTTTAGCCCAGTATTGA                  	
      2649	    30	 100.0	    36	..............................	AACACATTACGTTTAGGAAATGAAAAAGAACTATGA                  	
      2583	    30	 100.0	    35	..............................	ACTCTGGGTGTTTGGTTGCCATATCCTGCATCATG                   	
      2518	    30	 100.0	    35	..............................	ATGCGGACGGAGAGAGTTTGTGCCGTATTCTCCAA                   	
      2453	    30	 100.0	    35	..............................	ACTCAAATGTGAAAACGAACACAAATTTGACGTTT                   	
      2388	    30	 100.0	    36	..............................	TTTTGTGGGTCTTCGGTGAAGAATACTGTACAAAGT                  	
      2322	    30	 100.0	    34	..............................	GACTTTGCAGGAACTCATTCTGTTCTCGCCGCAG                    	
      2258	    30	 100.0	    35	..............................	TTGTATGTGCAACTATTCGCAACAAACCTTGATGC                   	
      2193	    30	  96.7	    17	....................A.........	TTTTCTACGCTCGCTAT                                     	Deletion [2147]
      2146	    30	 100.0	    35	..............................	TTTGGAAATTAAAGCCGAAAGTACAATCAAAGAAG                   	
      2081	    30	 100.0	    36	..............................	AAGTGAGCTTCAATCTGAGAAGTAAAATCAACATCA                  	
      2015	    30	 100.0	    36	..............................	CTTTGGTAGGGTCGAGCTTTACATCGGAGCCGGCAT                  	
      1949	    30	 100.0	    36	..............................	TATTTAATGCTTGATGGCTCTAGTACGGGTGTTGCA                  	
      1883	    30	 100.0	    36	..............................	GCAGCTTGTGCCCGCGATCTCTTCCTTAGCCTCCAA                  	
      1817	    30	 100.0	    35	..............................	TATTGCTTTGGCCGAATGTTCGAAGAGAACAGTAT                   	
      1752	    30	 100.0	    34	..............................	GTGACAGGGATGCTGGCTGCTGAAGAATAGGCGT                    	
      1688	    30	 100.0	    34	..............................	GGCATTCTCTGCGCAGGAAGCAACTGGTTCAGCA                    	
      1624	    30	 100.0	    36	..............................	TATACAGCTCGATCTGCTTCTTTGCGCTGTCAGCGT                  	
      1558	    30	 100.0	    34	..............................	ATCTGCGCAGTTTCCTCAGATGCGATAGTGTAAG                    	
      1494	    30	 100.0	    34	..............................	AGTGCAGGAAACGACAGCCCAGCCACATAAACTC                    	
      1430	    30	 100.0	    37	..............................	TAAGGAAGGCACGGTGCTCGATGGCTATTATTATCCG                 	
      1363	    30	  96.7	    36	............T.................	AAGAAGAGACGTGCAGCCGTGCGCAAATAATCAAGT                  	
      1297	    30	 100.0	    37	..............................	TAATGACCTAAGATATATAAAAGAAAACTATCAGAAG                 	
      1230	    30	  93.3	    34	T.......T.....................	TACAGATTGAGGCGGTGGTTATAGACATATCCAC                    	
      1166	    30	  96.7	    34	........T.....................	TACTATCAAGTCCGTGAGCAACATCTGATACTTT                    	
      1102	    30	 100.0	    34	..............................	AAGATGTATCGCGGAGAAACCTTAATCAACTCAG                    	
      1038	    30	 100.0	    54	..............................	TACCTTTATGGAATTGAAATAAGATGTATCGCGGAGAAACCTTAATCAACTCAG	
       954	    30	 100.0	    34	..............................	ACCACAAACCTCTGCTCCTTGGGAAAATCCTTGA                    	
       890	    30	 100.0	    35	..............................	TTCAGCTTCACCGGTGCAAGAGGTATCTACGATGG                   	
       825	    30	  96.7	    39	........T.....................	ATAGACAATATGTATTGAGTTAATTCCGAACAAAGTTCT               	
       756	    29	  86.7	     0	AA.......................-..T.	|                                                     	
==========	======	======	======	==============================	======================================================	==================
       113	    30	  99.7	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                      	       

# Left flank :   CAAAACCTCCGAAAGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTTCTGAAGATTTTTTGTATCTTTGCACCCACAAACCTATAGATTCTTAGGACATCTATTCCTTAAATCTTACG
# Right flank :  CAGAAGTACTGATAGCTTTAGTATTATACCGCCATCTCTAGTTATGAGTGTTCAGAATGTGTCTCCTCCTGCCACAGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAGCTATCGCATTCGTCTCCTCCGGTCACTGCATTCGACTCCTTCAACTATCGCATTCGTCTCCTCCGGTCACCGGATTCGACTCCTTCAGCCACCGGATTCGTCTCCTTCAGCTAATGCATTCGACTCCATCAGCCACTGCATTCGACTCTTTCAGCTAACTCAGCCGTCTCATTCAGCTAACTCAGTCGTCTCCTTCAGCCACTGCAGCCGTATGTGTCAACTCAATGAAGTAGATGAACTCGTGAAATGAAGTAGATGGACTCGTGAAATGAAGTGGATGAGTTCGCATAATGAAGTTCATGATTTCTGCACAATTGCCAATATATGCGAATGGTAAAGCAAAAAGTGGTTTACTCCTACCTTTATGATTCTTATACGAAAATGT

# Questionable array : NO	 Score: 6.23
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [20-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [63.3-63.3]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 5563-263 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_5782 id=97292066 bin="js4906-26-5_S28_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      5562	    30	 100.0	    34	..............................	TTTGGTATTTTATAGATACCTAATTTGTCCAAGT    	
      5498	    30	 100.0	    34	..............................	CTTATAAATATACAAGAAATATTCATTTTGTTAT    	
      5434	    30	 100.0	    34	..............................	ACATATTTGCAAAGTGTTTGGGGCTGATATTGTA    	
      5370	    30	 100.0	    34	..............................	GCAAGACCACCTATTAAATTACCAGCAGCAGAAA    	
      5306	    30	 100.0	    34	..............................	TCCGCAGCAGCACGAAAGGCGGAAGCATAATTTA    	
      5242	    30	 100.0	    34	..............................	AGGTATACGCACACGTTCCGTTGTGCCTATCTTG    	
      5178	    30	 100.0	    34	..............................	AGCGTTCATACTATCGGTAGGACGGAGATAATCG    	
      5114	    30	 100.0	    38	..............................	GACGCAGATTATAATTCTTTTGGTATTGACCCACACAA	
      5046	    30	 100.0	    36	..............................	GAAAGAAACAAAGAAGCTAGTGTTTTTCATAGGTTT  	
      4980	    30	 100.0	    35	..............................	GTGGTGTTTCTAATGCTACCAGTCAGTTTTTTAAT   	
      4915	    30	 100.0	    36	..............................	TAAGAAAGGTATTATATATTAATTAATTAAACATTG  	
      4849	    30	 100.0	    34	..............................	TGAACAGACAAATTGCGAACAGCAACGCAAGTAT    	
      4785	    30	 100.0	    36	..............................	TTCATGAAGTTATTAGAAAGTGTTCAGACGATAACT  	
      4719	    30	 100.0	    34	..............................	TTCATTATTAGCTATATTAATATCAAGTAAATGC    	
      4655	    30	 100.0	    34	..............................	ACTGGAAATAATGTCATAATGCATCAAGGGAAAA    	
      4591	    30	 100.0	    35	..............................	ATAGTCATCTCGGCAATATTACGTTGAGCAGGCAA   	
      4526	    30	 100.0	    34	..............................	ATGGGTTGTTCAACTCATAAAGAGGGTTTCTATA    	
      4462	    30	 100.0	    38	..............................	GTAGTCTGCAATTTTCTGCCCGCCTGTTCGTCCTGATA	
      4394	    30	 100.0	    34	..............................	AACTTTTTAAGAGCTTCCTCCTCGCTGATTCTCT    	
      4330	    30	 100.0	    36	..............................	ACAAATCGGGATGCATAATACTTATTATAATCAAAC  	
      4264	    30	 100.0	    34	..............................	ACTATAAACTGATTCCATTGACGACATAACGTGC    	
      4200	    30	 100.0	    34	..............................	TTAAAACATCTGACCCTTTGGACAAAACAAAAGG    	
      4136	    30	 100.0	    34	..............................	CACAAACCTCTCCGTCTTTGAGCCTTTTCCGTCT    	
      4072	    30	 100.0	    37	..............................	AAGCAAAATATCTTCATTTAAATACTGCTGACGAACA 	
      4005	    30	 100.0	    34	..............................	TATCATGTTTATGGTTTACCTTGGACTAAATAAA    	
      3941	    30	 100.0	    33	..............................	CTCCTAGTTCTAGTGGTAAAAGTTGGCTTGATG     	
      3878	    30	 100.0	    35	..............................	TGATAAGAAGTCGATGAGACATTAGGTCTCTGAAT   	
      3813	    30	 100.0	    35	..............................	CAAAGATCGTTCGGCTTTAGGTTTTCAGTCTTTTT   	
      3748	    30	 100.0	    35	..............................	TTGGTAGCAAAGAATCTTTGGGCAACATATACCAC   	
      3683	    30	 100.0	    33	..............................	AGTCACCTCAATGGCATCAATGTTCAATGGTTG     	
      3620	    30	 100.0	    37	..............................	TAAAGTAAATGAATAAATAGCATGGGAAATTTTCATT 	
      3553	    30	 100.0	    34	..............................	CCATGACAGCAAAGGGATATATAATAGCTTAAAA    	
      3489	    30	 100.0	    34	..............................	GTAATCGACATTGGTCGAATAGAACGGCAAGACG    	
      3425	    30	 100.0	    37	..............................	TAATGAGCTCGAATCTGAGAGCCATAATCACCATCAC 	
      3358	    30	 100.0	    35	..............................	AAGGACGTGGTGTCGCTTGCGCTGGGTCACTCGTT   	
      3293	    30	 100.0	    37	..............................	TCTATCAGATCGACGGCTTCTGCTGCAGCCATACGGT 	
      3226	    30	 100.0	    36	..............................	AAAAGAAGACGATCGCCAGGGCACAGGGAAAAAAAT  	
      3160	    30	 100.0	    37	..............................	TACGTTTTAAGCGCATCAATAGTATCATTAGCAGAAA 	
      3093	    30	 100.0	    37	..............................	TTAACATCAAAGACTACAAATCAGGTTATGTATATGA 	
      3026	    30	 100.0	    34	..............................	CCCACATAGGCAACGTTGATGGCAGAGGAGTTAT    	
      2962	    30	 100.0	    34	..............................	TTTTAAGGAGTTCCAGGATCTACCTTGTTTTGAT    	
      2898	    30	 100.0	    35	..............................	ACCGTTCAACTGTCCGTGTACCTCATCAACGCATG   	
      2833	    30	 100.0	    35	..............................	TCACGAGAACGAACAGGCACAACAACATCACGAGA   	
      2768	    30	 100.0	    35	..............................	TACCCAAGCAGGTCGAAAAGACGTTGAGAACCTAA   	
      2703	    30	 100.0	    35	..............................	TACTGAGCACGAGGAAGCACACCGAGAAAATAGTC   	
      2638	    30	 100.0	    37	..............................	GCGGGTACGTGGCATACGTTGCCAAGCACGGCTACCA 	
      2571	    30	 100.0	    36	..............................	ACTGGATATGGATGGTCTGGTCCTTGCCTATGCCCA  	
      2505	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      2441	    30	 100.0	    34	..............................	ACGATAAACTGATTCCACTGACGGCAGAGGGTAC    	
      2377	    30	 100.0	    36	..............................	ATTCAACTTCTAACGCTACAATCGCAAAAGTTGATG  	
      2311	    30	 100.0	    35	..............................	TTAGAACAATTTCTTATGAATTGGGCAGAAGTTTT   	
      2246	    30	 100.0	    34	..............................	GTCCTCGATGTAGTACTCATTTTTGTCAATATCT    	
      2182	    30	 100.0	    37	..............................	CTCGGACGAGTAATATTCAAGTTTGTTCCGTCAATAA 	
      2115	    30	 100.0	    36	..............................	ACAAAATGAGTGCTGACGTGATATTATATTTTTGCA  	
      2049	    30	 100.0	    37	..............................	AGGACTTGGCCTCAGACATCTTTCTGCCGCCATTCTT 	
      1982	    30	 100.0	    34	..............................	ACATGATACACCCACCAGCACGATAGCAAGATTA    	
      1918	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      1854	    30	 100.0	    33	..............................	TATTGTGGATTTGGCAAAACACCGTTATAGGCA     	
      1791	    30	 100.0	    34	..............................	AACAGAATAAGACTCAACTAATGAGAACAAATCT    	
      1727	    30	 100.0	    35	..............................	TAACAAAATATCCTCATTTAGATATTGCTGGCGAA   	
      1662	    30	 100.0	    35	..............................	TATTGTCTGCGCTTCACCGTGATGCGTCTAGGGCT   	
      1597	    30	 100.0	    35	..............................	CGTTATTGTGAGTATAAAACCTCGTTTGATAGGGT   	
      1532	    30	 100.0	    36	..............................	ACACGATATAACATACTTCTTGCCCTTTGTTATCCT  	
      1466	    30	 100.0	    36	..............................	CATGTAAGATAATTAAAATCCAAATAAGGCAAATTA  	
      1400	    30	 100.0	    35	..............................	ATAAGAGTAAGGGCATAAATCAACACCTTAACAAT   	
      1335	    30	 100.0	    36	..............................	ATGGAAGTGTGGGACTACTACGATATGCTTAACTCT  	
      1269	    30	 100.0	    34	..............................	CTGGACGGAACGGACAACGAGGTATTGAAGTCGT    	
      1205	    30	 100.0	    34	..............................	AGCTATGCTTGAGGTACAAAAGGTACATACAGAA    	
      1141	    30	 100.0	    35	..............................	ATGTTTGGAACTATCCGAATCGAGGGTACAGAAAG   	
      1076	    30	 100.0	    36	..............................	CTACGAATATAGCTATATCTTTACCAAAATTTAAGA  	
      1010	    30	 100.0	    37	..............................	AAGGTAATTACAGAAAAGTATATGATGGAGTTCTTAA 	
       943	    30	 100.0	    35	..............................	ATTGCAATAACAGAGAATAGTGTTTTTGTTTCTCA   	
       878	    30	 100.0	    37	..............................	AGATTCACTGCTTATGATTCAAAAGATGTTGATTCAA 	
       811	    30	 100.0	    36	..............................	TTATAACCAAGTTTGAAAGTATCGCCTGGATTTACC  	
       745	    30	 100.0	    34	..............................	TAGGTAAATAGCTTCTGCTTCATCCTCACAAAAG    	
       681	    30	 100.0	    34	..............................	AAGTGAAAAACTCACTTTTTATCGTTACATTTAC    	
       617	    30	 100.0	    34	..............................	GCGTTACGCAAACGCATAGCTTGCGCGGTAGGGT    	
       553	    30	 100.0	    37	..............................	GAAAGGACTTTTTTCCAGTAAGACGAACCATCAGAAG 	
       486	    30	 100.0	    34	..............................	TTCTTACGCTCTATCTTACCGAAAGCACATACGC    	
       422	    30	 100.0	    35	..............................	GATGTTGATTATAGTAGTTATGGTATTAATCCTTT   	
       357	    30	 100.0	    35	..............................	TTGCTTAGTTATGGCTACCTTGGAGAAGTCCGCCA   	
       292	    29	  80.0	     0	....-..................ACCTT..	|                                     	C [265]
==========	======	======	======	==============================	======================================	==================
        82	    30	  99.8	    35	GTTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTGTATCTTTGCACCCGTAAACCTATAGAGTCTTCGGGGGTGTATGCCTTAGACTTAACG
# Right flank :  TTATATAGTCTTGGACGAGGTGCAACTTGTAGAAGAATTTGTGGAGGTGATTCTTAGCTTGACGCGAGTGTTGACGGTTGGACTCTTAGATTTTCTGACAGACAAGGATTTGTTGAAGCAAGGTTAATCGCCAATGCCGTCTAAATGACTATATGAGTTACTTAAAAGTCCCTTTTAATAATTGGTTCAATTCCAGTAGATTACCCTTTGGTATGCTTGAATACCCACTCCAAACGTTCGGTGGTATAGCTTTTCTTGCATAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [7-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [60.0-53.3]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 4499-158 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_6863 id=97294147 bin="js4906-26-5_S28_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      4498	    30	 100.0	    35	..............................	GTAATTAGCGGCTCGATCTGACTTGCATACGTCCA    	
      4433	    30	 100.0	    36	..............................	ACAACATTAGCATTAGCAGCATTAAGACGAGCACCA   	
      4367	    30	 100.0	    37	..............................	TTAAAAGGCGCACGTGAATAAAAAGCATCAGACCAAG  	
      4300	    30	 100.0	    35	..............................	AAAATATAAAGATGATATAATTAATGTATATCATA    	
      4235	    30	 100.0	    34	..............................	GGTGGCAAAGCACTTGGTTTTTCTGCACCTAACA     	
      4171	    30	 100.0	    34	..............................	GTCATAAACTGATTATCCTTAAGAAAACGATTAT     	
      4107	    30	 100.0	    37	..............................	AATATTAGACTTGACACACGTAGGGCATTAAAAGATG  	
      4040	    30	 100.0	    36	..............................	TAATGATAAATTGTTTTTTGTTCGCGTTCGGTTGTG   	
      3974	    30	 100.0	    34	..............................	TTCATCTCTTTATAAGTTGGAAAATGGTATTAAA     	
      3910	    30	 100.0	    36	..............................	TATTGTGAAGAGGTTCAAGTTACTGAGTTCCATAAA   	
      3844	    30	 100.0	    35	..............................	TACGAAGATGAAGGAACTTGAGCGGATTGAAAAAC    	
      3779	    30	 100.0	    36	..............................	ACATAATAAAAGGAAAAATCTATGAGTGCAGAAATA   	
      3713	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA   	
      3647	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA   	
      3581	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA  	
      3514	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT  	
      3447	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA     	
      3383	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA    	
      3318	    30	 100.0	    37	..............................	GGTCGTCGCCTGGATATACCTCCTGATCGAGCTGCAA  	
      3251	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      3186	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      3121	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG     	
      3057	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA   	
      2991	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA  	
      2924	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT     	
      2860	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA     	
      2796	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT     	
      2732	    30	 100.0	    35	..............................	TTTTTTCGAAGATACGTGTTTAATAACAGTGGTTT    	
      2667	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      2601	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      2532	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
      2465	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
      2401	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
      2337	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
      2272	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
      2207	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
      2139	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
      2075	    30	 100.0	    36	..............................	GCGTATAACAGACCCAAAACCCCGCGCAGGAAATAG   	
      2009	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
      1945	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
      1878	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
      1812	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
      1748	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
      1684	    30	 100.0	    38	..............................	ATGTCATGACCGTCGAAACGTACTCCCATGTGTAGAAG 	
      1616	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
      1551	    30	 100.0	    33	..............................	TGTTTATATGGGTCCCACTGCTTCATGAGAGTT      	
      1488	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT    	
      1423	    30	 100.0	    35	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTTG    	
      1358	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA     	
      1294	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC   	
      1228	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT    	
      1163	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG    	
      1098	    30	 100.0	    34	..............................	TGCTCATAGGCGATTGAGGCTTCAAGTCCTCTTG     	
      1034	    30	 100.0	    34	..............................	TAGTATGATGATAATTCGTAATAATGAACTAATT     	
       970	    30	 100.0	    37	..............................	TAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCA  	
       903	    30	 100.0	    36	..............................	ATAACAGATTGTGCAGAGACACGAGCAAAAGACACA   	
       837	    30	 100.0	    35	..............................	ATGTTAATGTCTTTTCCAATAACATATCTTCCTGT    	
       772	    30	 100.0	    34	..............................	TATGTTGTTAGCTTGTTTTCTAACATTTCTCCAT     	
       708	    30	 100.0	    34	..............................	ATAAGCACCTTAGACCCTGTATAGGCATAGTACT     	
       644	    30	 100.0	    34	..............................	TCAGAATAGAACCTAAAATAATCGAAATATTGAA     	
       580	    30	 100.0	    36	..............................	TCCAACAGACGCAAGCGCACTCTGCTGCCATCCACC   	
       514	    30	 100.0	    34	..............................	GGCAATGTGCCCCCACCTCGCTTTCTGGTCGGCC     	
       450	    30	 100.0	    35	..............................	ACATAACTGTTGCATACCTTGCCCAGTACCGAGAT    	
       385	    30	 100.0	    35	..............................	CCATTAACGCCATTTAAAGTAAGTTTATTACCAGA    	
       320	    30	 100.0	    36	..............................	CCTTGTATGTAGACCGAATCATAAATCTTTTGAATA   	
       254	    30	 100.0	    37	..............................	TACTAAATGACTTAACCGTGATGTCGAGGGCTGAATA  	
       187	    30	 100.0	     0	..............................	|                                      	
==========	======	======	======	==============================	=======================================	==================
        67	    30	 100.0	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTTTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATCATTCCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTTCTTAAAAACAACG
# Right flank :  TGTATATACCACCGAGCCATTCACCACGAAATCAGGGTTTAATCGTACCTTTAAAGCGGAGAAAGTACATATAAAAAGTGTTTGAGAGAAGAATGAGGAAAGTTTACTGGTTATCAGTTACTTTCCTCATTTTGGTTAAAAGTGACGAGGACAGACGA

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [55.0-70.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.77   Confidence: HIGH] 

# Array family : NA
//


Array 1 75-2272 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_17232 id=97295516 bin="js4906-26-5_S28_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
        75	    29	  76.7	    35	TAAAA.......-....C............	TGGTAAAACACATAGCCACAGATGCGGATGCCCAT   	A [78]
       140	    30	 100.0	    36	..............................	AGCTAAACGGCGTTTATTTAAAAGGTGTATAGAGGT  	
       206	    30	 100.0	    35	..............................	GTAGAATTAAGCGGTGAAGACTGACCAATTTTATA   	
       271	    30	 100.0	    34	..............................	GGAGCCAAGAGTCTTGAGATAATTCGCGTTGACG    	
       335	    30	 100.0	    36	..............................	TACTCAGAATCCTGTCGGTCGGGATTGGTAAAGTTG  	
       401	    30	 100.0	    35	..............................	TGCCTGTAATACTCAAGGAGACACCTTCTTTCCAT   	
       466	    30	 100.0	    34	..............................	AAAGAAAAGATTGACATTACACCAAAGAATGTAG    	
       530	    30	 100.0	    38	..............................	ATCTGACAATTGAGGACAGAACTATCAACAAAATTAGA	
       598	    30	 100.0	    35	..............................	ACTTATAACTTGAACTACCCTATTTACATGTTAAT   	
       663	    30	 100.0	    34	..............................	AGACGAGAATCCCGAAGATGACTGCTGCGACTTG    	
       727	    30	 100.0	    35	..............................	TTAATATTACTGTAGACAAGGTAACGGGTCCGCAG   	
       792	    30	 100.0	    34	..............................	TTAATCTGAGAAACCTGTTGCTCAACATCAATAT    	
       856	    30	 100.0	    37	..............................	TATTTTTATGACTTGCCTTCTGTTGAACGTTTATTTA 	
       923	    30	 100.0	    34	..............................	GAGCGTGAAAAGCCCTGCAAGTTGTGACGTGTTA    	
       987	    30	 100.0	    36	..............................	ACCGTTGGGCCGTCGGTCCACGATAATTCAAAATCG  	
      1053	    30	 100.0	    38	..............................	GTCTTGCGGGCGGTTGCTTTACCGTCTTTCTCCATCTT	
      1121	    30	 100.0	    36	..............................	AGTGAAACGGAAACGGGTTGCAAAGGAACATTAGCA  	
      1187	    30	  83.3	    27	............AGG.G............C	CAGGTTCGTTGCAAAGGAACATTAGCA           	AAAA,AAA,TA [1198,1211,1215] Deletion [1244]
      1253	    30	 100.0	    38	..............................	GACGTTAGCTTAACTGGCTTGTATAGCACATCATCAAA	
      1321	    30	 100.0	    35	..............................	AACTGTGCAAGAGCCGAGTTGTAACGCTTCACCAT   	
      1386	    30	 100.0	    35	..............................	GTAACATCATAGCCCAACGCGTCAAACTCAGGTTG   	
      1451	    30	 100.0	    36	..............................	AGTGCATCCTTAACGTCTTGCACCTGTTTTTCTTCT  	
      1517	    30	 100.0	    34	..............................	TTCAGTATTACACGGTCGCTACTCAGGTTGCCGT    	
      1581	    30	 100.0	    38	..............................	AACTCCATAGGTTTGAACTGTTTAGCTTTTTCGTAATC	
      1649	    30	 100.0	    35	..............................	TAACCTAAACCCTTAAAAATCTTAAGAAGATTTGA   	
      1714	    30	 100.0	    35	..............................	TTAAGTGTAGCATCACCAAAATCAACCTTGGCAAT   	
      1779	    30	 100.0	    37	..............................	GGTACAAATAAATCGTCTTTCGTTACTGCCAAATAAC 	
      1846	    30	 100.0	    35	..............................	ACGTCAACCTTGCCTATCTCGCCGTCCTCCAACTT   	
      1911	    30	 100.0	    34	..............................	AGAGCAGAATAAGTAGAACCGTCGGCATTGAAAA    	
      1975	    30	 100.0	    38	..............................	TTGTGCCTTACGGACGCTCGTTGACAGCGGGCAAGACG	
      2043	    30	 100.0	    36	..............................	AGCAAGGAAGGAAACGCCTCATTCAACTCATGGAAA  	
      2109	    30	 100.0	    38	..............................	TTATTAACAGCGAGATAACCTCGTTCACGTCCATTCCG	
      2177	    30	 100.0	    35	..............................	TCATTTCGATGACTTCGCGAGGTGTTGGGAAGAAA   	
      2242	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        34	    30	  98.8	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   TACATTCTGTTTATTTCTAATTCGTAACCTCTTCTTTTTATGAGATAAAAACTTATCTCATTCTCAATCACTTAT
# Right flank :  CATTTATTAGTTAGGGGGTCCAGTTCGTTGTACCAAATTTAGCTCACTTTCCTAAGCGTTTTGGTTCGTTCTGTAACCCAGTTTTTGGACAAGTGCTCGGTTGACCAAGTACTGATGTCCTTCAGTTTAACATTTA

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.94, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [8-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-58.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.77,0.41   Confidence: HIGH] 

# Array family : NA
//


Array 1 70-1205 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_37297 id=97297581 bin="js4906-26-5_S28_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
        70	    30	 100.0	    37	..............................	GAAACATTAAAATGAAGACGTATGAAAAGGAAAGAGA	
       137	    30	 100.0	    35	..............................	TATAATGAGGTGAAGGATGCAGAGGTACTGAAGGG  	
       202	    30	 100.0	    35	..............................	GGCGGTGGCGGTGCTCCTCCTCATCGGTGGCATAT  	
       267	    30	 100.0	    35	..............................	CAGCAAGCTACTGCACAAGCACCAGCAGGGGTAGC  	
       332	    30	 100.0	    35	..............................	CCCGAAGGCTTTGCCGGAGGCGTAGTGATGGTAGA  	
       397	    30	 100.0	    37	..............................	AGCGATGTCAGACCAATATCCTTCCATCTGCACTGGT	
       464	    30	 100.0	    34	..............................	TCAGGAGATGGTCCGCTAGGCACCTGCGAGCGTA   	
       528	    30	 100.0	    34	..............................	TTCGTATTAACCGATTGCAGATTATCTTCTCTGT   	
       592	    30	 100.0	    36	..............................	AATGATAGAAATAGTTTTTTTAATCAAAGTAATTTA 	
       658	    30	 100.0	    35	..............................	TTATCTGTATATCCGCCATCCGGCTCAAACTGGTC  	
       723	    30	 100.0	    34	..............................	TTTAGGGCTTGATCTATGAGAATCTTGGAACCTG   	
       787	    30	 100.0	    36	..............................	TACGTAAGCTTGATGCCGTGGAAGGTGATAGCGCCC 	
       853	    30	 100.0	    34	..............................	CAGGTTACGGATTCATCTGTTTTATGGTTGAACA   	
       917	    30	 100.0	    34	..............................	GCAGTATTCCACACATTTTCTTTAGTCTGAGCGC   	
       981	    30	 100.0	    36	..............................	TTTTGAGCAATCGTTGCCCAGGTATGGCGAAATGTA 	
      1047	    30	 100.0	    34	..............................	ATGGTAATCAACCGAGGAGCAGGTACGAAGGAGA   	
      1111	    30	 100.0	    35	..............................	AGGAGTTATATCATTATTCATAATCACCGCATTTT  	
      1176	    29	  93.3	     0	.......................-..C...	|                                    	
==========	======	======	======	==============================	=====================================	==================
        18	    30	  99.6	    35	GTTCTAATCGCACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   ATATTTTTTTGTATCTTTGCACCCACAAACCCATAGATTCTTAGGACATCTACGCCCAAGACTTAACGGG
# Right flank :  TTGAATGCTGGCTCGTAGCGGTCGTATTTCTTCACCCACTGCTGCATGTTGTCACTCTTGGCTATGCGAGTTGTT

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGCACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:66.67%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,-0.70] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [55.0-51.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 160-6673 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_4657 id=97287941 bin="abawaca_55_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                 	Insertion/Deletion
==========	======	======	======	==============================	================================================	==================
       160	    30	 100.0	    34	..............................	CCAATAACACATTTAAAATAACAACTATTCGCCC              	
       224	    30	 100.0	    37	..............................	AATTTCGGCGAACTCTTTTGAGTTTACCCGCACATTT           	
       291	    30	 100.0	    37	..............................	AGCCGTTGAGGATATCGTATTATTTGGCCTTCTCGCC           	
       358	    30	 100.0	    37	..............................	GGGAATAGGATTGGGTGTTGACCTGATCTTCCGTTAG           	
       425	    30	 100.0	    37	..............................	TCGTAAGGTGAAATACGTGTAGGCACACTCCAGTTAG           	
       492	    30	 100.0	    34	..............................	AGACTTCAGCGCATATCGATTGCATTTCAGATGC              	
       556	    30	 100.0	    34	..............................	GGGGTTGAGGGGGTGCAACCCCCCACCCTCGGAG              	
       620	    30	 100.0	    35	..............................	AACCACTTGAGCTTATTCTTTTTTCGTAGTGTTTC             	
       685	    30	 100.0	    35	..............................	AGATATTGAGCTTTCCAATCGTCATGAACATTAGC             	
       750	    30	 100.0	    34	..............................	ACAAAGTTCTATCTAGATACTTCCGCAAGTATTG              	
       814	    30	 100.0	    36	..............................	CTCGTTTTTGTTTACGAGTTCGAACTTATCAAATAG            	
       880	    30	 100.0	    33	..............................	TCGTAATGAGTTTGGTTTTGTTGATTATTATTT               	
       943	    30	 100.0	    36	..............................	ACGGAGTCGCGGGACATAATTTCGATTCCATCAACG            	
      1009	    30	 100.0	    36	..............................	TTTGACATCGAACCGAACCCGACACCTGCCGATGAG            	
      1075	    30	 100.0	    34	..............................	GAAGGCGTAGCAGCCACGCAGCCGCTCCACTCTC              	
      1139	    30	 100.0	    33	..............................	CACTTCGAGATCAATGATCCGGAACCTTGGCGC               	
      1202	    30	 100.0	    36	..............................	ACAAGAAGTCCATGAAGATTGAGATCGCTCAGGCAA            	
      1268	    30	 100.0	    35	..............................	TTGCGTGAAGCTTCTTTCGTTTTGGATGATGATCA             	
      1333	    30	 100.0	    35	..............................	TTTGAGACGCTTACACGGTAAACCCATTATCATCA             	
      1398	    30	 100.0	    37	..............................	TTTGTTACTCGTTCTGTTGATATGAGCAAGTTTTCTA           	
      1465	    30	 100.0	    37	..............................	CAGATTTTTCTCCGTACTATGCCTTTAAACTCTGCTG           	
      1532	    30	 100.0	    36	..............................	CTAAGTTACAGCTTTTGAAGCCACGTTCTGTGCAGT            	
      1598	    30	 100.0	    36	..............................	AAGTTTGATAACCTTGCGCTAGATGATTATAAGCAT            	
      1664	    30	 100.0	    37	..............................	AGAGGAAGAAGAGATGCAACTTTACTATTATCGCCAG           	
      1731	    30	 100.0	    34	..............................	AGAAGGAGAAGAGTGAGTTGATGAATTATCTGAT              	
      1795	    30	 100.0	    34	..............................	AAATAAAAGCCCTCATCGTAGTTGCACCCTGCGT              	
      1859	    30	 100.0	    34	..............................	TCGTTAACACTACTAGCTTTGCCATAAATGTCAC              	
      1923	    30	 100.0	    34	..............................	TCAAAAGCGTTAAGGGCATCTATTGCAGAAATAG              	
      1987	    30	 100.0	    34	..............................	TCACGTTCATAATCTCTATTAAGCTTATAAACAG              	
      2051	    30	 100.0	    34	..............................	AACAAATGTATTCGGCAAAGGTCGAAAGCGTTGC              	
      2115	    30	 100.0	    35	..............................	AATAAAACCCCTTATTTGAATAACGCAAAGCCAAC             	
      2180	    30	 100.0	    36	..............................	TTCCGTTTGCCCTTGGGTGTCCTGTTTGGTAAGTCT            	
      2246	    30	 100.0	    35	..............................	AGCGTGACAACGGAGCGAATGCGAACCTTTCCGGT             	
      2311	    30	 100.0	    35	..............................	GTGACTACGCTTCGGGTTAAGTGTTGCAAAGAACT             	
      2376	    30	 100.0	    34	..............................	AAGAATAAATAATATCAGTAAAAGATACGTCAGG              	
      2440	    30	 100.0	    36	..............................	TTGGTCGAAGCAGCTCCATATCTCCCGGCTGGAAGG            	
      2506	    30	 100.0	    36	..............................	AATCATTTGCACGCTTTTTGGCAATTGCATACAATT            	
      2572	    30	 100.0	    37	..............................	AACAGAAAAACGGCTGCAAACGGCAAATAAAAGCGTT           	
      2639	    30	 100.0	    35	..............................	AAAGCGGACGAAGCAACCGCAACGGATGCCGCCAC             	
      2704	    30	 100.0	    36	..............................	GGTGTAAAGGGTCCGGAACTCCTCGGCACTTAATAC            	
      2770	    30	 100.0	    35	..............................	CTAGGTACAGCACAGAATGTCGTTTACCGAGTAAC             	
      2835	    30	 100.0	    35	..............................	CTAGAAAGAACTCTTTTATATCTATCTAAAGGTGT             	
      2900	    30	 100.0	    36	..............................	TGATGGTGACACGTACTTGTTTGACAATCCTGTAAA            	
      2966	    30	 100.0	    34	..............................	AGCAAAAGCAGACTGCTGTACTGCTGCCGCATTA              	T [2995]
      3031	    30	 100.0	    36	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGAA            	
      3097	    30	 100.0	    37	..............................	TTATCATTAACATAATTAATGTTTACTGAAACAACAT           	
      3164	    30	 100.0	    48	..............................	TGAGCAGCGAGACCACAGAGGCAGCCCTGGCAGCCGCCAAAGCTCCGA	
      3242	    30	 100.0	    37	..............................	AAGGCTGCGCTTGCTTCTTTGCGTTCTGCTTTTGATC           	
      3309	    30	 100.0	    33	..............................	AACTACCATTGCCTGCTTGCTGCTGCAAACGCA               	T [3338]
      3373	    30	 100.0	    36	..............................	AACAAGCTCTATCACAAGTTCCTCATCACAGACCGC            	
      3439	    30	 100.0	    35	..............................	GAAGCAGACGACCACTTCCGGCTGCACAGTCATTC             	
      3504	    30	 100.0	    34	..............................	TCTGCAAGGCTGCCGGAACTTTCTTTGTACTCAA              	
      3568	    30	 100.0	    35	..............................	GGCGCAAAGGTGCACGTAAATTTTTAGGGAATTTT             	
      3633	    30	 100.0	    35	..............................	GAAATTCTCCATTTCCTGATACCATCTATAATAGA             	
      3698	    30	 100.0	    38	..............................	CCAGGCATCAGGAACACGCCCACCGATGGCACACACCG          	
      3766	    30	 100.0	    34	..............................	AAGTTGATAAAAAGTGTAAGCAAAAGCAAAAGAT              	
      3830	    30	 100.0	    36	..............................	ATACACCAGGAAGAAAGGAAACGACACCGTAACCTA            	
      3896	    30	 100.0	    35	..............................	TTTGGTACGCCCAGCTGCAGGACACCACATACGCA             	
      3961	    30	 100.0	    35	..............................	CTACTTCACCAACAAGCGAAACCTCACCACGGTGC             	
      4026	    30	 100.0	    34	..............................	TTGTTCAAATCTCGCAAATTAGCAAGTGCGAGTT              	
      4090	    30	 100.0	    35	..............................	AAGCTCTTTATCAGACATATCAGAAGTATCAACAG             	T [4119]
      4156	    30	 100.0	    35	..............................	AGACTGTATAGGTTGCCACTGACGATACTGATAGA             	
      4221	    30	 100.0	    38	..............................	TCTTTACCCAAAACCATATTATTTACAACAACTTCAAA          	
      4289	    30	 100.0	    36	..............................	ATAGAAGCGGTAGTGTTATTATCAAAACTCAAGTCA            	
      4355	    30	 100.0	    34	..............................	AGAATAGAAGATCCTTCGGCCAAAACTGACGAAA              	T [4384]
      4420	    30	 100.0	    34	..............................	CAAGGCACTTCATAATGAGAAGGAAGCGCACTCA              	
      4484	    30	 100.0	    36	..............................	TTCATAAGATTAGCATTAATACCTGCGTCAGACATA            	
      4550	    30	 100.0	    36	..............................	CTAGAAGTAATGCGGTCAAGATGATAACATGACAAA            	
      4616	    30	 100.0	    34	..............................	GAGTATTTGTTTCCTTCGGTTGATAAAGCAGAAG              	
      4680	    30	 100.0	    37	..............................	AGAATTAGGTGAATCTATGACAGAAGCACTTGGCGGC           	
      4747	    30	 100.0	    36	..............................	TTTTGTTTTAAGGAGTAGGGGTTTCGTTCTATTTCC            	
      4813	    30	 100.0	    38	..............................	TCATCACGGACAACACTTGCAGGGGTCAACTCATAACC          	
      4881	    30	 100.0	    36	..............................	GGTTCTGAAGGAAGCAAACCTCAACTTTGGAGACAA            	
      4947	    30	 100.0	    34	..............................	ATGTGTAATAGGGAAACAATTCAAAAAACCATTT              	
      5011	    30	 100.0	    35	..............................	ATTGACAATATAATGGCAAGTGGGCTGCCGCATCA             	
      5076	    30	 100.0	    34	..............................	ATGCTCTAACCACGCTGCAAATTTAGCATTTTCT              	
      5140	    30	 100.0	    37	..............................	CCCATACAAATGTAACCAGGTCGCCCTCCTGGATGCC           	
      5207	    30	 100.0	    37	..............................	TGAGTATAGAAACTCAATGCCCGCCGTGGTGCCTGCA           	
      5274	    30	 100.0	    36	..............................	ACTCACTGTATGCCTCTCTCTGAGAGATCAGATCCT            	T [5303]
      5341	    30	 100.0	    36	..............................	TCCTTCTTGCGTTGGTGAGCGTACACTTCTGCTTTG            	
      5407	    30	 100.0	    37	..............................	ATTCTTGGATGGGCGAGTGCTTCGTGACTATCAATTT           	
      5474	    30	 100.0	    35	..............................	AGATGGGAGAGAGTAACGTGTTACTCAGAGACATC             	
      5539	    30	 100.0	    35	..............................	AGCTATGATGATGAGACCGAAATCAAGAAAGAGAC             	
      5604	    30	 100.0	    36	..............................	AGGTGTAATCATCGGGGGAAGGTAAAGAAGGGTCGG            	
      5670	    30	 100.0	    34	..............................	ACAAGCGCAAAAAAGATGGTTAGTTTGCTTATAG              	
      5734	    30	 100.0	    37	..............................	GCGGTTCTTAAAACTGAACTTACCCGCACGTTCCATT           	
      5801	    30	 100.0	    34	..............................	TTGCCCACGTCTCCGGGCTGTCCTCCGCATCGTC              	
      5865	    30	 100.0	    35	..............................	CTATCAGCAGAAGAACTAACAGACTGCGAAGGAGG             	
      5930	    30	 100.0	    35	..............................	ACGCAACACACTTCAAAACAAGAACAATAATTTCT             	T [5959]
      5996	    30	 100.0	    34	..............................	AAGCTGCCGAACTACGAACGATTCAATGGCTTAT              	
      6060	    30	 100.0	    34	..............................	TTGTAACCAAGCTTGATAGTCTCTCCAGGGTTAA              	
      6124	    30	 100.0	    34	..............................	GAAGGAGGCGAGCATCAAGGCTCAGTACAATGAT              	
      6188	    30	 100.0	    36	..............................	ATTCCAGGCGAGTACAACTATGAGATACCTATCGGC            	
      6254	    30	 100.0	    34	..............................	AGGGCTGGCATTATCCAGGCTATCACTGGGTAGT              	
      6318	    30	 100.0	    34	..............................	TAACAATGTTGTTGAAACAAATTGACTATCTAGA              	
      6382	    30	 100.0	    35	..............................	AGGCTTGACGATTGGCTATCCGGATGCCTTTCTTC             	
      6447	    30	 100.0	    35	..............................	GGCACACCCCGGCAGGGTGAGCGGGAGGGGATCGC             	
      6512	    30	 100.0	    36	..............................	AGAGTATTTATAGAGTTAAAAGAGAAAGGGAAGGCA            	
      6578	    30	 100.0	    35	..............................	AACAAAGACCTTGATCATAATCGCTCTTCAAACAC             	
      6643	    30	 100.0	     0	..............................	|                                               	
==========	======	======	======	==============================	================================================	==================
       100	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGGCATCTACGCCCAAGACTTAACGGG
# Right flank :  AAGAAGCAAAAGGCTAGTGTTTTTCTTTTACCTTTGCACCCAGGAATCAAGTTAGGATATTTGGTTAATGGGTGTTAAGGTGAACTATCTTTCTTTCAAGGTATGCCCTTTCTC

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-2] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [51.7-63.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0.27   Confidence: HIGH] 

# Array family : NA
//


Array 1 1683-2498 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_16450 id=97267734 bin="concoct_74"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                	Insertion/Deletion
==========	======	======	======	====================================	===============================	==================
      1683	    36	 100.0	    27	....................................	ATACAAACCATCTGCCCCTCATGTGGT    	
      1746	    36	 100.0	    31	....................................	CTTAAGCAAAAGTTAGATAGGTAATACACTG	
      1813	    36	 100.0	    29	....................................	TTTGATACACTATCTTATTGTTCAAATTA  	
      1878	    36	 100.0	    29	....................................	TGCACGTGTTTACAAAGTCAACGATTTTT  	
      1943	    36	 100.0	    29	....................................	ATGTTTCGTTTGTTTCGTTATCCTTTTCA  	
      2008	    36	 100.0	    29	....................................	ATTTGTTATCAACTATTTTAAGCTTATAG  	
      2073	    36	 100.0	    30	....................................	TATTTGCACGGTTACGCCTGTTGCTGGGTT 	
      2139	    36	 100.0	    30	....................................	AGAAATATGTCGGAGGCTGTATCTTCGGCA 	
      2205	    36	 100.0	    29	....................................	TGGCGTACAAATAGCTTGACATGGAAAGA  	
      2270	    36	 100.0	    30	....................................	CACGTTTTTCAGTTAATGAACTTACAGTAA 	
      2336	    36	 100.0	    27	....................................	ATTTCTCCCGTACAAAAACCTTTTGCG    	
      2399	    36	 100.0	    30	....................................	GCTTATGAATCTCGGCAACAACTTGGCGAC 	
      2465	    33	  91.7	     0	.................................---	|                              	
==========	======	======	======	====================================	===============================	==================
        13	    36	  99.4	    29	GTCTATAAGGACTTGATAATTTCTACTATCGTAGAT	                               	       

# Left flank :   TAGATGTTTTATGGGTTGTAAATCAACACAAGAATATCCTATTTTCGAGTTTAAATGATAATAGTAAGTTATGATATTTCTGACGACAAGATGCGCACTAACTTTACAAAAATGCTTAAAAGTAATGGTGCCATTCGGCTTCAGTTCTCTGTGTATGAAGTAAGAAATACAAAGAGAATTGTTAATAATCTTATGTCTAAGATTGAAGCTTATGCAAAACATTTCACAGCCGATGATAGCGTTATACTTTTTGACATTGAAGCTGAAAAACTGACGAAATATGGTAATGCTATTCATAGAGACCAAGATGTTGTATACTTTTAAATAGCAAACATAAGTCTTTATGCTTTTGATCTATACATACGTAACTAACTGATTATTAATTTCTTCCTTAGCTGTTATACTATAACAAACTCTGTATGGGGGATTAATATCCTCAAAAAATAATCATTAAAAGGCATTTATATAAAGGATTTTATGTAATTTTGTAAAAAATAAGA
# Right flank :  |

# Questionable array : NO	 Score: 3.21
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.97, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCTATAAGGACTTGATAATTTCTACTATCGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  R [-1.30,-3.20] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      F [0-1] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [85.0-0.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.68,0.37   Confidence: LOW] 

# Array family : NA
//


Array 1 1263-4097 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_8058 id=97276342 bin="js4906-26-5_S28_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
      1263	    30	 100.0	    34	..............................	GGCACTACTGATGGGGTAATGCGTACATCAAGAG    	
      1327	    30	 100.0	    36	..............................	ATCAAGGATTTGGCGTTACAGGCAGTGATAGAGTTC  	
      1393	    30	 100.0	    35	..............................	GTCATTACGTTAGTACGTCCGTTATTGACATTGTT   	
      1458	    30	 100.0	    36	..............................	AAGGTCTGTTGAGAGTTATGTGCAGCAGTATCCGAA  	
      1524	    30	 100.0	    35	..............................	CAAGGTTCTGCGTAATAAAATGCTCTGCATCAAGC   	
      1589	    30	 100.0	    35	..............................	GACTGAAGGCTATTAATAGCTTCGCGAACAGCCTT   	
      1654	    30	 100.0	    34	..............................	AACTCCATAGTTGTATTATTGTCAAAACTCATAT    	
      1718	    30	 100.0	    35	..............................	AGATTAAAAAATGGTCTCTTATGCGTTCCGAGGAG   	
      1783	    30	 100.0	    35	..............................	TGTTTACGTTTAGGAAACATGAAGCCGAGACGATG   	
      1848	    30	 100.0	    35	..............................	TTGAAAAGGCTAAACTTGCTACAGGTGTTTACGGT   	
      1913	    30	 100.0	    34	..............................	TACTTTAACGACCGTATTTTCTATAATAAACATC    	
      1977	    30	 100.0	    35	..............................	GAACTAAATACTTACAATTACCATGAGTATACTAA   	
      2042	    30	 100.0	    35	..............................	TCAAGCTAAATGGCGTTAAATGGCACAAACTGGGT   	
      2107	    30	 100.0	    37	..............................	ATTATTAAATATGTTCCACATGTCTTCACTAATAGAT 	
      2174	    30	 100.0	    34	..............................	CGGTATTGTCAATCGGTACAAACTTTCCGACCTC    	
      2238	    30	 100.0	    34	..............................	TAAGTATCGTAGTATGCCTTATAGAAAGACAAAA    	
      2302	    30	 100.0	    36	..............................	AGTGGAGCGATACAAATCACGACATGCCTCGCACTT  	
      2368	    30	 100.0	    35	..............................	TTTTGTCCGAAAGCGGTATTAATACCAGCTTGTTG   	
      2433	    30	 100.0	    37	..............................	AATACATACGGGCAAAGCTCGGTGTAGGCATAGGAGC 	
      2500	    30	 100.0	    36	..............................	CAAATTGTGTTGCAAGCTTTACGTATGTGCGAGAAC  	
      2566	    30	 100.0	    36	..............................	ATCTGCGCAAGGTGGCTTCCGGGCAGTATTGGTGTA  	
      2632	    30	 100.0	    34	..............................	ATGGTATTTCTGTTGATTACTCAGATTCTAAAGT    	
      2696	    30	 100.0	    36	..............................	TGTGGAATAAATGCTGCGCTTGCAGTCAAACACCGG  	
      2762	    30	 100.0	    38	..............................	ATTATTAAATATAGACCACATATCCTCACTAATGGACT	
      2830	    30	 100.0	    34	..............................	TAATGTACAATTTATAAGCTTGAATGATAGAATC    	
      2894	    30	 100.0	    35	..............................	AAGCAGAAGGAGCAGCAGGCGAAGAAATTTGTGGA   	
      2959	    30	 100.0	    38	..............................	ATATTAATAACAATTTAAATCATACTATTATGGCAAAG	
      3027	    30	 100.0	    36	..............................	AACTTCCGTGAGCGTTACGAGGACAAGAAGAAATCT  	
      3093	    30	 100.0	    35	..............................	GAACAAAATACTTATAATTATCATGAGTATACTAA   	
      3158	    30	 100.0	    35	..............................	GGTGAATATTCAAATACAAAACATTACACCAATCC   	
      3223	    30	 100.0	    35	..............................	ATCGGTACAGGCTTCCGACAACTATTCTAAAGTTG   	
      3288	    30	 100.0	    36	..............................	CAGTTACGTCTTCTTCAAGCAAACCACAGCCAATGG  	
      3354	    30	 100.0	    36	..............................	TTGAGGAGATAAGCCTATTGTGGCAGGAGAGTCAGT  	
      3420	    30	 100.0	    35	..............................	AAGCCTAAATTATTAGACTTGTAGGACTTAGGAAG   	
      3485	    30	 100.0	    36	..............................	ATTCAACATGTGGAACAACAGACTACAGTGGAAGTA  	
      3551	    30	 100.0	    36	..............................	AACTGTTCGCACTGTAGAGTACGCAAAAGACAATGA  	
      3617	    30	 100.0	    36	..............................	CGATTTCGTAACCAGTTGGCTGGTGCTAAGTATGTT  	
      3683	    30	 100.0	    34	..............................	TCTACCTCTGCGCCTTAGCAGTGCAGTTCCTGAT    	
      3747	    30	 100.0	    34	..............................	AAATTAAAACAGGCGCACATATTAGGCGCAGAAT    	
      3811	    30	 100.0	    35	..............................	TAACGACGGAGACAACACTATCACGCTGCTGCTCA   	
      3876	    30	 100.0	    33	..............................	AACTCACGATAAGAACGTACCTTAAGACGGTTG     	
      3939	    30	  96.7	    34	...A..........................	GCAGTAGTCTCAATCGGAATTATCGACCCTGCAA    	
      4003	    30	  96.7	    34	...A..........................	TCGCTTGGTTTAATGACACTCAATGCTCTTGCTG    	
      4067	    30	 100.0	     0	..............................	|                                     	
==========	======	======	======	==============================	======================================	==================
        44	    30	  99.8	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   ACCTTTTAAAATGTATTGGTGATATGTATGTGATTATTGTTTATGATGTAGGTGAAAAGCGGGTTGGCAAAATGTTGAAGCTTTGTCGCCAGTATTTGTGCTGGATTCAGAACTCAGTATTGGAAGGAGAATTATCTGAAGCTAAACTTCGGGAATTGCAGATAAAGATGAAAGCTATCATTGATGAATCCGAGGACAGTGTCATTGTTTTCACCAATAAAATGGGGTATAATATGAACAAGCAGATTCTTGGAAAAGAAAGAATGACTACCGATAATTTCTTATAAAGAGTTGTCGATGTTGTTCTAATTGCAGGATTTTGATTAAGCAAAACCCACAAAAGTGCTCTTTGACTTATTGAGACCTCCAGGAATAGGCAGGTTGTCGTATGACCGCAGAAAAAATATCATTAGACATCGACATTTTTTCTGAAGTATTTTTGTATCTTTACACTCGCAAAACCACTGTATATATAGACATTTACATCTTAGATTTAATGG
# Right flank :  TAATACATACAGTACCGGAATATATTATCAGTTGATTTTCAGTATTATACGCTTTAAACGGTAGAAAAGTGACGGTATGGATTCTGATTAGATACGAAAATGTGAAGATTTAACGTATTTAACTTTCTATTACACAGAAATTCACGATTATGATTGGTATATATAATCATAAACTGGAGAACAAAATAATACGTTTCGTTCTTCTATATTTCGATTATTCTTTGTACATTTGTCACATTAATATATATATATTAATAATACACCTTAAAATAATAACCTATGCTATCTACAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: NA [70.0-73.3]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.5,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 94501-97486 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-5_S28_scaffold_123 id=97283407 bin="js4906-26-5_S28_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                 	Spacer_Sequence                                    	Insertion/Deletion
==========	======	======	======	================================	===================================================	==================
     94501	    32	 100.0	    35	................................	ATTATCTTGAGGGCGAGCTGTAGTTCGTGAACGTA                	
     94568	    32	 100.0	    35	................................	AACGAAAGTCTGGTTGCTCTCAGTGTCAACAGCAT                	
     94635	    32	 100.0	    35	................................	TCCTGGATAAGGTTAGTCTCACTCTTAGTTACGAA                	
     94702	    32	 100.0	    34	................................	AACGAAAGTCTGGTTGCTCTCGGTGTCAACAGCA                 	
     94768	    32	 100.0	    35	................................	TCGTACACATCAGGTAGAAACGTGTCGATTGCATC                	
     94835	    32	 100.0	    32	................................	TTTAAAACGCTATACAGTCAAGATAATATAAA                   	
     94899	    32	 100.0	    34	................................	TTATTGCCCGATAGATACACGGTATAAGATACTG                 	
     94965	    32	 100.0	    34	................................	TCCATGTTTATATTTGTGTTTGTGTTGGTTGCTG                 	
     95031	    32	 100.0	    33	................................	CCATTTATACCACTTTGGTATAGTTTGCAGTCG                  	
     95096	    32	 100.0	    33	................................	TGCCCTCCAAACTTTAATTAATTCGTCGATCAT                  	
     95161	    32	 100.0	    33	................................	AGACCGATAGCTACTACCTCGCTACCCATGTTA                  	
     95226	    32	 100.0	    34	................................	CTTGATGATGCAATTGCATTGCAAAACCAATCCA                 	
     95292	    32	 100.0	    35	................................	ATAATCACCTCGGATGGGATGCCAAGTTGTAACGC                	
     95359	    32	 100.0	    32	................................	ACGAACGCGACAAATTGGCGCAAGGTTGAAGA                   	
     95423	    32	 100.0	    33	................................	AATAACAAGCCACCTTCCGGTGTAACTGGAAGC                  	
     95488	    32	 100.0	    34	................................	TTGTGTTGCCGGGTCAAATATGGACGTTGAAAGC                 	
     95554	    32	 100.0	    34	................................	AATGACTTGTAATCAGAATGTCCAGTCCATCGGA                 	
     95620	    32	 100.0	    33	................................	ACGCCAAGATTATACGGTGGGTCGGCAATGATT                  	
     95685	    32	 100.0	    33	................................	AAGCAAAAACCGATGTTGGGAATCCAAGACTTC                  	
     95750	    32	 100.0	    33	................................	AAGACCTTGGCAACGAACCGCCGGAAACGCTTT                  	
     95815	    32	 100.0	    33	................................	AATGATTTTCGTCATAGCTGGATGAATAAGCGC                  	
     95880	    32	 100.0	    35	................................	ATTGGTGTATCATCGAACAACTATATGAGCAAGGC                	
     95947	    32	 100.0	    34	................................	ATCGAAAGCAAACGCCCATCGTTAAAGGGCAAAG                 	
     96013	    32	 100.0	    32	................................	TCTCAGTTCCATATGAACAACGATTTGCATAT                   	
     96077	    32	 100.0	    51	................................	CAACGTTCGTTTCGCGCCTTGTGATAAGCTGCAGTCGCACCCTACGTGGGT	
     96160	    32	 100.0	    33	................................	TCATCGTGTATATGGAGTCGCACCCTACGTGGG                  	
     96225	    32	 100.0	    34	................................	TACATCTTCAGTAATAGTCGCACCCTACGTGGGT                 	
     96291	    32	 100.0	    33	................................	CTAACATACTGACCGAAGTCGCACCCTACGTGG                  	
     96356	    32	 100.0	    35	................................	AATTACTTTTACTGGGGGTCGCACCCTACGTGGGT                	
     96423	    32	 100.0	    33	................................	TCAGCACCACGTGACCGTCGCACCCTACGTGGG                  	
     96488	    32	 100.0	    34	................................	TATCCTGACGATATTATGTCGCACCCTACGTGGG                 	
     96554	    32	 100.0	    34	................................	ACGTGTGGCACCCATCGTCGCACCCTACGTGGGT                 	
     96620	    32	 100.0	    33	................................	TGCCGATATTAAAACGTCGCACCCTACGTGGGT                  	
     96685	    32	 100.0	    33	................................	TCGGGTCGTATGCGAAGTCGCACCCTACGTGGG                  	
     96750	    32	 100.0	    34	................................	CTTGCAACACGCGAAAGTCGCACCCTACGTGGGT                 	
     96816	    32	 100.0	    33	................................	ATTTGTGGCTATCTGGTCGCACCCTACGTGGGT                  	
     96881	    32	 100.0	    33	................................	GCGCCCAATCCCTTGAGTCGCACCCTACGTGGG                  	
     96946	    32	 100.0	    34	................................	AGAATCGAAAATCGTCTGTCGCACCCTACGTGGG                 	
     97012	    32	 100.0	    34	................................	CCTCCATAATCTCGTCTAGTCGCACCCTACGTGG                 	
     97078	    32	 100.0	    35	................................	AGGAGAATGTTGTCTATGTCGCACCCTACGTGGGT                	
     97145	    32	 100.0	    33	................................	GGACCGCAGAACTCCGGTCGCACCCTACGTGGG                  	
     97210	    32	 100.0	    34	................................	TCTTCGCTTGAGGGAGTCGCATCCTACGTGGGTG                 	
     97276	    32	 100.0	    32	................................	ACGCTACGCCCTTGGTCGCACCCTACATGGGT                   	
     97340	    32	  96.9	    15	......T.........................	CCCAGCTCTGCCATA                                    	Deletion [97387]
     97387	    32	  96.9	    35	......................A.........	ACCATCGGGGCAAAGCTACAAAAAATTGGCGTTAA                	
     97454	    30	  87.5	     0	............A.T...--............	|                                                  	AA [97468]
==========	======	======	======	================================	===================================================	==================
        46	    32	  99.6	    34	GTCGCACCCTACGTGGGTGCGTGGATTGAAAC	                                                   	       

# Left flank :   GACGATTATCCCGTATTTTTAATCAAATAGCTTATGTTCGTACTGATTACCTATGACGTGAATATCACATCCCTGAACGGAGCCAAGCGTTTGCGCAATGTTGCAAAAGCCTGCCTAAATCATGGGAAGAGAGTTCAAAACTCAGTATTTGAATGCGTCTTGACCGAATCGCAATATATTATGCTTAAAAGTCAATTAGAGAACATTATTGACTCATCGCAAGACAGCATCAGATTCTATCTATTAGGCTCAAACTGGAAACGTAAAGTGGAGACTATCGGCAAGAATATGGGGATAGACGTCACTGGAGAACTGATAATCTGATATAAAGGGTGCGAACGTATAGTATTGCATAATATACAGCGACTTTCGCACTCTTTGAAAATCAAATAGATAGATTTATATACCCATAAGATTCACATAAGTATTCAAAAATTTGCATATTATTCGCAAATAATGTACTTTTGTAATATGATATTCAGACATTTGCTGAATATGCG
# Right flank :  TATTCGCATAACCGAAACCCGCATTCGTACCATGTTTTACTAATAGTGACACATAGGTTAAACCCAAATCATTAGGATTTCTCTGTGTCGTACGGCAAAGAGAAATCCTTTAATTTTTCCCATATAGATAAGAATGATTGTCGTGTTTTTAGTGATCTGGCCAAATA

# Questionable array : NO	 Score: 6.20
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:-0.03, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTCGCACCCTACGTGGGTGCGTGGATTGAAAC
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     R [6,7] Score: 0.37/0.37
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  F [-6.40,-5.00] Score: 0.37/0.37
# 	Array degeneracy analysis prediction:      F [0-7] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [73.3-58.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.55,0.37   Confidence: HIGH] 

# Array family : NA
//


Array 1 1141-129 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-27-4_S31_scaffold_25392 id=97367381 bin="js4906-27-4_S31_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1140	    30	 100.0	    36	..............................	TCAGAAAAGGCAGGGTTAATTCCTGCCTGCAACATA 	
      1074	    30	 100.0	    35	..............................	AATGACATAGGTGAGGACACAGAAGTTACCTTCGC  	
      1009	    30	 100.0	    35	..............................	AGCACGCTTGGCAGTGCAACGAGCACCCCGTGAGG  	
       944	    30	  96.7	    37	..C...........................	TCAAAGAACGTAGCGAAAGAATGTAAAACATTGTTAT	
       877	    30	 100.0	    34	..............................	TCGCTTGGGTTAATGACTTTAAACGCTCTTGCAG   	
       813	    30	 100.0	    35	..............................	GATGATCAACAAGATAATAAGGCACAATCTGTCAC  	
       748	    30	 100.0	    37	..............................	AACAACACGATTGGAAAGAAAAAACAAACCATGTAGA	
       681	    30	 100.0	    34	..............................	AATTGATAGCGGTGGGAAACGAATCATACAAGAA   	
       617	    30	 100.0	    36	..............................	TCCTTTGAACTATAACAATCAAGGAACCAATCTTTC 	
       551	    30	 100.0	    34	..............................	TCCGATTGACGGACGGAACAATATAGCTGGAACT   	
       487	    30	 100.0	    35	..............................	AATCTACTACATAATGGTAGCCGATACATCTCATG  	
       422	    30	 100.0	    35	..............................	TACCTTTGCACACAAAAAAGGTCGGAGTGACGATG  	
       357	    30	 100.0	    36	..............................	TTATTCTCAAGGTCACGAACCTTATTCATACAAAGA 	
       291	    30	 100.0	    35	..............................	GATAAAGACGGGTTCCGTCGCTACCGCATCGTGCC  	
       226	    30	 100.0	    37	..............................	TGAGCCGTAATAAAGCCGTATGGCATTTGTGCAAATG	
       159	    29	  93.3	     0	........................C-....	|                                    	G,T [130,132]
==========	======	======	======	==============================	=====================================	==================
        16	    30	  99.4	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   AGATAGTTATGCCGTTCTCGGTTTT
# Right flank :  TTCGTTAAAATTTGAGTATATGGCTACGCGGCCTTAGGCTGCCAGCCAATGAGTTCTTTGACAATCTTACTAATTAAAGTTCGGTTCGGTCGGCATCGGGACATGTCGAAAATTAATTTCGTATAGTTC

# Questionable array : NO	 Score: 6.23
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.97, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [4-1] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [55.0-25.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.27,4.91   Confidence: HIGH] 

# Array family : NA
//


Array 1 1232-92 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-27-5_S32_scaffold_31379 id=97393368 bin="maxbin2_maxbin_050_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1231	    28	  83.3	    34	TT......-....-...C............	GTTGTAACCGTAGTACAGTTAAATGAATGGGGGT   	T [1227]
      1168	    30	 100.0	    35	..............................	TCGGCACATAGATAGTTATGCCGTTCTCGGTTTTC  	
      1103	    30	 100.0	    36	..............................	TCAGAAAAGGCAGGGTTAATTCCTGCCTGCAACATA 	
      1037	    30	 100.0	    35	..............................	AATGACATAGGTGAGGACACAGAAGTTACCTTCGC  	
       972	    30	 100.0	    35	..............................	AGCACGCTTGGCAGTGCAACGAGCACCCCGTGAGG  	
       907	    30	  96.7	    37	..C...........................	TCAAAGAACGTAGCGAAAGAATGTAAAACATTGTTAT	
       840	    30	 100.0	    34	..............................	TCGCTTGGGTTAATGACTTTAAACGCTCTTGCAG   	
       776	    30	 100.0	    35	..............................	GATGATCAACAAGATAATAAGGCACAATCTGTCAC  	
       711	    30	 100.0	    37	..............................	AACAACACGATTGGAAAGAAAAAACAAACCATGTAGA	
       644	    30	 100.0	    34	..............................	AATTGATAGCGGTGGGAAACGAATCATACAAGAA   	
       580	    30	 100.0	    36	..............................	TCCTTTGAACTATAACAATCAAGGAACCAATCTTTC 	
       514	    30	 100.0	    34	..............................	TCCGATTGACGGACGGAACAATATAGCTGGAACT   	
       450	    30	 100.0	    35	..............................	AATCTACTACATAATGGTAGCCGATACATCTCATG  	
       385	    30	 100.0	    35	..............................	TACCTTTGCACACAAAAAAGGTCGGAGTGACGATG  	
       320	    30	 100.0	    36	..............................	TTATTCTCAAGGTCACGAACCTTATTCATACAAAGA 	
       254	    30	 100.0	    35	..............................	GATAAAGACGGGTTCCGTCGCTACCGCATCGTGCC  	
       189	    30	 100.0	    37	..............................	TGAGCCGTAATAAAGCCGTATGGCATTTGTGCAAATG	
       122	    29	  93.3	     0	........................C-....	|                                    	G,T [93,95]
==========	======	======	======	==============================	=====================================	==================
        18	    30	  98.5	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   TCTGTCCTCGTCACTTTTAACCAAAATGAGGAAAGTAACTGATAACCAGTAAACTTTCCTCATTCTTCTCTCAAACA
# Right flank :  TTCGTTAAAATTTGAGTATATGGCTACGCGGCCTTAGGCTGCCAGCCAATGAGTTCTTTGACAATCTTACTAATTAAAGTTCGGTTCGGTCG

# Questionable array : NO	 Score: 6.19
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.93, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [4-6] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [55.0-65.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0.41,4.77   Confidence: HIGH] 

# Array family : NA
//


Array 1 5347-92 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-28-3_S34_scaffold_2127 id=97478295 bin="maxbin2_maxbin_024_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      5346	    30	 100.0	    35	..............................	TACTAAGAGTAAGCCTTATAAGTATTTCTTTTGTT    	
      5281	    30	 100.0	    34	..............................	TTAACAAAAATACGGTTGTAATTGCCAAGCCATG     	
      5217	    30	 100.0	    34	..............................	TGCGAATTACGCTACACGCCAGGAGGTCTGTGCA     	
      5153	    30	 100.0	    37	..............................	AGAGACAGGCCGTGCGGCGTGCCACCGTGCGCTTGCC  	
      5086	    30	 100.0	    35	..............................	GCGTTTTGACGTGCATAATCCTGCTGTTGTGCATT    	
      5021	    30	 100.0	    34	..............................	CCATGATTGATTTTTGGCTCCATTGAATGGCCTG     	
      4957	    30	 100.0	    35	..............................	AACAATTTCTGTTGTTTGTCGTTAAGCGTTTTAAT    	
      4892	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA   	
      4826	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA   	
      4760	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA  	
      4693	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT  	
      4626	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA     	
      4562	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA    	
      4497	    30	 100.0	    37	..............................	GGTCGTCGCCTGGATATACCTCCTGATCGAGCTGCAA  	
      4430	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      4365	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG     	
      4301	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA   	
      4235	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA  	
      4168	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT     	
      4104	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA     	
      4040	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT     	
      3976	    30	 100.0	    35	..............................	TTTTTTCGAAGATACGTGTTTAATAACAGTGGTTT    	
      3911	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      3845	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      3776	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
      3709	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
      3645	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
      3581	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
      3516	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
      3451	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
      3383	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
      3319	    30	 100.0	    36	..............................	GCGTATAACAGACCCAAAACCCCGCGCAGGAAATAG   	
      3253	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
      3189	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
      3122	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
      3056	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
      2992	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
      2928	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
      2863	    30	 100.0	    33	..............................	TGTTTATATGGGTCCCACTGCTTCATGAGAGTT      	
      2800	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT    	
      2735	    30	 100.0	    35	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTTG    	
      2670	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA     	
      2606	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC   	
      2540	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT    	
      2475	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG    	
      2410	    30	 100.0	    37	..............................	TAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCA  	
      2343	    30	 100.0	    36	..............................	ATAACAGATTGTGCAGAGACACGAGCAAAAGACACA   	
      2277	    30	  96.7	    35	........T.....................	ATGTTAATGTCTTTTCCAATAACATATCTTCCTGT    	
      2212	    30	 100.0	    34	..............................	TATGTTGTTAGCTTGTTTTCTAACATTTCTCCAT     	
      2148	    30	 100.0	    34	..............................	ATAAGCACCTTAGACCCTGTATAGGCATAGTACT     	
      2084	    30	 100.0	    34	..............................	TCAGAATAGAACCTAAAATAATCGAAATATTGAA     	
      2020	    30	 100.0	    36	..............................	TCCAACAGACGCAAGCGCACTCTGCTGCCATCCACC   	
      1954	    30	 100.0	    34	..............................	GGCAATGTGCCCCCACCTCGCTTTCTGGTCGGCC     	
      1890	    30	 100.0	    35	..............................	ACATAACTGTTGCATACCTTGCCCAGTACCGAGAT    	
      1825	    30	 100.0	    35	..............................	CCATTAACGCCATTTAAAGTAAGTTTATTACCAGA    	
      1760	    30	 100.0	    36	..............................	CCTTGTATGTAGACCGAATCATAAATCTTTTGAATA   	
      1694	    30	 100.0	    37	..............................	TACTAAATGACTTAACCGTGATGTCGAGGGCTGAATA  	
      1627	    30	 100.0	    34	..............................	GTATATACCACCGAGCCATTCACCACGAAATCAG     	
      1563	    30	 100.0	    35	..............................	TGGTAAAACACATAGCCACAGATGCGGATGCCCAT    	
      1498	    30	 100.0	    36	..............................	AGCTAAACGGCGTTTATTTAAAAGGTGTATAGAGGT   	
      1432	    30	 100.0	    35	..............................	GTAGAATTAAGCGGTGAAGACTGACCAATTTTATA    	
      1367	    30	 100.0	    34	..............................	GGAGCCAAGAGTCTTGAGATAATTCGCGTTGACG     	
      1303	    30	 100.0	    36	..............................	TACTCAGAATCCTGTCGGTCGGGATTGGTAAAGTTG   	
      1237	    30	 100.0	    35	..............................	TGCCTGTAATACTCAAGGAGACACCTTCTTTCCAT    	
      1172	    30	 100.0	    34	..............................	AAAGAAAAGATTGACATTACACCAAAGAATGTAG     	
      1108	    30	 100.0	    38	..............................	ATCTGACAATTGAGGACAGAACTATCAACAAAATTAGA 	
      1040	    30	 100.0	    35	..............................	ACTTATAACTTGAACTACCCTATTTACATGTTAAT    	
       975	    30	 100.0	    34	..............................	AGACGAGAATCCCGAAGATGACTGCTGCGACTTG     	
       911	    30	 100.0	    35	..............................	TTAATATTACTGTAGACAAGGTAACGGGTCCGCAG    	
       846	    30	 100.0	    34	..............................	TTAATCTGAGAAACCTGTTGCTCAACATCAATAT     	
       782	    30	 100.0	    37	..............................	TATTTTTATGACTTGCCTTCTGTTGAACGTTTATTTA  	
       715	    30	 100.0	    34	..............................	GAGCGTGAAAAGCCCTGCAAGTTGTGACGTGTTA     	
       651	    30	 100.0	    36	..............................	ACCGTTGGGCCGTCGGTCCACGATAATTCAAAATCG   	
       585	    30	 100.0	    38	..............................	GTCTTGCGGGCGGTTGCTTTACCGTCTTTCTCCATCTT 	
       517	    30	 100.0	    36	..............................	AGTGAAACGGAAACGGGTTGCAAAGGAACATTAGCA   	
       451	    30	  83.3	    27	............AAA.G............C	CAGGTTCGTTGCAAAGGAACATTAGCA            	AT,AAA,GGAA [421,424,432] Deletion [395]
       385	    30	 100.0	    38	..............................	GACGTTAGCTTAACTGGCTTGTATAGCACATCATCAAA 	
       317	    30	 100.0	    38	..............................	AACTCCATAGGTTTGAACTGTTTAGCTTTTTCGTAATC 	
       249	    30	 100.0	    35	..............................	TAACCTAAACCCTTAAAAATCTTAAGAAGATTTGA    	
       184	    30	 100.0	    35	..............................	TTAAGTGTAGCATCACCAAAATCAACCTTGGCAAT    	
       119	    28	  90.0	     0	........................C--...	|                                      	
==========	======	======	======	==============================	=======================================	==================
        81	    30	  99.6	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTTTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATCATTCCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTTCTTAAAAACAACGG
# Right flank :  TGGTTCGTTAAAATTTGAGATAACGGCTAAGCGGCTTTACGCTGCCAGCCAAAGAGTTCTTTGATAGTATGACTAATTAACTTTCGGTTCGG

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [16-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [55.0-70.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,5.18   Confidence: HIGH] 

# Array family : NA
//


Array 1 5347-92 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-28-4_S35_scaffold_3349 id=97499525 bin="maxbin2_maxbin_036_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      5346	    30	 100.0	    35	..............................	TACTAAGAGTAAGCCTTATAAGTATTTCTTTTGTT    	
      5281	    30	 100.0	    34	..............................	TTAACAAAAATACGGTTGTAATTGCCAAGCCATG     	
      5217	    30	 100.0	    34	..............................	TGCGAATTACGCTACACGCCAGGAGGTCTGTGCA     	
      5153	    30	 100.0	    37	..............................	AGAGACAGGCCGTGCGGCGTGCCACCGTGCGCTTGCC  	
      5086	    30	 100.0	    35	..............................	GCGTTTTGACGTGCATAATCCTGCTGTTGTGCATT    	
      5021	    30	 100.0	    34	..............................	CCATGATTGATTTTTGGCTCCATTGAATGGCCTG     	
      4957	    30	 100.0	    35	..............................	AACAATTTCTGTTGTTTGTCGTTAAGCGTTTTAAT    	
      4892	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA   	
      4826	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA   	
      4760	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA  	
      4693	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT  	
      4626	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA     	
      4562	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA    	
      4497	    30	 100.0	    37	..............................	GGTCGTCGCCTGGATATACCTCCTGATCGAGCTGCAA  	
      4430	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      4365	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG     	
      4301	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA   	
      4235	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA  	
      4168	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT     	
      4104	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA     	
      4040	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT     	
      3976	    30	 100.0	    35	..............................	TTTTTTCGAAGATACGTGTTTAATAACAGTGGTTT    	
      3911	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      3845	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      3776	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
      3709	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
      3645	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
      3581	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
      3516	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
      3451	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
      3383	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
      3319	    30	 100.0	    36	..............................	GCGTATAACAGACCCAAAACCCCGCGCAGGAAATAG   	
      3253	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
      3189	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
      3122	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
      3056	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
      2992	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
      2928	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
      2863	    30	 100.0	    33	..............................	TGTTTATATGGGTCCCACTGCTTCATGAGAGTT      	
      2800	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT    	
      2735	    30	 100.0	    35	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTTG    	
      2670	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA     	
      2606	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC   	
      2540	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT    	
      2475	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG    	
      2410	    30	 100.0	    37	..............................	TAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCA  	
      2343	    30	 100.0	    36	..............................	ATAACAGATTGTGCAGAGACACGAGCAAAAGACACA   	
      2277	    30	  96.7	    35	........T.....................	ATGTTAATGTCTTTTCCAATAACATATCTTCCTGT    	
      2212	    30	 100.0	    34	..............................	TATGTTGTTAGCTTGTTTTCTAACATTTCTCCAT     	
      2148	    30	 100.0	    34	..............................	ATAAGCACCTTAGACCCTGTATAGGCATAGTACT     	
      2084	    30	 100.0	    34	..............................	TCAGAATAGAACCTAAAATAATCGAAATATTGAA     	
      2020	    30	 100.0	    36	..............................	TCCAACAGACGCAAGCGCACTCTGCTGCCATCCACC   	
      1954	    30	 100.0	    34	..............................	GGCAATGTGCCCCCACCTCGCTTTCTGGTCGGCC     	
      1890	    30	 100.0	    35	..............................	ACATAACTGTTGCATACCTTGCCCAGTACCGAGAT    	
      1825	    30	 100.0	    35	..............................	CCATTAACGCCATTTAAAGTAAGTTTATTACCAGA    	
      1760	    30	 100.0	    36	..............................	CCTTGTATGTAGACCGAATCATAAATCTTTTGAATA   	
      1694	    30	 100.0	    37	..............................	TACTAAATGACTTAACCGTGATGTCGAGGGCTGAATA  	
      1627	    30	 100.0	    34	..............................	GTATATACCACCGAGCCATTCACCACGAAATCAG     	
      1563	    30	 100.0	    35	..............................	TGGTAAAACACATAGCCACAGATGCGGATGCCCAT    	
      1498	    30	 100.0	    36	..............................	AGCTAAACGGCGTTTATTTAAAAGGTGTATAGAGGT   	
      1432	    30	 100.0	    35	..............................	GTAGAATTAAGCGGTGAAGACTGACCAATTTTATA    	
      1367	    30	 100.0	    34	..............................	GGAGCCAAGAGTCTTGAGATAATTCGCGTTGACG     	
      1303	    30	 100.0	    36	..............................	TACTCAGAATCCTGTCGGTCGGGATTGGTAAAGTTG   	
      1237	    30	 100.0	    35	..............................	TGCCTGTAATACTCAAGGAGACACCTTCTTTCCAT    	
      1172	    30	 100.0	    34	..............................	AAAGAAAAGATTGACATTACACCAAAGAATGTAG     	
      1108	    30	 100.0	    38	..............................	ATCTGACAATTGAGGACAGAACTATCAACAAAATTAGA 	
      1040	    30	 100.0	    35	..............................	ACTTATAACTTGAACTACCCTATTTACATGTTAAT    	
       975	    30	 100.0	    34	..............................	AGACGAGAATCCCGAAGATGACTGCTGCGACTTG     	
       911	    30	 100.0	    35	..............................	TTAATATTACTGTAGACAAGGTAACGGGTCCGCAG    	
       846	    30	 100.0	    34	..............................	TTAATCTGAGAAACCTGTTGCTCAACATCAATAT     	
       782	    30	 100.0	    37	..............................	TATTTTTATGACTTGCCTTCTGTTGAACGTTTATTTA  	
       715	    30	 100.0	    34	..............................	GAGCGTGAAAAGCCCTGCAAGTTGTGACGTGTTA     	
       651	    30	 100.0	    36	..............................	ACCGTTGGGCCGTCGGTCCACGATAATTCAAAATCG   	
       585	    30	 100.0	    38	..............................	GTCTTGCGGGCGGTTGCTTTACCGTCTTTCTCCATCTT 	
       517	    30	 100.0	    36	..............................	AGTGAAACGGAAACGGGTTGCAAAGGAACATTAGCA   	
       451	    30	  73.3	    32	............AGG.G...A..G.A..T.	GAAACCAGGTTCGTTGCAAAGGAACATTAGCA       	AAAA [437]
       385	    30	 100.0	    38	..............................	GACGTTAGCTTAACTGGCTTGTATAGCACATCATCAAA 	
       317	    30	 100.0	    38	..............................	AACTCCATAGGTTTGAACTGTTTAGCTTTTTCGTAATC 	
       249	    30	 100.0	    35	..............................	TAACCTAAACCCTTAAAAATCTTAAGAAGATTTGA    	
       184	    30	 100.0	    35	..............................	TTAAGTGTAGCATCACCAAAATCAACCTTGGCAAT    	
       119	    28	  90.0	     0	........................C--...	|                                      	
==========	======	======	======	==============================	=======================================	==================
        81	    30	  99.5	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTTTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATCATTCCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTTCTTAAAAACAACGG
# Right flank :  TGGTTCGTTAAAATTTGAGATAACGGCTAAGCGGCTTTACGCTGCCAGCCAAAGAGTTCTTTGATAGTATGACTAATTAACTTTCGGTTCGG

# Questionable array : NO	 Score: 6.23
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.97, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [17-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [55.0-70.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,5.18   Confidence: HIGH] 

# Array family : NA
//


Array 1 5348-93 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-28-5_S36_scaffold_3696 id=97533551 bin="maxbin2_maxbin_049_fasta"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                        	Insertion/Deletion
==========	======	======	======	==============================	=======================================	==================
      5347	    30	 100.0	    35	..............................	TACTAAGAGTAAGCCTTATAAGTATTTCTTTTGTT    	
      5282	    30	 100.0	    34	..............................	TTAACAAAAATACGGTTGTAATTGCCAAGCCATG     	
      5218	    30	 100.0	    34	..............................	TGCGAATTACGCTACACGCCAGGAGGTCTGTGCA     	
      5154	    30	 100.0	    37	..............................	AGAGACAGGCCGTGCGGCGTGCCACCGTGCGCTTGCC  	
      5087	    30	 100.0	    35	..............................	GCGTTTTGACGTGCATAATCCTGCTGTTGTGCATT    	
      5022	    30	 100.0	    34	..............................	CCATGATTGATTTTTGGCTCCATTGAATGGCCTG     	
      4958	    30	 100.0	    35	..............................	AACAATTTCTGTTGTTTGTCGTTAAGCGTTTTAAT    	
      4893	    30	 100.0	    36	..............................	GCCCAACATTCTGTTGAGTCGTAAAGCAGGAGCGCA   	
      4827	    30	 100.0	    36	..............................	GGCTATCTGGAAGTGTCGTTTGTGGCACGAACTTGA   	
      4761	    30	 100.0	    37	..............................	ACAGAAGGCAATGCATAAAAAGACAAATCCTTTGTTA  	
      4694	    30	 100.0	    37	..............................	TTGAGAAACTGCAACACATCTTGGAGAGAATCAAAAT  	
      4627	    30	 100.0	    34	..............................	GTAATGAAAATAATGGTAAAGATGTTTATATGAA     	
      4563	    30	 100.0	    35	..............................	AGAAAAGATTCAAGAACTTCCTGGTATTGGTTATA    	
      4498	    30	 100.0	    37	..............................	GGTCGTCGCCTGGATATACCTCCTGATCGAGCTGCAA  	
      4431	    30	 100.0	    35	..............................	AATAAAAAGCCGTTTTATTTTAAATAAAATGTACT    	
      4366	    30	 100.0	    34	..............................	GCAAAAAGAGGAAGGAGAAAAAGATGGAATTTAG     	
      4302	    30	 100.0	    36	..............................	TGGTTAAAATCGATTATACTATTGAAGAATTGAATA   	
      4236	    30	 100.0	    37	..............................	GTCTAAATTTGCTGCCGTCCATGCATCTTCTATGTGA  	
      4169	    30	 100.0	    34	..............................	TCCAAAACCAAGTTTGAGTAAGTCTGAAGATGGT     	
      4105	    30	 100.0	    34	..............................	ACGAGAGCGGCGTGATGAACTGCGCACGGCTTGA     	
      4041	    30	 100.0	    34	..............................	ACGAAATTGGAATCTTCAAAAACAGAAGAAATAT     	
      3977	    30	 100.0	    35	..............................	TTTTTTCGAAGATACGTGTTTAATAACAGTGGTTT    	
      3912	    30	 100.0	    36	..............................	TCTGAAAATACTTTCTGCTCAAGATGACAACTTCTT   	
      3846	    30	 100.0	    39	..............................	GCATAAGGCTCGGTAAGGTCTACCTCAAAATCGAAGCAA	
      3777	    30	 100.0	    37	..............................	AATTGAGCAAGCTGCTCATTTCGTGCCACCTCGTTTT  	
      3710	    30	 100.0	    34	..............................	TAGCAGTTGTCACCTTCGCCAATCTCGTCGTAGT     	
      3646	    30	 100.0	    34	..............................	TACTTTATGAGTCCGGCTTCGCCCGTGCCCATGT     	
      3582	    30	 100.0	    35	..............................	GCGTATAACAACACCCAAACCCCGCGCAGGTAATA    	
      3517	    30	 100.0	    35	..............................	TAATTAAGGACAGAATCGCCGGTGTATATCCAACC    	
      3452	    30	 100.0	    38	..............................	GTCAAGAACTCCTTCAAGTCGTCCAATGTCTTAAGTGT 	
      3384	    30	 100.0	    34	..............................	TCGTCTTCACGCGAATAAAAGCTATAACTCTCTA     	
      3320	    30	 100.0	    36	..............................	GCGTATAACAGACCCAAAACCCCGCGCAGGAAATAG   	
      3254	    30	 100.0	    34	..............................	TTGTTTTCAAAGCGAGCCACTGATCTTAACCCAC     	
      3190	    30	 100.0	    37	..............................	GATTTTCAAACATATGTTTAACCCATTTTCTTAATGC  	
      3123	    30	 100.0	    36	..............................	GGATCTATAGTATTATCATTAGATGATGTACTGATT   	
      3057	    30	 100.0	    34	..............................	AAAATAAATGTGTATCTTTGAGATGTAACAAATA     	
      2993	    30	 100.0	    34	..............................	AAGAATAAAAATTTATTTTATCAATTATATTCAA     	
      2929	    30	 100.0	    35	..............................	AAGTAAACAAACAAGAGATTATAAAACAAAAGCAT    	
      2864	    30	 100.0	    33	..............................	TGTTTATATGGGTCCCACTGCTTCATGAGAGTT      	
      2801	    30	 100.0	    35	..............................	AGATTAACCTTATTAAGAATAGAAATTCCTAAATT    	
      2736	    30	 100.0	    35	..............................	GGCTGTACTGGATAAGTACTTTTGTACTGTTCTTG    	
      2671	    30	 100.0	    34	..............................	GCGGTAGAGAATACATCGCTAATATTAAGGTCTA     	
      2607	    30	 100.0	    36	..............................	TTGTTTTTACAAAAACTTTGATTCGGTTCTATTTTC   	
      2541	    30	 100.0	    35	..............................	GGAATGAAGTAGGCAGGGATTTTTTCCTCCTGGCT    	
      2476	    30	 100.0	    35	..............................	AAGTAAGATAATGACGCAAGAAACAGGAGCCGTGG    	
      2411	    30	 100.0	    37	..............................	TAAAATGGTAAATTTTTAAAATCCGCATCTATTTCCA  	
      2344	    30	 100.0	    36	..............................	ATAACAGATTGTGCAGAGACACGAGCAAAAGACACA   	
      2278	    30	  96.7	    35	........T.....................	ATGTTAATGTCTTTTCCAATAACATATCTTCCTGT    	
      2213	    30	 100.0	    34	..............................	TATGTTGTTAGCTTGTTTTCTAACATTTCTCCAT     	
      2149	    30	 100.0	    34	..............................	ATAAGCACCTTAGACCCTGTATAGGCATAGTACT     	
      2085	    30	 100.0	    34	..............................	TCAGAATAGAACCTAAAATAATCGAAATATTGAA     	
      2021	    30	 100.0	    36	..............................	TCCAACAGACGCAAGCGCACTCTGCTGCCATCCACC   	
      1955	    30	 100.0	    34	..............................	GGCAATGTGCCCCCACCTCGCTTTCTGGTCGGCC     	
      1891	    30	 100.0	    35	..............................	ACATAACTGTTGCATACCTTGCCCAGTACCGAGAT    	
      1826	    30	 100.0	    35	..............................	CCATTAACGCCATTTAAAGTAAGTTTATTACCAGA    	
      1761	    30	 100.0	    36	..............................	CCTTGTATGTAGACCGAATCATAAATCTTTTGAATA   	
      1695	    30	 100.0	    37	..............................	TACTAAATGACTTAACCGTGATGTCGAGGGCTGAATA  	
      1628	    30	 100.0	    34	..............................	GTATATACCACCGAGCCATTCACCACGAAATCAG     	
      1564	    30	 100.0	    35	..............................	TGGTAAAACACATAGCCACAGATGCGGATGCCCAT    	
      1499	    30	 100.0	    36	..............................	AGCTAAACGGCGTTTATTTAAAAGGTGTATAGAGGT   	
      1433	    30	 100.0	    35	..............................	GTAGAATTAAGCGGTGAAGACTGACCAATTTTATA    	
      1368	    30	 100.0	    34	..............................	GGAGCCAAGAGTCTTGAGATAATTCGCGTTGACG     	
      1304	    30	 100.0	    36	..............................	TACTCAGAATCCTGTCGGTCGGGATTGGTAAAGTTG   	
      1238	    30	 100.0	    35	..............................	TGCCTGTAATACTCAAGGAGACACCTTCTTTCCAT    	
      1173	    30	 100.0	    34	..............................	AAAGAAAAGATTGACATTACACCAAAGAATGTAG     	
      1109	    30	 100.0	    38	..............................	ATCTGACAATTGAGGACAGAACTATCAACAAAATTAGA 	
      1041	    30	 100.0	    35	..............................	ACTTATAACTTGAACTACCCTATTTACATGTTAAT    	
       976	    30	 100.0	    34	..............................	AGACGAGAATCCCGAAGATGACTGCTGCGACTTG     	
       912	    30	 100.0	    35	..............................	TTAATATTACTGTAGACAAGGTAACGGGTCCGCAG    	
       847	    30	 100.0	    34	..............................	TTAATCTGAGAAACCTGTTGCTCAACATCAATAT     	
       783	    30	 100.0	    37	..............................	TATTTTTATGACTTGCCTTCTGTTGAACGTTTATTTA  	
       716	    30	 100.0	    34	..............................	GAGCGTGAAAAGCCCTGCAAGTTGTGACGTGTTA     	
       652	    30	 100.0	    36	..............................	ACCGTTGGGCCGTCGGTCCACGATAATTCAAAATCG   	
       586	    30	 100.0	    38	..............................	GTCTTGCGGGCGGTTGCTTTACCGTCTTTCTCCATCTT 	
       518	    30	 100.0	    36	..............................	AGTGAAACGGAAACGGGTTGCAAAGGAACATTAGCA   	
       452	    30	  73.3	    32	............AGG.G...A..G.A..T.	GAAACCAGGTTCGTTGCAAAGGAACATTAGCA       	AAAA [438]
       386	    30	 100.0	    38	..............................	GACGTTAGCTTAACTGGCTTGTATAGCACATCATCAAA 	
       318	    30	 100.0	    38	..............................	AACTCCATAGGTTTGAACTGTTTAGCTTTTTCGTAATC 	
       250	    30	 100.0	    35	..............................	TAACCTAAACCCTTAAAAATCTTAAGAAGATTTGA    	
       185	    30	 100.0	    35	..............................	TTAAGTGTAGCATCACCAAAATCAACCTTGGCAAT    	
       120	    28	  90.0	     0	........................C--...	|                                      	
==========	======	======	======	==============================	=======================================	==================
        81	    30	  99.5	    35	GGTTTAATCGTACCTTTATGGAATTGAAAT	                                       	       

# Left flank :   TTTAAAATGTATTGGTGATATGTATGTGATTATAGTTTATGATGTAGGTGAAAAGCGAGTAGGCAAAATGTTGAAGCTTTGCCGCCAGTATTTGTGCTGGATTCAGAACTCAGTTTTGGAGGGAGAATTATCTGAAGCTAAACTTCGGGAATTACAAATGAAGATGAAAGCTATCATTGATGAATCCGAGGATAGTGTCATAGTTTTTACCAATAAAATGGGGTATAATATGAACAAACAGATTCTTGGAAAAGAAAGGATGTCAACCGACAATTTTTTATAATAAAAGTTGTCGATGTGGTTTTTCCAAACAATAAACCAATCATTCCTAAACATCATTTAGATCTTTGACATGTTGTAACACCAATAAATATAAATGGTTGTCGTAAAACATAAAAAAATACATAATTATCCATCGACATTTTTTCAATAAAAAATCGTACCTTTGCACTTGTAAATATGCTTGTAAATAAGGATATTGCATTTCTTAAAAACAACGG
# Right flank :  TGGTTCGTTAAAATTTGAGATAACGGCTAAGCGGCTTTACGCTGCCAGCCAAAGAGTTCTTTGATAGTATGACTAATTAACTTTCGGTTCGGT

# Questionable array : NO	 Score: 6.23
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.97, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [17-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: R [55.0-70.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,5.18   Confidence: HIGH] 

# Array family : NA
//


Array 1 63-5310 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-29-2_S37_scaffold_3139 id=97550141 bin="js4906-29-2_S37_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                                     	Insertion/Deletion
==========	======	======	======	====================================	====================================================	==================
        63	    36	 100.0	    29	....................................	TCTGAGCCGGAATTGTTCATTTGGCTCTT                       	
       128	    36	 100.0	    30	....................................	AGCCAAAAGCTGATTGGTCTCAGCCTTGAT                      	
       194	    36	 100.0	    29	....................................	TTTAATGTTTCTGATGCAAAGGTACGAGA                       	
       259	    36	 100.0	    29	....................................	ACGAGTATATGTACAACAAGTATAAGAAG                       	
       324	    36	 100.0	    27	....................................	TTTGGCTCTTTCTTTCGTTTTAGCTTT                         	
       387	    36	 100.0	    30	....................................	ATACTATAACTTTAAATGTTGCCATATCAG                      	
       453	    36	 100.0	    30	....................................	ATAGTATTGTTGCCTAGCGGAAGACTTTGA                      	
       519	    36	 100.0	    29	....................................	ATCGCTATCGAAAAGGAGTTCATGTAATC                       	
       584	    36	 100.0	    30	....................................	TTGATGCGTTCCTGATACCAGTTTTTCAGG                      	
       650	    36	 100.0	    29	....................................	AAATCCTCCCATGAAAGCTATACTTCCAA                       	
       715	    36	 100.0	    29	....................................	AGAAGGGCGTGAATGTTGTAGTTAACCTG                       	
       780	    36	 100.0	    31	....................................	TCGCTCTGCTTTCCGCTTTGCGCACACCGAG                     	
       847	    36	 100.0	    31	....................................	CTTGGTTCGCATAAGGCTCAAAAAGCTAGTT                     	
       914	    36	 100.0	    29	....................................	GGGGCGGGGGGACAAGCCCCCCTGATCCT                       	
       979	    36	 100.0	    30	....................................	AAGAAGATGGACACCCGAACTCCTCGTCAG                      	
      1045	    36	 100.0	    27	....................................	GGTTAACGAATGATTCTTTCGTGTCAC                         	
      1108	    36	 100.0	    29	....................................	TAGCGTCGAAAGATGGGCACGCCTTGGCT                       	
      1173	    36	 100.0	    30	....................................	TCTGCACGAGCTTGAAGTAATACTCCATAG                      	
      1239	    36	 100.0	    31	....................................	AGTATGAAACGGCGCTTTTGCACGCCGTCGA                     	
      1306	    36	  97.2	    30	.........A..........................	AGGGATATACCACAAGACAATTGGAAATTA                      	
      1372	    36	 100.0	    28	....................................	CTTCAATGCATTCTTGCGGAGTATAGAT                        	
      1436	    36	 100.0	    29	....................................	AGTTTGTATGACGTATCGTGATTATTTTT                       	
      1501	    36	 100.0	    28	....................................	ATATTAAAAGAGGTCCGTTTGATAGTGT                        	
      1565	    36	 100.0	    30	....................................	TCCGACACAAATGCACGGATGTGTAGCTTA                      	
      1631	    36	 100.0	    29	....................................	GTAAATGGTAAAGACTTCAAAAAGATGTG                       	
      1696	    36	 100.0	    29	....................................	CTCCTTAACTTCTTTAAAGATTACACACT                       	
      1761	    36	 100.0	    29	....................................	AACGTTTAAACTGCAGCAAAGATAACTAT                       	
      1826	    36	 100.0	    28	....................................	CAATACGTTCCGTTGGAAGTTGTAATAC                        	
      1890	    36	 100.0	    28	....................................	TTAAAAAATTAATAATAATTTATATTAA                        	
      1954	    36	 100.0	    28	....................................	CGGTGCGCGCGGTGTGGCTCCTATCACG                        	
      2018	    36	 100.0	    30	....................................	TCTCTAACATCCTTCGTGTCGGGCAGGGCA                      	
      2084	    36	 100.0	    29	....................................	ATAACTTTATTATTTTAATGTTTGACTTT                       	
      2149	    36	 100.0	    29	....................................	CTGGATATCTCAGCGACTCCATGGCAACA                       	
      2214	    36	 100.0	    30	....................................	CGATGCAGGCATTCCACCTTCCTGATTCTG                      	
      2280	    36	 100.0	    31	....................................	TCGGCGATCGAGGTGAGAGTTATCGCTTGGG                     	
      2347	    36	 100.0	    30	....................................	TAGCTGATATGCCACCAAAGATACTACTTG                      	
      2413	    36	 100.0	    28	....................................	AAGGCTTCGGAAGCTAGAAACTATATTG                        	
      2477	    36	 100.0	    27	....................................	GTAGGGAATAATCTACTGCTTATAGTA                         	
      2540	    36	 100.0	    31	....................................	GGAGATTTTGTTGGTTCTCAAAGAGAAATTT                     	
      2607	    36	 100.0	    28	....................................	TCTGCAGGGTGTTCTGTGTTAATTGGCT                        	
      2671	    36	 100.0	    31	....................................	AATATAACAGACGTTGACCCATTAAAGTATC                     	
      2738	    36	 100.0	    29	....................................	AAGCTATCGAGTGCGTAAAGTATGGCGTA                       	
      2803	    36	 100.0	    31	....................................	CTGTTTCATACCGCTTTAGAGTTTAAATCTA                     	
      2870	    36	 100.0	    31	....................................	CCTGTTAATGTACATGCTTCTACTTCTTATG                     	
      2937	    36	 100.0	    29	....................................	TGAATACGTTGTTTACCTCTTTTAGACTT                       	
      3002	    36	 100.0	    30	....................................	AGCAATCCGAGGGCTTTATAATTGGATGAT                      	
      3068	    36	 100.0	    28	....................................	TTATAACGTTAAGCCCGAACCGCCACGG                        	
      3132	    36	 100.0	    29	....................................	TGGATTTCTCCTACCGTTGCTCCACTTTT                       	
      3197	    36	 100.0	    29	....................................	TTAGTCACCCCTTCGAACTGCGGAAAAAT                       	
      3262	    36	  97.2	    52	...................A................	GATCAAAAACGGGTGCGGCTGCCGCTTCTGCGGCTAGTAAGCTCTAGGTTAA	
      3350	    36	 100.0	    27	....................................	TCCTGAAATTACCAGGGTCAATACCAA                         	
      3413	    36	 100.0	    28	....................................	CTTACATGTTAGCGTGATAATGAAACGC                        	
      3477	    36	 100.0	    27	....................................	TTCCAGCCTCTCAGTCTCAGCCGATAG                         	
      3540	    36	 100.0	    29	....................................	TAGGCGATCACTTGTGCGTTGTCTTCGTA                       	
      3605	    36	 100.0	    28	....................................	ACGGATATTCGTAAGGTGTCCGGACTCA                        	
      3669	    36	 100.0	    29	....................................	CCGAGTACCCTCTACCCTACTCGTATTTG                       	
      3734	    36	 100.0	    29	....................................	ATGGACCGAGACTACAATACTGCAGTGAA                       	
      3799	    36	 100.0	    27	....................................	TATATCGTCTGATACGTGCGCTAATCT                         	
      3862	    36	 100.0	    29	....................................	CAAAGGAAATGGAGCGTCAGTTTGTAAAG                       	
      3927	    36	 100.0	    30	....................................	CAGAAAAAAGAAGATGCTTACGCTAACTCG                      	
      3993	    36	 100.0	    29	....................................	CACGACCTCGCCCAATTATTCGGCTTGCG                       	
      4058	    36	 100.0	    29	....................................	AAGTAGTATCAAATATGGATATAATGAGT                       	
      4123	    36	 100.0	    28	....................................	AGCTTCTCAATGTCTTCATGTGGTACTC                        	
      4187	    36	 100.0	    29	....................................	ACGAATTTGAAAATCTCATCCAGCTTGTT                       	
      4252	    36	 100.0	    27	....................................	AATATATATATATTGGTTCTGGTAATT                         	
      4315	    36	 100.0	    29	....................................	GAGCATGATCAAGATTGAAGTCATTGGCA                       	
      4380	    36	 100.0	    31	....................................	ATAGTATTTAGGTTGCCTTACGGAAGACTGG                     	
      4447	    36	 100.0	    30	....................................	GACTATATGTATATACCGGGTATTGTCACA                      	
      4513	    36	 100.0	    29	....................................	CAGGGACTTCAAGGCCCGAGGGGTGAGCA                       	
      4578	    36	 100.0	    28	....................................	TTCATTGTGCGCCCTCCTATCCTAGCTT                        	
      4642	    36	 100.0	    28	....................................	AGACAATAAGGACACTTACCGCAGTTAT                        	
      4706	    36	 100.0	    28	....................................	ATGTTGTCTCTGTTCACACATCGCTTCA                        	
      4770	    36	 100.0	    29	....................................	ATGTGCAGATGAATCTTCCGTTAAGCATA                       	
      4835	    36	 100.0	    27	....................................	TAGACAAGCAAGGTTATTGGGTTATGT                         	
      4898	    36	 100.0	    30	....................................	TATAATGCAAGATTGTTAGAACGGCGGAAA                      	
      4964	    36	  97.2	    28	........G...........................	ATGTTCCTGAACGTGATAATTTAGGTAA                        	
      5028	    36	 100.0	    26	....................................	TTTTAGCCTAGCGGACTGAGTTAAAG                          	
      5090	    36	  97.2	    28	........G...........................	TTGAAGAAATGAGAATGGTCCCCAGCGT                        	
      5154	    36	  97.2	    27	........G...........................	TAATCTGGATCGTCATATGGTGATATT                         	
      5217	    36	 100.0	    21	....................................	GTCCTTTTTATCCTTACTTTC                               	Deletion [5274]
      5274	    36	  91.7	     0	.AGA................................	|                                                   	
==========	======	======	======	====================================	====================================================	==================
        81	    36	  99.7	    29	GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT	                                                    	       

# Left flank :   TAAAAAAGATACAGAAAATGCTTTTGTTTAAAGGATTTTTTGTATCTTTGCAATCGACAAGGG
# Right flank :  ATTGAGGGGTAGTCTAATACCCGATACTGTCAAATGAGGACAATGAGTCTTTCAGATCCTGGCGATTCTACAAATGAAATCAGTCTTGAAGAATTGTTTGCCAATTCCGTATCTGATGATTTTTCATCCATTATCAACAAAGAAATTGGCAAAATCGGGCTATTTTTCTTTATTTAACTCCGAAATTAAGTGGAATATCAGAGAAAATCTTTAAATTTGCATTTAAATACAATATTTTGTAAAGAAT

# Questionable array : NO	 Score: 3.22
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.99, 5:0, 6:0.25, 7:-0.02, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.50] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [1-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [71.7-56.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.68,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 1554-3335 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-29-2_S37_scaffold_2124 id=97548126 bin="maxbin2_maxbin_006_fasta"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence            	Spacer_Sequence                         	Insertion/Deletion
==========	======	======	======	===========================	========================================	==================
      1554	    27	 100.0	    40	...........................	ATGACTATATGATATATTGTTAAACTGTTTAAATGAAGTC	
      1621	    27	 100.0	    38	...........................	ACCATTAACGATGAAAGCGCAAAGCACATAGACCCGTC  	
      1686	    27	 100.0	    37	...........................	TTAATATCATAGGCACCAGGAGAAGCGCCAGCGAGTC   	
      1750	    27	 100.0	    38	...........................	TGGTTTCATGTTTCCTGCCCCCGATGAACCGTCTAGTC  	
      1815	    27	 100.0	    39	...........................	GATCACGCACTGATACGGTGTCAACGTGCCCGCGTAGTC 	
      1881	    27	 100.0	    37	...........................	ACGGAATAAGGCAAACCAGCTTGAAAACAATCAAGTC   	
      1945	    27	 100.0	    36	...........................	ATGGATATCGAAAAAGCGTAGCATATTTCAAGAGGT    	
      2009	    27	 100.0	    37	...........................	ACTACAGCAAAAAAGAGTAATATCTTCGCGCGAAGGT   	
      2074	    27	 100.0	    37	...........................	TCCTACGCTTCGGCCAGACCAACCGCCTCCTTATGTC   	
      2138	    27	 100.0	    39	...........................	GCGCTCAAAGAAGTTTCAGGACGGCTATCTGCGTGAGTC 	
      2204	    27	 100.0	    39	...........................	TTAATTCTTTCATTGATAAAGAATTGTCCTGCATGTGTC 	
      2270	    27	 100.0	    37	...........................	GCTTGATAATCTTAAAGCCGATACTGACAAGAAAGTC   	
      2334	    27	 100.0	    37	...........................	TAACTGGTTACGGTCTGCCTCGATCGCTTGGCGTGTC   	
      2398	    27	 100.0	    36	...........................	GATGCAACAGCATTGTGAAGCTCCTTTGTAGCAGGT    	
      2462	    27	 100.0	    36	...........................	TAAAGCATTTGCATTGATTGATATTGACGAGTTGGT    	
      2526	    27	 100.0	    38	...........................	CATAATAAGGTGCATAACAAACAAATCTATTCTTAGTC  	
      2591	    27	 100.0	    35	...........................	GTCGGAGCGATGGCGGCTACGTTCCGTGCAAAGCG     	
      2655	    27	 100.0	    39	...........................	ACTAAAAAGGCTTGTATCGAAGCAGCTGACGATTTCGTC 	
      2721	    27	 100.0	    37	...........................	TGGACTTATGGCTCGGAGTAGATTTTACTCTTTAGTC   	
      2785	    27	 100.0	    38	...........................	TACAACATTTGCATTGAATGATATTGACGAGTAGTGTC  	
      2850	    27	 100.0	    35	...........................	AATGAGAATCAATAAAATTGTCTATCTGGAATGCG     	
      2914	    27	 100.0	    40	...........................	TACGCATTACGCAGCAGAACCTTGACAGTTTTCCCCTGTC	
      2981	    27	 100.0	    40	...........................	ATATGATAAATTGTACGCTGATACCATTTTAAGGCTTGCT	
      3048	    27	  96.3	    38	.......................G...	TCGGCTTTCAGGTTGCCCAAAGTGTCAATCGTGAGGCT  	
      3113	    27	  96.3	    40	.........T.................	AATATTCATACCTTGCTGCTGCGCAAGGGCGAGCAAGGCT	
      3180	    27	 100.0	    37	...........................	AAAAACCCGATATTCGGCCGCTACCGCAACCGAAGCT   	
      3244	    27	 100.0	    37	...........................	ATAAAGTCTTTTGGTGTTGCCATAGTCTTGTTTAGCT   	
      3308	    27	 100.0	     0	...........................	|                                       	
==========	======	======	======	===========================	========================================	==================
        28	    27	  99.7	    38	TTAATTGTACCTTTATGGAATTGAAAT	                                        	       

# Left flank :   TTAAAATGTATTGGTGATATGTATGTTATCGTTGTTTATGATGTAGGCGAGAGACGTGTCGGTAAAATGCTGAAACTGTGTCGTCAATACCTATGTTGGATACAAAACTCCGTATTTGAAGGCGAACTGTCTGAAGCAAAACTTAGGGAGTTGAAACTGAAAATAAAAGGATTTATCGACCAGTCTGAGGACAGCATAATCATTTTTACAAATAAAATAGGTTATAATATGGACAAACAAATACTTGGGAAAGAGAGGATGTCAACCGACAATTTCTTGTAATAAAAGTTGTCGATGTAGTTGTTCCAAACGACAAACTACTCTTTCCGAAGCATCATTTAGATCTTTGACTTGTTGTAATACCAATAAATATAACGGTTGTCGCAGAACGCATAAAAATATATGATTACCCATCGACATTTTTTCAATAAGATTTCTTAACTTTACGCCCGCAAACCCTATTGGAAACAAGAATATTATATATCCCAAAGCAATGGGTC
# Right flank :  GGCACTACAGCACCGTCTGTGCCGGCGTCTGCATCGCTTTAACCCAAATCGCTTTCTATGTTAATATCCAAATGTTTTGACCATTATTTTCAATTTATGCTGAGATTTTATATTCAGGGGTGAATGTTTGGCGATTTCTGACCATGGCTGTGACCAAATGTACAAGTTTGTTCTTGACATTGTTCAGTGCAACCTGCTTCTTCTTTCCTCGTTCTACGAGGCGCATGTAGTACCTCGCCATAATGGGATTGAAGTTGACGGCAGCTAGTGCAGCTTGCGTCAGCATGGCCTTTATCTGGCGGTTCGCCATATAATGTACATGCGGATCGGAATGCACACTGGTTCCCGAATCTTTGCCGAATGGAGCTAGGCCGTAATAGCAGGCAATCTTGCGTGAGTCGTAGTTGAAACGCCGGAAGTTGTCGGTGTACACCATCAGGCACACAGCGTTCTGCGTTCCTATGCCAGGCACCGAGGTCACGATGGTGAACACCTTGGTG

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     TTAATTGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:77.78%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-2] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [60.0-45.0]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [5.18,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 63-5360 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-29-3_S38_scaffold_3136 id=97559527 bin="js4906-29-3_S38_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                	Insertion/Deletion
==========	======	======	======	====================================	===============================	==================
        63	    36	 100.0	    29	....................................	TCTGAGCCGGAATTGTTCATTTGGCTCTT  	
       128	    36	 100.0	    30	....................................	AGCCAAAAGCTGATTGGTCTCAGCCTTGAT 	
       194	    36	 100.0	    29	....................................	TTTAATGTTTCTGATGCAAAGGTACGAGA  	
       259	    36	 100.0	    29	....................................	ACGAGTATATGTACAACAAGTATAAGAAG  	
       324	    36	 100.0	    27	....................................	TTTGGCTCTTTCTTTCGTTTTAGCTTT    	
       387	    36	 100.0	    30	....................................	ATACTATAACTTTAAATGTTGCCATATCAG 	
       453	    36	 100.0	    30	....................................	ATAGTATTGTTGCCTAGCGGAAGACTTTGA 	
       519	    36	 100.0	    29	....................................	ATCGCTATCGAAAAGGAGTTCATGTAATC  	
       584	    36	 100.0	    30	....................................	TTGATGCGTTCCTGATACCAGTTTTTCAGG 	
       650	    36	 100.0	    29	....................................	AAATCCTCCCATGAAAGCTATACTTCCAA  	
       715	    36	 100.0	    29	....................................	AGAAGGGCGTGAATGTTGTAGTTAACCTG  	
       780	    36	 100.0	    31	....................................	TCGCTCTGCTTTCCGCTTTGCGCACACCGAG	
       847	    36	 100.0	    31	....................................	CTTGGTTCGCATAAGGCTCAAAAAGCTAGTT	
       914	    36	 100.0	    29	....................................	GGGGCGGGGGGACAAGCCCCCCTGATCCT  	
       979	    36	 100.0	    30	....................................	AAGAAGATGGACACCCGAACTCCTCGTCAG 	
      1045	    36	 100.0	    27	....................................	GGTTAACGAATGATTCTTTCGTGTCAC    	
      1108	    36	 100.0	    29	....................................	TAGCGTCGAAAGATGGGCACGCCTTGGCT  	
      1173	    36	 100.0	    30	....................................	TCTGCACGAGCTTGAAGTAATACTCCATAG 	
      1239	    36	 100.0	    31	....................................	AGTATGAAACGGCGCTTTTGCACGCCGTCGA	
      1306	    36	  97.2	    30	.........A..........................	AGGGATATACCACAAGACAATTGGAAATTA 	
      1372	    36	 100.0	    28	....................................	CTTCAATGCATTCTTGCGGAGTATAGAT   	
      1436	    36	 100.0	    29	....................................	AGTTTGTATGACGTATCGTGATTATTTTT  	
      1501	    36	 100.0	    28	....................................	ATATTAAAAGAGGTCCGTTTGATAGTGT   	
      1565	    36	 100.0	    30	....................................	TCCGACACAAATGCACGGATGTGTAGCTTA 	
      1631	    36	 100.0	    29	....................................	GTAAATGGTAAAGACTTCAAAAAGATGTG  	
      1696	    36	 100.0	    29	....................................	CTCCTTAACTTCTTTAAAGATTACACACT  	
      1761	    36	 100.0	    29	....................................	AACGTTTAAACTGCAGCAAAGATAACTAT  	
      1826	    36	 100.0	    28	....................................	CAATACGTTCCGTTGGAAGTTGTAATAC   	
      1890	    36	 100.0	    28	....................................	TTAAAAAATTAATAATAATTTATATTAA   	
      1954	    36	 100.0	    28	....................................	CGGTGCGCGCGGTGTGGCTCCTATCACG   	
      2018	    36	 100.0	    30	....................................	TCTCTAACATCCTTCGTGTCGGGCAGGGCA 	
      2084	    36	 100.0	    29	....................................	ATAACTTTATTATTTTAATGTTTGACTTT  	
      2149	    36	 100.0	    29	....................................	CTGGATATCTCAGCGACTCCATGGCAACA  	
      2214	    36	 100.0	    30	....................................	CGATGCAGGCATTCCACCTTCCTGATTCTG 	
      2280	    36	 100.0	    31	....................................	TCGGCGATCGAGGTGAGAGTTATCGCTTGGG	
      2347	    36	 100.0	    30	....................................	TAGCTGATATGCCACCAAAGATACTACTTG 	
      2413	    36	 100.0	    28	....................................	AAGGCTTCGGAAGCTAGAAACTATATTG   	
      2477	    36	 100.0	    27	....................................	GTAGGGAATAATCTACTGCTTATAGTA    	
      2540	    36	 100.0	    31	....................................	GGAGATTTTGTTGGTTCTCAAAGAGAAATTT	
      2607	    36	 100.0	    28	....................................	TCTGCAGGGTGTTCTGTGTTAATTGGCT   	
      2671	    36	 100.0	    31	....................................	AATATAACAGACGTTGACCCATTAAAGTATC	
      2738	    36	 100.0	    29	....................................	AAGCTATCGAGTGCGTAAAGTATGGCGTA  	
      2803	    36	 100.0	    31	....................................	CTGTTTCATACCGCTTTAGAGTTTAAATCTA	
      2870	    36	 100.0	    31	....................................	CCTGTTAATGTACATGCTTCTACTTCTTATG	
      2937	    36	 100.0	    29	....................................	TGAATACGTTGTTTACCTCTTTTAGACTT  	
      3002	    36	 100.0	    30	....................................	AGCAATCCGAGGGCTTTATAATTGGATGAT 	
      3068	    36	 100.0	    28	....................................	TTATAACGTTAAGCCCGAACCGCCACGG   	
      3132	    36	 100.0	    29	....................................	TGGATTTCTCCTACCGTTGCTCCACTTTT  	
      3197	    36	 100.0	    29	....................................	TTAGTCACCCCTTCGAACTGCGGAAAAAT  	
      3262	    36	  97.2	    31	...................A................	GATCAAAAACGGGTGCGGCTGCCGCTTCTGC	
      3329	    36	  97.2	    28	.........................T..........	TCAATATGGTTTGGGGAGGATGGGTTAA   	TAAGCTC [3342]
      3400	    36	 100.0	    27	....................................	TCCTGAAATTACCAGGGTCAATACCAA    	
      3463	    36	 100.0	    28	....................................	CTTACATGTTAGCGTGATAATGAAACGC   	
      3527	    36	 100.0	    27	....................................	TTCCAGCCTCTCAGTCTCAGCCGATAG    	
      3590	    36	 100.0	    29	....................................	TAGGCGATCACTTGTGCGTTGTCTTCGTA  	
      3655	    36	 100.0	    28	....................................	ACGGATATTCGTAAGGTGTCCGGACTCA   	
      3719	    36	 100.0	    29	....................................	CCGAGTACCCTCTACCCTACTCGTATTTG  	
      3784	    36	 100.0	    29	....................................	ATGGACCGAGACTACAATACTGCAGTGAA  	
      3849	    36	 100.0	    27	....................................	TATATCGTCTGATACGTGCGCTAATCT    	
      3912	    36	 100.0	    29	....................................	CAAAGGAAATGGAGCGTCAGTTTGTAAAG  	
      3977	    36	 100.0	    30	....................................	CAGAAAAAAGAAGATGCTTACGCTAACTCG 	
      4043	    36	 100.0	    29	....................................	CACGACCTCGCCCAATTATTCGGCTTGCG  	
      4108	    36	 100.0	    29	....................................	AAGTAGTATCAAATATGGATATAATGAGT  	
      4173	    36	 100.0	    28	....................................	AGCTTCTCAATGTCTTCATGTGGTACTC   	
      4237	    36	 100.0	    29	....................................	ACGAATTTGAAAATCTCATCCAGCTTGTT  	
      4302	    36	 100.0	    27	....................................	AATATATATATATTGGTTCTGGTAATT    	
      4365	    36	 100.0	    29	....................................	GAGCATGATCAAGATTGAAGTCATTGGCA  	
      4430	    36	 100.0	    31	....................................	ATAGTATTTAGGTTGCCTTACGGAAGACTGG	
      4497	    36	 100.0	    30	....................................	GACTATATGTATATACCGGGTATTGTCACA 	
      4563	    36	 100.0	    29	....................................	CAGGGACTTCAAGGCCCGAGGGGTGAGCA  	
      4628	    36	 100.0	    28	....................................	TTCATTGTGCGCCCTCCTATCCTAGCTT   	
      4692	    36	 100.0	    28	....................................	AGACAATAAGGACACTTACCGCAGTTAT   	
      4756	    36	 100.0	    28	....................................	ATGTTGTCTCTGTTCACACATCGCTTCA   	
      4820	    36	 100.0	    29	....................................	ATGTGCAGATGAATCTTCCGTTAAGCATA  	
      4885	    36	 100.0	    27	....................................	TAGACAAGCAAGGTTATTGGGTTATGT    	
      4948	    36	 100.0	    30	....................................	TATAATGCAAGATTGTTAGAACGGCGGAAA 	
      5014	    36	  97.2	    28	........G...........................	ATGTTCCTGAACGTGATAATTTAGGTAA   	
      5078	    36	 100.0	    26	....................................	TTTTAGCCTAGCGGACTGAGTTAAAG     	
      5140	    36	  97.2	    28	........G...........................	TTGAAGAAATGAGAATGGTCCCCAGCGT   	
      5204	    36	  97.2	    27	........G...........................	TAATCTGGATCGTCATATGGTGATATT    	
      5267	    36	 100.0	    21	....................................	GTCCTTTTTATCCTTACTTTC          	Deletion [5324]
      5324	    36	  91.7	     0	.AGA................................	|                              	
==========	======	======	======	====================================	===============================	==================
        82	    36	  99.7	    29	GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT	                               	       

# Left flank :   TAAAAAAGATACAGAAAATGCTTTTGTTTAAAGGATTTTTTGTATCTTTGCAATCGACAAGGG
# Right flank :  ATTGAGGGGTAGTCTAATACCCGATACTGTCAAATGAGGACAATGAGTCTTTCAGATCCTGGCGATTCTACAAATGAAATCAGTCTTGAAGAATTGTTTGCCAATTCCGTATCTGATGATTTTTCATCCATTATCAACAAAGAAATTGGCAAAATCGGGCTATTTTTCTTTATTTAACTCCGAAATTAAGTGGAATATCAGAGAAAATCTTTAAATTTGCATTTAAATACAATATTTTGTAAA

# Questionable array : NO	 Score: 3.23
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.99, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.50] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [1-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [71.7-56.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.68,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 63-5300 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-29-4_S39_scaffold_3575 id=97572966 bin="js4906-29-4_S39_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                          	Insertion/Deletion
==========	======	======	======	====================================	=========================================	==================
        63	    36	 100.0	    29	....................................	TCTGAGCCGGAATTGTTCATTTGGCTCTT            	
       128	    36	 100.0	    30	....................................	AGCCAAAAGCTGATTGGTCTCAGCCTTGAT           	
       194	    36	 100.0	    29	....................................	TTTAATGTTTCTGATGCAAAGGTACGAGA            	
       259	    36	 100.0	    29	....................................	ACGAGTATATGTACAACAAGTATAAGAAG            	
       324	    36	 100.0	    27	....................................	TTTGGCTCTTTCTTTCGTTTTAGCTTT              	
       387	    36	 100.0	    30	....................................	ATACTATAACTTTAAATGTTGCCATATCAG           	
       453	    36	 100.0	    30	....................................	ATAGTATTGTTGCCTAGCGGAAGACTTTGA           	
       519	    36	 100.0	    29	....................................	ATCGCTATCGAAAAGGAGTTCATGTAATC            	
       584	    36	 100.0	    30	....................................	TTGATGCGTTCCTGATACCAGTTTTTCAGG           	
       650	    36	 100.0	    29	....................................	AAATCCTCCCATGAAAGCTATACTTCCAA            	
       715	    36	 100.0	    29	....................................	AGAAGGGCGTGAATGTTGTAGTTAACCTG            	
       780	    36	 100.0	    31	....................................	TCGCTCTGCTTTCCGCTTTGCGCACACCGAG          	
       847	    36	 100.0	    31	....................................	CTTGGTTCGCATAAGGCTCAAAAAGCTAGTT          	
       914	    36	 100.0	    29	....................................	GGGGCGGGGGGACAAGCCCCCCTGATCCT            	
       979	    36	 100.0	    30	....................................	AAGAAGATGGACACCCGAACTCCTCGTCAG           	
      1045	    36	 100.0	    27	....................................	GGTTAACGAATGATTCTTTCGTGTCAC              	
      1108	    36	 100.0	    29	....................................	TAGCGTCGAAAGATGGGCACGCCTTGGCT            	
      1173	    36	 100.0	    30	....................................	TCTGCACGAGCTTGAAGTAATACTCCATAG           	
      1239	    36	 100.0	    31	....................................	AGTATGAAACGGCGCTTTTGCACGCCGTCGA          	
      1306	    36	  97.2	    30	.........A..........................	AGGGATATACCACAAGACAATTGGAAATTA           	
      1372	    36	 100.0	    28	....................................	CTTCAATGCATTCTTGCGGAGTATAGAT             	
      1436	    36	 100.0	    29	....................................	AGTTTGTATGACGTATCGTGATTATTTTT            	
      1501	    36	 100.0	    28	....................................	ATATTAAAAGAGGTCCGTTTGATAGTGT             	
      1565	    36	 100.0	    30	....................................	TCCGACACAAATGCACGGATGTGTAGCTTA           	
      1631	    36	 100.0	    29	....................................	GTAAATGGTAAAGACTTCAAAAAGATGTG            	
      1696	    36	 100.0	    29	....................................	CTCCTTAACTTCTTTAAAGATTACACACT            	
      1761	    36	 100.0	    29	....................................	AACGTTTAAACTGCAGCAAAGATAACTAT            	
      1826	    36	 100.0	    28	....................................	CAATACGTTCCGTTGGAAGTTGTAATAC             	
      1890	    36	 100.0	    28	....................................	TTAAAAAATTAATAATAATTTATATTAA             	
      1954	    36	 100.0	    28	....................................	CGGTGCGCGCGGTGTGGCTCCTATCACG             	
      2018	    36	 100.0	    30	....................................	TCTCTAACATCCTTCGTGTCGGGCAGGGCA           	
      2084	    36	 100.0	    29	....................................	ATAACTTTATTATTTTAATGTTTGACTTT            	
      2149	    36	 100.0	    29	....................................	CTGGATATCTCAGCGACTCCATGGCAACA            	
      2214	    36	 100.0	    30	....................................	CGATGCAGGCATTCCACCTTCCTGATTCTG           	
      2280	    36	 100.0	    31	....................................	TCGGCGATCGAGGTGAGAGTTATCGCTTGGG          	
      2347	    36	 100.0	    30	....................................	TAGCTGATATGCCACCAAAGATACTACTTG           	
      2413	    36	 100.0	    28	....................................	AAGGCTTCGGAAGCTAGAAACTATATTG             	
      2477	    36	 100.0	    27	....................................	GTAGGGAATAATCTACTGCTTATAGTA              	
      2540	    36	 100.0	    31	....................................	GGAGATTTTGTTGGTTCTCAAAGAGAAATTT          	
      2607	    36	 100.0	    28	....................................	TCTGCAGGGTGTTCTGTGTTAATTGGCT             	
      2671	    36	 100.0	    31	....................................	AATATAACAGACGTTGACCCATTAAAGTATC          	
      2738	    36	 100.0	    29	....................................	AAGCTATCGAGTGCGTAAAGTATGGCGTA            	
      2803	    36	 100.0	    31	....................................	CTGTTTCATACCGCTTTAGAGTTTAAATCTA          	
      2870	    36	 100.0	    31	....................................	CCTGTTAATGTACATGCTTCTACTTCTTATG          	
      2937	    36	 100.0	    29	....................................	TGAATACGTTGTTTACCTCTTTTAGACTT            	
      3002	    36	 100.0	    30	....................................	AGCAATCCGAGGGCTTTATAATTGGATGAT           	
      3068	    36	 100.0	    28	....................................	TTATAACGTTAAGCCCGAACCGCCACGG             	
      3132	    36	 100.0	    29	....................................	TGGATTTCTCCTACCGTTGCTCCACTTTT            	
      3197	    36	 100.0	    29	....................................	TTAGTCACCCCTTCGAACTGCGGAAAAAT            	
      3262	    36	  97.2	    41	...................A................	GATCAAAAACGGGTGCGGCTGCCGCTTCTGCGGCTAGTAAG	
      3339	    36	  94.4	    27	CT..................................	TCCTGAAATTACCAGGGTCAATACCAA              	A [3341]
      3403	    36	 100.0	    28	....................................	CTTACATGTTAGCGTGATAATGAAACGC             	
      3467	    36	 100.0	    27	....................................	TTCCAGCCTCTCAGTCTCAGCCGATAG              	
      3530	    36	 100.0	    29	....................................	TAGGCGATCACTTGTGCGTTGTCTTCGTA            	
      3595	    36	 100.0	    28	....................................	ACGGATATTCGTAAGGTGTCCGGACTCA             	
      3659	    36	 100.0	    29	....................................	CCGAGTACCCTCTACCCTACTCGTATTTG            	
      3724	    36	 100.0	    29	....................................	ATGGACCGAGACTACAATACTGCAGTGAA            	
      3789	    36	 100.0	    27	....................................	TATATCGTCTGATACGTGCGCTAATCT              	
      3852	    36	 100.0	    29	....................................	CAAAGGAAATGGAGCGTCAGTTTGTAAAG            	
      3917	    36	 100.0	    30	....................................	CAGAAAAAAGAAGATGCTTACGCTAACTCG           	
      3983	    36	 100.0	    29	....................................	CACGACCTCGCCCAATTATTCGGCTTGCG            	
      4048	    36	 100.0	    29	....................................	AAGTAGTATCAAATATGGATATAATGAGT            	
      4113	    36	 100.0	    28	....................................	AGCTTCTCAATGTCTTCATGTGGTACTC             	
      4177	    36	 100.0	    29	....................................	ACGAATTTGAAAATCTCATCCAGCTTGTT            	
      4242	    36	 100.0	    27	....................................	AATATATATATATTGGTTCTGGTAATT              	
      4305	    36	 100.0	    29	....................................	GAGCATGATCAAGATTGAAGTCATTGGCA            	
      4370	    36	 100.0	    31	....................................	ATAGTATTTAGGTTGCCTTACGGAAGACTGG          	
      4437	    36	 100.0	    30	....................................	GACTATATGTATATACCGGGTATTGTCACA           	
      4503	    36	 100.0	    29	....................................	CAGGGACTTCAAGGCCCGAGGGGTGAGCA            	
      4568	    36	 100.0	    28	....................................	TTCATTGTGCGCCCTCCTATCCTAGCTT             	
      4632	    36	 100.0	    28	....................................	AGACAATAAGGACACTTACCGCAGTTAT             	
      4696	    36	 100.0	    28	....................................	ATGTTGTCTCTGTTCACACATCGCTTCA             	
      4760	    36	 100.0	    29	....................................	ATGTGCAGATGAATCTTCCGTTAAGCATA            	
      4825	    36	 100.0	    27	....................................	TAGACAAGCAAGGTTATTGGGTTATGT              	
      4888	    36	 100.0	    30	....................................	TATAATGCAAGATTGTTAGAACGGCGGAAA           	
      4954	    36	  97.2	    28	........G...........................	ATGTTCCTGAACGTGATAATTTAGGTAA             	
      5018	    36	 100.0	    26	....................................	TTTTAGCCTAGCGGACTGAGTTAAAG               	
      5080	    36	  97.2	    28	........G...........................	TTGAAGAAATGAGAATGGTCCCCAGCGT             	
      5144	    36	  97.2	    27	........G...........................	TAATCTGGATCGTCATATGGTGATATT              	
      5207	    36	 100.0	    21	....................................	GTCCTTTTTATCCTTACTTTC                    	Deletion [5264]
      5264	    36	  91.7	     0	.AGA................................	|                                        	
==========	======	======	======	====================================	=========================================	==================
        81	    36	  99.7	    29	GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT	                                         	       

# Left flank :   TAAAAAAGATACAGAAAATGCTTTTGTTTAAAGGATTTTTTGTATCTTTGCAATCGACAAGGG
# Right flank :  ATTGAGGGGTAGTCTAATACCCGATACTGTCAAATGAGGACAATGAGTCTTTCAGATCCTGGCGATTCTACAAATGAAATCAGTCTTGAAGAATTGTTTGCCAATTCCGTATCTGATGATTTTTCATCCATTATCAACAAAGAAATTGGCAAAATCGGGCTATTTTTCTTTATTTAACTCCGAAATTAAGTGGAATATCAGAGAAAATCTTTAAATTTGCATTTAAATACAATATTTTGTAAAGAAT

# Questionable array : NO	 Score: 3.23
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.99, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.50] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [1-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: F [71.7-56.7]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.68,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 1287-6267 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-29-5_S40_scaffold_3467 id=97588478 bin="js4906-29-5_S40_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence                     	Spacer_Sequence                            	Insertion/Deletion
==========	======	======	======	====================================	===========================================	==================
      1287	    36	  94.4	    29	TT..................................	TTTAATGTTTCTGATGCAAAGGTACGAGA              	
      1352	    36	 100.0	    29	....................................	ACGAGTATATGTACAACAAGTATAAGAAG              	
      1417	    36	 100.0	    27	....................................	TTTGGCTCTTTCTTTCGTTTTAGCTTT                	
      1480	    36	 100.0	    30	....................................	ATACTATAACTTTAAATGTTGCCATATCAG             	
      1546	    36	 100.0	    30	....................................	ATAGTATTGTTGCCTAGCGGAAGACTTTGA             	
      1612	    36	 100.0	    29	....................................	ATCGCTATCGAAAAGGAGTTCATGTAATC              	
      1677	    36	 100.0	    30	....................................	TTGATGCGTTCCTGATACCAGTTTTTCAGG             	
      1743	    36	 100.0	    29	....................................	AAATCCTCCCATGAAAGCTATACTTCCAA              	
      1808	    36	 100.0	    29	....................................	AGAAGGGCGTGAATGTTGTAGTTAACCTG              	
      1873	    36	 100.0	    31	....................................	TCGCTCTGCTTTCCGCTTTGCGCACACCGAG            	
      1940	    36	 100.0	    31	....................................	CTTGGTTCGCATAAGGCTCAAAAAGCTAGTT            	
      2007	    36	 100.0	    29	....................................	GGGGCGGGGGGACAAGCCCCCCTGATCCT              	
      2072	    36	 100.0	    30	....................................	AAGAAGATGGACACCCGAACTCCTCGTCAG             	
      2138	    36	 100.0	    27	....................................	GGTTAACGAATGATTCTTTCGTGTCAC                	
      2201	    36	 100.0	    29	....................................	TAGCGTCGAAAGATGGGCACGCCTTGGCT              	
      2266	    36	 100.0	    30	....................................	TCTGCACGAGCTTGAAGTAATACTCCATAG             	
      2332	    36	 100.0	    31	....................................	AGTATGAAACGGCGCTTTTGCACGCCGTCGA            	
      2399	    36	  97.2	    30	.........A..........................	AGGGATATACCACAAGACAATTGGAAATTA             	
      2465	    36	 100.0	    28	....................................	CTTCAATGCATTCTTGCGGAGTATAGAT               	
      2529	    36	 100.0	    29	....................................	AGTTTGTATGACGTATCGTGATTATTTTT              	
      2594	    36	 100.0	    28	....................................	ATATTAAAAGAGGTCCGTTTGATAGTGT               	
      2658	    36	 100.0	    30	....................................	TCCGACACAAATGCACGGATGTGTAGCTTA             	
      2724	    36	 100.0	    29	....................................	GTAAATGGTAAAGACTTCAAAAAGATGTG              	
      2789	    36	 100.0	    29	....................................	CTCCTTAACTTCTTTAAAGATTACACACT              	
      2854	    36	 100.0	    29	....................................	AACGTTTAAACTGCAGCAAAGATAACTAT              	
      2919	    36	 100.0	    28	....................................	CAATACGTTCCGTTGGAAGTTGTAATAC               	
      2983	    36	 100.0	    28	....................................	TTAAAAAATTAATAATAATTTATATTAA               	
      3047	    36	 100.0	    28	....................................	CGGTGCGCGCGGTGTGGCTCCTATCACG               	
      3111	    36	 100.0	    30	....................................	TCTCTAACATCCTTCGTGTCGGGCAGGGCA             	
      3177	    36	 100.0	    29	....................................	ATAACTTTATTATTTTAATGTTTGACTTT              	
      3242	    36	 100.0	    29	....................................	CTGGATATCTCAGCGACTCCATGGCAACA              	
      3307	    36	 100.0	    30	....................................	CGATGCAGGCATTCCACCTTCCTGATTCTG             	
      3373	    36	 100.0	    31	....................................	TCGGCGATCGAGGTGAGAGTTATCGCTTGGG            	
      3440	    36	 100.0	    30	....................................	TAGCTGATATGCCACCAAAGATACTACTTG             	
      3506	    36	 100.0	    28	....................................	AAGGCTTCGGAAGCTAGAAACTATATTG               	
      3570	    36	 100.0	    27	....................................	GTAGGGAATAATCTACTGCTTATAGTA                	
      3633	    36	 100.0	    31	....................................	GGAGATTTTGTTGGTTCTCAAAGAGAAATTT            	
      3700	    36	 100.0	    28	....................................	TCTGCAGGGTGTTCTGTGTTAATTGGCT               	
      3764	    36	 100.0	    31	....................................	AATATAACAGACGTTGACCCATTAAAGTATC            	
      3831	    36	 100.0	    29	....................................	AAGCTATCGAGTGCGTAAAGTATGGCGTA              	
      3896	    36	 100.0	    31	....................................	CTGTTTCATACCGCTTTAGAGTTTAAATCTA            	
      3963	    36	 100.0	    31	....................................	CCTGTTAATGTACATGCTTCTACTTCTTATG            	
      4030	    36	 100.0	    29	....................................	TGAATACGTTGTTTACCTCTTTTAGACTT              	
      4095	    36	 100.0	    30	....................................	AGCAATCCGAGGGCTTTATAATTGGATGAT             	
      4161	    36	 100.0	    28	....................................	TTATAACGTTAAGCCCGAACCGCCACGG               	
      4225	    36	 100.0	    29	....................................	TGGATTTCTCCTACCGTTGCTCCACTTTT              	
      4290	    36	 100.0	    29	....................................	TTAGTCACCCCTTCGAACTGCGGAAAAAT              	
      4355	    36	  97.2	    43	...................A................	GATCAAAAACGGGTGCGGCTGCCGCTTCTGCGGCTAGTAAGCT	
      4434	    36	  91.7	    27	CTA.................................	TTCCAGCCTCTCAGTCTCAGCCGATAG                	
      4497	    36	 100.0	    29	....................................	TAGGCGATCACTTGTGCGTTGTCTTCGTA              	
      4562	    36	 100.0	    28	....................................	ACGGATATTCGTAAGGTGTCCGGACTCA               	
      4626	    36	 100.0	    29	....................................	CCGAGTACCCTCTACCCTACTCGTATTTG              	
      4691	    36	 100.0	    29	....................................	ATGGACCGAGACTACAATACTGCAGTGAA              	
      4756	    36	 100.0	    27	....................................	TATATCGTCTGATACGTGCGCTAATCT                	
      4819	    36	 100.0	    29	....................................	CAAAGGAAATGGAGCGTCAGTTTGTAAAG              	
      4884	    36	 100.0	    30	....................................	CAGAAAAAAGAAGATGCTTACGCTAACTCG             	
      4950	    36	 100.0	    29	....................................	CACGACCTCGCCCAATTATTCGGCTTGCG              	
      5015	    36	 100.0	    29	....................................	AAGTAGTATCAAATATGGATATAATGAGT              	
      5080	    36	 100.0	    28	....................................	AGCTTCTCAATGTCTTCATGTGGTACTC               	
      5144	    36	 100.0	    29	....................................	ACGAATTTGAAAATCTCATCCAGCTTGTT              	
      5209	    36	 100.0	    27	....................................	AATATATATATATTGGTTCTGGTAATT                	
      5272	    36	 100.0	    29	....................................	GAGCATGATCAAGATTGAAGTCATTGGCA              	
      5337	    36	 100.0	    31	....................................	ATAGTATTTAGGTTGCCTTACGGAAGACTGG            	
      5404	    36	 100.0	    30	....................................	GACTATATGTATATACCGGGTATTGTCACA             	
      5470	    36	 100.0	    29	....................................	CAGGGACTTCAAGGCCCGAGGGGTGAGCA              	
      5535	    36	 100.0	    28	....................................	TTCATTGTGCGCCCTCCTATCCTAGCTT               	
      5599	    36	 100.0	    28	....................................	AGACAATAAGGACACTTACCGCAGTTAT               	
      5663	    36	 100.0	    28	....................................	ATGTTGTCTCTGTTCACACATCGCTTCA               	
      5727	    36	 100.0	    29	....................................	ATGTGCAGATGAATCTTCCGTTAAGCATA              	
      5792	    36	 100.0	    27	....................................	TAGACAAGCAAGGTTATTGGGTTATGT                	
      5855	    36	 100.0	    30	....................................	TATAATGCAAGATTGTTAGAACGGCGGAAA             	
      5921	    36	  97.2	    28	........G...........................	ATGTTCCTGAACGTGATAATTTAGGTAA               	
      5985	    36	 100.0	    26	....................................	TTTTAGCCTAGCGGACTGAGTTAAAG                 	
      6047	    36	  97.2	    28	........G...........................	TTGAAGAAATGAGAATGGTCCCCAGCGT               	
      6111	    36	  97.2	    27	........G...........................	TAATCTGGATCGTCATATGGTGATATT                	
      6174	    36	 100.0	    21	....................................	GTCCTTTTTATCCTTACTTTC                      	Deletion [6231]
      6231	    36	  91.7	     0	.AGA................................	|                                          	
==========	======	======	======	====================================	===========================================	==================
        77	    36	  99.5	    29	GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT	                                           	       

# Left flank :   AAGAATGAAGAGTGATGTACTGAATGTAACACTGGATATTGGCTACTCTATCCTATTCAACTTTATGGAAAGTTTCATTCGTATGTTTGGATTTGATCTGTATGTTGGTGTGTACCATCGATTATGGTTCAAGCGCAAATCATTGGTATGTGACTTGATGGAACCATTTAGGTGTATCATAGAGCATGCAGTATTGTTAGCATTTAACAGAAAGCAGTTTTCTGAGAAAGACTTTACTCTGATAAAGCAGGAGTATCATTTGAAGTATGAGAAGTGTGCTGACTACTACAAGGTATTTTATGATGAGTTGATTTCAAGGAAAATGGATATATTCAAGTTCGTTCAGCAATACTATCGTTGTTTCATGGGATGTAAGTCTGTAAAAGAGTATCCAATATTTGAGTTTTAAATGATAATAGTTAGTTATGATATTTCAGATGACAAGATGCGTACCAACTTCTCTAAAATGCTCAAGAGTAATGGTGCTATCCGTCTTCAGT
# Right flank :  ATTGAGGGGTAGTCTAATACCCGATACTGTCAAATGAGGACAATGAGTCTTTCAGATCCTGGCGATTCTACAAATGAAATCAGTCTTGAAGAATTGTTTGCCAATTCCGTATCTGATGATTTTTCATCCATTATCAACAAAGAAATTGGCAAAATCGGGCTATTTTTCTTTATTTAACTCCGAAATTAAGTGGAATATCAGAGAAAATCTTTAAATTTGCATTTAAATACAATATTTTGTAAAGAAT

# Questionable array : NO	 Score: 3.21
# 	Score Detail : 1:0, 2:0, 3:0, 4:0.97, 5:0, 6:0.25, 7:-0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GGCTAGTAAGCTCTAATAATTTCTACTATTGTAGAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         NA Score: 0/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:69.44%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [0.00,-0.50] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [3-4] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [58.3-56.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [0.41,0   Confidence: MEDIUM] 

# Array family : NA
//


Array 1 159-5458 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-2_S25_scaffold_4523 id=97161377 bin="js4906-26-2_S25_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                       	Insertion/Deletion
==========	======	======	======	==============================	======================================	==================
       159	    30	 100.0	    34	..............................	TTTGGTATTTTATAGATACCTAATTTGTCCAAGT    	
       223	    30	 100.0	    34	..............................	CTTATAAATATACAAGAAATATTCATTTTGTTAT    	
       287	    30	 100.0	    34	..............................	ACATATTTGCAAAGTGTTTGGGGCTGATATTGTA    	
       351	    30	 100.0	    34	..............................	GCAAGACCACCTATTAAATTACCAGCAGCAGAAA    	
       415	    30	 100.0	    34	..............................	TCCGCAGCAGCACGAAAGGCGGAAGCATAATTTA    	
       479	    30	 100.0	    34	..............................	AGGTATACGCACACGTTCCGTTGTGCCTATCTTG    	
       543	    30	 100.0	    34	..............................	AGCGTTCATACTATCGGTAGGACGGAGATAATCG    	
       607	    30	 100.0	    38	..............................	GACGCAGATTATAATTCTTTTGGTATTGACCCACACAA	
       675	    30	 100.0	    36	..............................	GAAAGAAACAAAGAAGCTAGTGTTTTTCATAGGTTT  	
       741	    30	 100.0	    35	..............................	GTGGTGTTTCTAATGCTACCAGTCAGTTTTTTAAT   	
       806	    30	 100.0	    36	..............................	TAAGAAAGGTATTATATATTAATTAATTAAACATTG  	
       872	    30	 100.0	    34	..............................	TGAACAGACAAATTGCGAACAGCAACGCAAGTAT    	
       936	    30	 100.0	    36	..............................	TTCATGAAGTTATTAGAAAGTGTTCAGACGATAACT  	
      1002	    30	 100.0	    34	..............................	TTCATTATTAGCTATATTAATATCAAGTAAATGC    	
      1066	    30	 100.0	    34	..............................	ACTGGAAATAATGTCATAATGCATCAAGGGAAAA    	
      1130	    30	 100.0	    35	..............................	ATAGTCATCTCGGCAATATTACGTTGAGCAGGCAA   	
      1195	    30	 100.0	    34	..............................	ATGGGTTGTTCAACTCATAAAGAGGGTTTCTATA    	
      1259	    30	 100.0	    38	..............................	GTAGTCTGCAATTTTCTGCCCGCCTGTTCGTCCTGATA	
      1327	    30	 100.0	    34	..............................	AACTTTTTAAGAGCTTCCTCCTCGCTGATTCTCT    	
      1391	    30	 100.0	    36	..............................	ACAAATCGGGATGCATAATACTTATTATAATCAAAC  	
      1457	    30	 100.0	    34	..............................	ACTATAAACTGATTCCATTGACGACATAACGTGC    	
      1521	    30	 100.0	    34	..............................	TTAAAACATCTGACCCTTTGGACAAAACAAAAGG    	
      1585	    30	 100.0	    34	..............................	CACAAACCTCTCCGTCTTTGAGCCTTTTCCGTCT    	
      1649	    30	 100.0	    37	..............................	AAGCAAAATATCTTCATTTAAATACTGCTGACGAACA 	
      1716	    30	 100.0	    34	..............................	TATCATGTTTATGGTTTACCTTGGACTAAATAAA    	
      1780	    30	 100.0	    33	..............................	CTCCTAGTTCTAGTGGTAAAAGTTGGCTTGATG     	
      1843	    30	 100.0	    35	..............................	TGATAAGAAGTCGATGAGACATTAGGTCTCTGAAT   	
      1908	    30	 100.0	    35	..............................	CAAAGATCGTTCGGCTTTAGGTTTTCAGTCTTTTT   	
      1973	    30	 100.0	    35	..............................	TTGGTAGCAAAGAATCTTTGGGCAACATATACCAC   	
      2038	    30	 100.0	    33	..............................	AGTCACCTCAATGGCATCAATGTTCAATGGTTG     	
      2101	    30	 100.0	    37	..............................	TAAAGTAAATGAATAAATAGCATGGGAAATTTTCATT 	
      2168	    30	 100.0	    34	..............................	CCATGACAGCAAAGGGATATATAATAGCTTAAAA    	
      2232	    30	 100.0	    34	..............................	GTAATCGACATTGGTCGAATAGAACGGCAAGACG    	
      2296	    30	 100.0	    37	..............................	TAATGAGCTCGAATCTGAGAGCCATAATCACCATCAC 	
      2363	    30	 100.0	    35	..............................	AAGGACGTGGTGTCGCTTGCGCTGGGTCACTCGTT   	
      2428	    30	 100.0	    37	..............................	TCTATCAGATCGACGGCTTCTGCTGCAGCCATACGGT 	
      2495	    30	 100.0	    36	..............................	AAAAGAAGACGATCGCCAGGGCACAGGGAAAAAAAT  	
      2561	    30	 100.0	    37	..............................	TACGTTTTAAGCGCATCAATAGTATCATTAGCAGAAA 	
      2628	    30	 100.0	    37	..............................	TTAACATCAAAGACTACAAATCAGGTTATGTATATGA 	
      2695	    30	 100.0	    34	..............................	CCCACATAGGCAACGTTGATGGCAGAGGAGTTAT    	
      2759	    30	 100.0	    34	..............................	TTTTAAGGAGTTCCAGGATCTACCTTGTTTTGAT    	
      2823	    30	 100.0	    35	..............................	ACCGTTCAACTGTCCGTGTACCTCATCAACGCATG   	
      2888	    30	 100.0	    35	..............................	TCACGAGAACGAACAGGCACAACAACATCACGAGA   	
      2953	    30	 100.0	    35	..............................	TACCCAAGCAGGTCGAAAAGACGTTGAGAACCTAA   	
      3018	    30	 100.0	    35	..............................	TACTGAGCACGAGGAAGCACACCGAGAAAATAGTC   	
      3083	    30	 100.0	    37	..............................	GCGGGTACGTGGCATACGTTGCCAAGCACGGCTACCA 	
      3150	    30	 100.0	    36	..............................	ACTGGATATGGATGGTCTGGTCCTTGCCTATGCCCA  	
      3216	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3280	    30	 100.0	    34	..............................	ACGATAAACTGATTCCACTGACGGCAGAGGGTAC    	
      3344	    30	 100.0	    36	..............................	ATTCAACTTCTAACGCTACAATCGCAAAAGTTGATG  	
      3410	    30	 100.0	    35	..............................	TTAGAACAATTTCTTATGAATTGGGCAGAAGTTTT   	
      3475	    30	 100.0	    34	..............................	GTCCTCGATGTAGTACTCATTTTTGTCAATATCT    	
      3539	    30	 100.0	    37	..............................	CTCGGACGAGTAATATTCAAGTTTGTTCCGTCAATAA 	
      3606	    30	 100.0	    36	..............................	ACAAAATGAGTGCTGACGTGATATTATATTTTTGCA  	
      3672	    30	 100.0	    37	..............................	AGGACTTGGCCTCAGACATCTTTCTGCCGCCATTCTT 	
      3739	    30	 100.0	    34	..............................	ACATGATACACCCACCAGCACGATAGCAAGATTA    	
      3803	    30	 100.0	    34	..............................	TTCCCTGCAACGATCATGCCATTTTCTTTGATGA    	
      3867	    30	 100.0	    33	..............................	TATTGTGGATTTGGCAAAACACCGTTATAGGCA     	
      3930	    30	 100.0	    34	..............................	AACAGAATAAGACTCAACTAATGAGAACAAATCT    	
      3994	    30	 100.0	    35	..............................	TAACAAAATATCCTCATTTAGATATTGCTGGCGAA   	
      4059	    30	 100.0	    35	..............................	TATTGTCTGCGCTTCACCGTGATGCGTCTAGGGCT   	
      4124	    30	 100.0	    35	..............................	CGTTATTGTGAGTATAAAACCTCGTTTGATAGGGT   	
      4189	    30	 100.0	    36	..............................	ACACGATATAACATACTTCTTGCCCTTTGTTATCCT  	
      4255	    30	 100.0	    36	..............................	CATGTAAGATAATTAAAATCCAAATAAGGCAAATTA  	
      4321	    30	 100.0	    35	..............................	ATAAGAGTAAGGGCATAAATCAACACCTTAACAAT   	
      4386	    30	 100.0	    36	..............................	ATGGAAGTGTGGGACTACTACGATATGCTTAACTCT  	
      4452	    30	 100.0	    34	..............................	CTGGACGGAACGGACAACGAGGTATTGAAGTCGT    	
      4516	    30	 100.0	    34	..............................	AGCTATGCTTGAGGTACAAAAGGTACATACAGAA    	
      4580	    30	 100.0	    35	..............................	ATGTTTGGAACTATCCGAATCGAGGGTACAGAAAG   	
      4645	    30	 100.0	    36	..............................	CTACGAATATAGCTATATCTTTACCAAAATTTAAGA  	
      4711	    30	 100.0	    37	..............................	AAGGTAATTACAGAAAAGTATATGATGGAGTTCTTAA 	
      4778	    30	 100.0	    35	..............................	ATTGCAATAACAGAGAATAGTGTTTTTGTTTCTCA   	
      4843	    30	 100.0	    37	..............................	AGATTCACTGCTTATGATTCAAAAGATGTTGATTCAA 	
      4910	    30	 100.0	    36	..............................	TTATAACCAAGTTTGAAAGTATCGCCTGGATTTACC  	
      4976	    30	 100.0	    34	..............................	TAGGTAAATAGCTTCTGCTTCATCCTCACAAAAG    	
      5040	    30	 100.0	    34	..............................	AAGTGAAAAACTCACTTTTTATCGTTACATTTAC    	
      5104	    30	 100.0	    34	..............................	GCGTTACGCAAACGCATAGCTTGCGCGGTAGGGT    	
      5168	    30	 100.0	    37	..............................	GAAAGGACTTTTTTCCAGTAAGACGAACCATCAGAAG 	
      5235	    30	 100.0	    34	..............................	TTCTTACGCTCTATCTTACCGAAAGCACATACGC    	
      5299	    30	 100.0	    35	..............................	GATGTTGATTATAGTAGTTATGGTATTAATCCTTT   	
      5364	    30	 100.0	    36	..............................	TTGCTTAGTTATGGCTACCTTGGAGAAGTCCGCCAG  	
      5429	    28	  76.7	     0	--.....................ACCTT..	|                                     	C [5450]
==========	======	======	======	==============================	======================================	==================
        82	    30	  99.7	    35	GTTTTAATCGTACCTTTATGGAATTGAAAT	                                      	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTGTATCTTTGCACCCGTAAACCTATAGAGTCTTCGGGGGTGTATGCCTTAGACTTAACGGG
# Right flank :  TATATAGTCTTGGACGAGGTGCAACTTGTAGAAGAATTTGTGGAGGTGATTCTTAGCTTGACGCGAGTGTTGACGGTTGGACTCTTAGATTTTCTGACAGACAAGGATTTGTTGAAGCAAGGTTAATCGCCAATGCCGTCTAAATGACTATATGAGTTACTTAAAAGTCCCTTTTAATAATTGGTTCAATTCCAGTAGATTACCCTTTGGTATGCTTGAATACCCACTCCAAACGTTCGGTGGTATAGCTTTTCTTGCATAC

# Questionable array : NO	 Score: 6.25
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.99, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTTTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:73.33%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      F [0-7] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [53.3-61.7]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.91,0   Confidence: HIGH] 

# Array family : NA
//


Array 1 1493-356 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-2_S25_scaffold_24079 id=97147933 bin="js4906-26-2_S25_UNK"		Array_Orientation: Reverse

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                      	Insertion/Deletion
==========	======	======	======	==============================	=====================================	==================
      1492	    30	 100.0	    37	..............................	GAAACATTAAAATGAAGACGTATGAAAAGGAAAGAGA	
      1425	    30	 100.0	    35	..............................	TATAATGAGGTGAAGGATGCAGAGGTACTGAAGGG  	
      1360	    30	 100.0	    35	..............................	GGCGGTGGCGGTGCTCCTCCTCATCGGTGGCATAT  	
      1295	    30	 100.0	    35	..............................	CAGCAAGCTACTGCACAAGCACCAGCAGGGGTAGC  	
      1230	    30	 100.0	    35	..............................	CCCGAAGGCTTTGCCGGAGGCGTAGTGATGGTAGA  	
      1165	    30	 100.0	    37	..............................	AGCGATGTCAGACCAATATCCTTCCATCTGCACTGGT	
      1098	    30	 100.0	    34	..............................	TCAGGAGATGGTCCGCTAGGCACCTGCGAGCGTA   	
      1034	    30	 100.0	    34	..............................	TTCGTATTAACCGATTGCAGATTATCTTCTCTGT   	
       970	    30	 100.0	    36	..............................	AATGATAGAAATAGTTTTTTTAATCAAAGTAATTTA 	
       904	    30	 100.0	    35	..............................	TTATCTGTATATCCGCCATCCGGCTCAAACTGGTC  	
       839	    30	 100.0	    34	..............................	TTTAGGGCTTGATCTATGAGAATCTTGGAACCTG   	
       775	    30	 100.0	    36	..............................	TACGTAAGCTTGATGCCGTGGAAGGTGATAGCGCCC 	
       709	    30	 100.0	    34	..............................	CAGGTTACGGATTCATCTGTTTTATGGTTGAACA   	
       645	    30	 100.0	    34	..............................	GCAGTATTCCACACATTTTCTTTAGTCTGAGCGC   	
       581	    30	 100.0	    36	..............................	TTTTGAGCAATCGTTGCCCAGGTATGGCGAAATGTA 	
       515	    30	 100.0	    34	..............................	ATGGTAATCAACCGAGGAGCAGGTACGAAGGAGA   	
       451	    30	 100.0	    35	..............................	AGGAGTTATATCATTATTCATAATCACCGCATTTT  	
       386	    29	  93.3	     0	........................-.C...	|                                    	CT [358]
==========	======	======	======	==============================	=====================================	==================
        18	    30	  99.6	    35	GTTCTAATCGCACCTTTATGGAATTGAAAT	                                     	       

# Left flank :   TTCTTGGAAAAGAAAGAATGACTACCGATAATTTCTTATAAAGAGTTGTCGATGTGGTTCTATTTTGCCGTTTTGAGTTCGGCAAAACCTCCGAAAGTGCTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAATATTTTTTTGTATCTTTGCACCCACAAACCCATAGATTCTTAGGACATCTACGCCCAAGACTTAACG
# Right flank :  TTGAATGCTGGCTCGTAGCGGTCGTATTTCTTCACCCACTGCTGCATGTTGTCACTCTTGGCTATGCGAGTTGTTCCGCCGAAGTAAGAGAAGGCATCGGATATACCACCGAAGAAGTTCTCCATGGAAACGTTGTACATAGCCTTTGCAAATCCCAAGCCGCTGTATGGCAGGATACAGACCAAGCCGACAACCTTGGTTAGCTCACCTGTCTTCGGGTCAGTAAGCCGCAGGGCATCGCCGGCGAAGTCAATCTTCATCTCTTCCCCAGGAATATAGGTGTTATGGAAGCTGAGGTTGTGTGAGTACTGATACTCACGGATTGACTTCTTGAACTGGGTGTATCCATATCCGTC

# Questionable array : NO	 Score: 6.24
# 	Score Detail : 1:0, 2:0, 3:3, 4:0.98, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGCACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         R Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:66.67%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.70,-0.80] Score: 0/0.37
# 	Array degeneracy analysis prediction:      R [4-0] Score: 0.41/0.41
# 	AT richness analysis in flanks prediction: NA [48.3-55.0]%AT Score: 0/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         R [0,4.91   Confidence: HIGH] 

# Array family : NA
//



Array 1 160-6673 		**** Predicted by CRISPRDetect 2.2 *** 
>js4906-26-2_S25_scaffold_3486 id=97159340 bin="js4906-26-2_S25_UNK"		Array_Orientation: Forward

  Position	Repeat	   %id	Spacer	Repeat_Sequence               	Spacer_Sequence                                 	Insertion/Deletion
==========	======	======	======	==============================	================================================	==================
       160	    30	 100.0	    34	..............................	CCAATAACACATTTAAAATAACAACTATTCGCCC              	
       224	    30	 100.0	    37	..............................	AATTTCGGCGAACTCTTTTGAGTTTACCCGCACATTT           	
       291	    30	 100.0	    37	..............................	AGCCGTTGAGGATATCGTATTATTTGGCCTTCTCGCC           	
       358	    30	 100.0	    37	..............................	GGGAATAGGATTGGGTGTTGACCTGATCTTCCGTTAG           	
       425	    30	 100.0	    37	..............................	TCGTAAGGTGAAATACGTGTAGGCACACTCCAGTTAG           	
       492	    30	 100.0	    34	..............................	AGACTTCAGCGCATATCGATTGCATTTCAGATGC              	
       556	    30	 100.0	    34	..............................	GGGGTTGAGGGGGTGCAACCCCCCACCCTCGGAG              	
       620	    30	 100.0	    35	..............................	AACCACTTGAGCTTATTCTTTTTTCGTAGTGTTTC             	
       685	    30	 100.0	    35	..............................	AGATATTGAGCTTTCCAATCGTCATGAACATTAGC             	
       750	    30	 100.0	    34	..............................	ACAAAGTTCTATCTAGATACTTCCGCAAGTATTG              	
       814	    30	 100.0	    36	..............................	CTCGTTTTTGTTTACGAGTTCGAACTTATCAAATAG            	
       880	    30	 100.0	    33	..............................	TCGTAATGAGTTTGGTTTTGTTGATTATTATTT               	
       943	    30	 100.0	    36	..............................	ACGGAGTCGCGGGACATAATTTCGATTCCATCAACG            	
      1009	    30	 100.0	    36	..............................	TTTGACATCGAACCGAACCCGACACCTGCCGATGAG            	
      1075	    30	 100.0	    34	..............................	GAAGGCGTAGCAGCCACGCAGCCGCTCCACTCTC              	
      1139	    30	 100.0	    33	..............................	CACTTCGAGATCAATGATCCGGAACCTTGGCGC               	
      1202	    30	 100.0	    36	..............................	ACAAGAAGTCCATGAAGATTGAGATCGCTCAGGCAA            	
      1268	    30	 100.0	    35	..............................	TTGCGTGAAGCTTCTTTCGTTTTGGATGATGATCA             	
      1333	    30	 100.0	    35	..............................	TTTGAGACGCTTACACGGTAAACCCATTATCATCA             	
      1398	    30	 100.0	    37	..............................	TTTGTTACTCGTTCTGTTGATATGAGCAAGTTTTCTA           	
      1465	    30	 100.0	    37	..............................	CAGATTTTTCTCCGTACTATGCCTTTAAACTCTGCTG           	
      1532	    30	 100.0	    36	..............................	CTAAGTTACAGCTTTTGAAGCCACGTTCTGTGCAGT            	
      1598	    30	 100.0	    36	..............................	AAGTTTGATAACCTTGCGCTAGATGATTATAAGCAT            	
      1664	    30	 100.0	    37	..............................	AGAGGAAGAAGAGATGCAACTTTACTATTATCGCCAG           	
      1731	    30	 100.0	    34	..............................	AGAAGGAGAAGAGTGAGTTGATGAATTATCTGAT              	
      1795	    30	 100.0	    34	..............................	AAATAAAAGCCCTCATCGTAGTTGCACCCTGCGT              	
      1859	    30	 100.0	    34	..............................	TCGTTAACACTACTAGCTTTGCCATAAATGTCAC              	
      1923	    30	 100.0	    34	..............................	TCAAAAGCGTTAAGGGCATCTATTGCAGAAATAG              	
      1987	    30	 100.0	    34	..............................	TCACGTTCATAATCTCTATTAAGCTTATAAACAG              	
      2051	    30	 100.0	    34	..............................	AACAAATGTATTCGGCAAAGGTCGAAAGCGTTGC              	
      2115	    30	 100.0	    35	..............................	AATAAAACCCCTTATTTGAATAACGCAAAGCCAAC             	
      2180	    30	 100.0	    36	..............................	TTCCGTTTGCCCTTGGGTGTCCTGTTTGGTAAGTCT            	
      2246	    30	 100.0	    35	..............................	AGCGTGACAACGGAGCGAATGCGAACCTTTCCGGT             	
      2311	    30	 100.0	    35	..............................	GTGACTACGCTTCGGGTTAAGTGTTGCAAAGAACT             	
      2376	    30	 100.0	    34	..............................	AAGAATAAATAATATCAGTAAAAGATACGTCAGG              	
      2440	    30	 100.0	    36	..............................	TTGGTCGAAGCAGCTCCATATCTCCCGGCTGGAAGG            	
      2506	    30	 100.0	    36	..............................	AATCATTTGCACGCTTTTTGGCAATTGCATACAATT            	
      2572	    30	 100.0	    37	..............................	AACAGAAAAACGGCTGCAAACGGCAAATAAAAGCGTT           	
      2639	    30	 100.0	    35	..............................	AAAGCGGACGAAGCAACCGCAACGGATGCCGCCAC             	
      2704	    30	 100.0	    36	..............................	GGTGTAAAGGGTCCGGAACTCCTCGGCACTTAATAC            	
      2770	    30	 100.0	    35	..............................	CTAGGTACAGCACAGAATGTCGTTTACCGAGTAAC             	
      2835	    30	 100.0	    35	..............................	CTAGAAAGAACTCTTTTATATCTATCTAAAGGTGT             	
      2900	    30	 100.0	    36	..............................	TGATGGTGACACGTACTTGTTTGACAATCCTGTAAA            	
      2966	    30	 100.0	    35	..............................	TAGCAAAAGCAGACTGCTGTACTGCTGCCGCATTA             	
      3031	    30	 100.0	    36	..............................	AGGTTTTCGTAATGCAATTTATTTCATGCTGTGGAA            	
      3097	    30	 100.0	    37	..............................	TTATCATTAACATAATTAATGTTTACTGAAACAACAT           	
      3164	    30	 100.0	    48	..............................	TGAGCAGCGAGACCACAGAGGCAGCCCTGGCAGCCGCCAAAGCTCCGA	
      3242	    30	 100.0	    37	..............................	AAGGCTGCGCTTGCTTCTTTGCGTTCTGCTTTTGATC           	
      3309	    30	 100.0	    34	..............................	TAACTACCATTGCCTGCTTGCTGCTGCAAACGCA              	
      3373	    30	 100.0	    36	..............................	AACAAGCTCTATCACAAGTTCCTCATCACAGACCGC            	
      3439	    30	 100.0	    35	..............................	GAAGCAGACGACCACTTCCGGCTGCACAGTCATTC             	
      3504	    30	 100.0	    34	..............................	TCTGCAAGGCTGCCGGAACTTTCTTTGTACTCAA              	
      3568	    30	 100.0	    35	..............................	GGCGCAAAGGTGCACGTAAATTTTTAGGGAATTTT             	
      3633	    30	 100.0	    35	..............................	GAAATTCTCCATTTCCTGATACCATCTATAATAGA             	
      3698	    30	 100.0	    38	..............................	CCAGGCATCAGGAACACGCCCACCGATGGCACACACCG          	
      3766	    30	 100.0	    34	..............................	AAGTTGATAAAAAGTGTAAGCAAAAGCAAAAGAT              	
      3830	    30	 100.0	    36	..............................	ATACACCAGGAAGAAAGGAAACGACACCGTAACCTA            	
      3896	    30	 100.0	    35	..............................	TTTGGTACGCCCAGCTGCAGGACACCACATACGCA             	
      3961	    30	 100.0	    35	..............................	CTACTTCACCAACAAGCGAAACCTCACCACGGTGC             	
      4026	    30	 100.0	    34	..............................	TTGTTCAAATCTCGCAAATTAGCAAGTGCGAGTT              	
      4090	    30	 100.0	    36	..............................	TAAGCTCTTTATCAGACATATCAGAAGTATCAACAG            	
      4156	    30	 100.0	    35	..............................	AGACTGTATAGGTTGCCACTGACGATACTGATAGA             	
      4221	    30	 100.0	    38	..............................	TCTTTACCCAAAACCATATTATTTACAACAACTTCAAA          	
      4289	    30	 100.0	    36	..............................	ATAGAAGCGGTAGTGTTATTATCAAAACTCAAGTCA            	
      4355	    30	 100.0	    35	..............................	TAGAATAGAAGATCCTTCGGCCAAAACTGACGAAA             	
      4420	    30	 100.0	    34	..............................	CAAGGCACTTCATAATGAGAAGGAAGCGCACTCA              	
      4484	    30	 100.0	    36	..............................	TTCATAAGATTAGCATTAATACCTGCGTCAGACATA            	
      4550	    30	 100.0	    36	..............................	CTAGAAGTAATGCGGTCAAGATGATAACATGACAAA            	
      4616	    30	 100.0	    34	..............................	GAGTATTTGTTTCCTTCGGTTGATAAAGCAGAAG              	
      4680	    30	 100.0	    37	..............................	AGAATTAGGTGAATCTATGACAGAAGCACTTGGCGGC           	
      4747	    30	 100.0	    36	..............................	TTTTGTTTTAAGGAGTAGGGGTTTCGTTCTATTTCC            	
      4813	    30	 100.0	    38	..............................	TCATCACGGACAACACTTGCAGGGGTCAACTCATAACC          	
      4881	    30	 100.0	    36	..............................	GGTTCTGAAGGAAGCAAACCTCAACTTTGGAGACAA            	
      4947	    30	 100.0	    34	..............................	ATGTGTAATAGGGAAACAATTCAAAAAACCATTT              	
      5011	    30	 100.0	    35	..............................	ATTGACAATATAATGGCAAGTGGGCTGCCGCATCA             	
      5076	    30	 100.0	    34	..............................	ATGCTCTAACCACGCTGCAAATTTAGCATTTTCT              	
      5140	    30	 100.0	    37	..............................	CCCATACAAATGTAACCAGGTCGCCCTCCTGGATGCC           	
      5207	    30	 100.0	    37	..............................	TGAGTATAGAAACTCAATGCCCGCCGTGGTGCCTGCA           	
      5274	    30	 100.0	    37	..............................	TACTCACTGTATGCCTCTCTCTGAGAGATCAGATCCT           	
      5341	    30	 100.0	    36	..............................	TCCTTCTTGCGTTGGTGAGCGTACACTTCTGCTTTG            	
      5407	    30	 100.0	    37	..............................	ATTCTTGGATGGGCGAGTGCTTCGTGACTATCAATTT           	
      5474	    30	 100.0	    35	..............................	AGATGGGAGAGAGTAACGTGTTACTCAGAGACATC             	
      5539	    30	 100.0	    35	..............................	AGCTATGATGATGAGACCGAAATCAAGAAAGAGAC             	
      5604	    30	 100.0	    36	..............................	AGGTGTAATCATCGGGGGAAGGTAAAGAAGGGTCGG            	
      5670	    30	 100.0	    34	..............................	ACAAGCGCAAAAAAGATGGTTAGTTTGCTTATAG              	
      5734	    30	 100.0	    37	..............................	GCGGTTCTTAAAACTGAACTTACCCGCACGTTCCATT           	
      5801	    30	 100.0	    34	..............................	TTGCCCACGTCTCCGGGCTGTCCTCCGCATCGTC              	
      5865	    30	 100.0	    35	..............................	CTATCAGCAGAAGAACTAACAGACTGCGAAGGAGG             	
      5930	    30	 100.0	    36	..............................	TACGCAACACACTTCAAAACAAGAACAATAATTTCT            	
      5996	    30	 100.0	    34	..............................	AAGCTGCCGAACTACGAACGATTCAATGGCTTAT              	
      6060	    30	 100.0	    34	..............................	TTGTAACCAAGCTTGATAGTCTCTCCAGGGTTAA              	
      6124	    30	 100.0	    34	..............................	GAAGGAGGCGAGCATCAAGGCTCAGTACAATGAT              	
      6188	    30	 100.0	    36	..............................	ATTCCAGGCGAGTACAACTATGAGATACCTATCGGC            	
      6254	    30	 100.0	    34	..............................	AGGGCTGGCATTATCCAGGCTATCACTGGGTAGT              	
      6318	    30	 100.0	    34	..............................	TAACAATGTTGTTGAAACAAATTGACTATCTAGA              	
      6382	    30	 100.0	    35	..............................	AGGCTTGACGATTGGCTATCCGGATGCCTTTCTTC             	
      6447	    30	 100.0	    35	..............................	GGCACACCCCGGCAGGGTGAGCGGGAGGGGATCGC             	
      6512	    30	 100.0	    36	..............................	AGAGTATTTATAGAGTTAAAAGAGAAAGGGAAGGCA            	
      6578	    30	 100.0	    35	..............................	AACAAAGACCTTGATCATAATCGCTCTTCAAACAC             	
      6643	    30	 100.0	     0	..............................	|                                               	
==========	======	======	======	==============================	================================================	==================
       100	    30	 100.0	    35	GTTCTAATCGTACCTTTATGGAATTGAAAT	                                                	       

# Left flank :   AGTGTTCTTTGACTTATTGAAACCTCCATAAATAGGCAGGTTGTCGTAAGGCCGCAGAAAAAATATCTTTAGGCATCGACATTTTTCTGAAGATTTTTTTGTATCTTTGCACCCGCAAACCCATAGATTCTTAGGGCATCTACGCCCAAGACTTAACGGG
# Right flank :  AAGAAGCAAAAGGCTAGTGTTTTTCTTTTACCTTTGCACCCAGGAATCAAGTTAGGATATTTGGTTAATGGGTGTTAAGGTGAACTATCTTTCTTTCAAGGTATGCCCTTTCTCATGTCATAG

# Questionable array : NO	 Score: 6.26
# 	Score Detail : 1:0, 2:0, 3:3, 4:1.00, 5:0, 6:0.25, 7:0.01, 8:1, 9:1,
# 	Score Legend : 1: cas, 2: likely_repeat, 3: motif_match, 4: overall_repeat_identity, 5: one_repeat_cluster, 6: exp_repeat_length, 7:exp_spacer_length, 8: spacer_identity, 9: log(total repeats) - log(total mutated repeats),
# Primary repeat :     GTTCTAATCGTACCTTTATGGAATTGAAAT
# Alternate repeat :   NA

# Directional analysis summary from each method:
# 	Motif ATTGAAA(N) match prediction:         F Score: 4.5/4.5
# 	A,T distribution in repeat prediction:     NA [Repeat is AT rich:70.00%AT]
# 	Reference repeat match prediction:         NA 
# 	Secondary Structural analysis prediction:  NA [-0.80,0.00] Score: 0/0.37
# 	Array degeneracy analysis prediction:      NA [0-0] Score: 0/0.41
# 	AT richness analysis in flanks prediction: R [51.7-63.3]%AT Score: 0.27/0.27
# 	Longer leader analysis prediction:         NA 
# 	----------------------------------------------------------------------------
# 	Final direction:         F [4.5,0.27   Confidence: HIGH] 

# Array family : NA
//


