
Supplementary Material: Overview of putative CRISPR sequences  

 

Direct repeats are in shown in yellow and spacers are marked in grey. Blast hits to similar sequences 

in the Direct Repeats and Spacer databases [1,2] are shown below each sequence (e-value cut-off 0.01). 

 

>5-SewaE-CRISPR_1 

TCCGTAGCCTTCTAAGTGAAGCCGCAAGTAATCTCGGAGAGAAATCAAACTTCTCAGAAATC

ATTGCAAAGTATCTTAACCTTAAGGTACAAGAACAACCACAAGCAGGTGGGCAAGAAGGCG

GTGGAGAAGGTGGAATGCCAGACTTGCCTTCTCTATTGGGTGGACAAGCAGGTGGGCAGGAA

GGCGATCAAGAAACCGGTGGACAGGAAGCACAACAAACAAGTGATGAATCTCAGAAATTCC

TCGAACAGGCTTTGGCTCCGGGACTAGGTGAAACCGTCCCGGA 

 

No hit to direct repeat database and spacer database.  

 

>5-SewaE-CRISPR_2 

GATTGTTCTTTGAAAAGTTATTGATAAATGTTCATCTCATCATGGGTTCGCGGAAACGTGAAA

ATAAACCCGTGATTATCAAGGCCTTAAGTGGCCTACCGTTGCGCCCCGCAGGGGCGCATGAA

TTGAAACCTGTTTTGGGCGATGCTTGGGGCATTCAACCGGAGTTGCGCCCCGCAGGGGCGCAT

GAATTGAAACACAAACGCGCCGTATGTCGCATCTGCTTTCCACGTTGCGCCCCGCAGGGGCGC

ATGAATTGAAACACAGGCAATACAGACAAGCCGGTGAAGCACAAGAAGTTGCGCCCCGCAG

GGGCGCATGAATTGAAACGAAAAACGCCGGATATACATCTCTAAAAAGACAGTTGCGCCCCG

CAGGGGCGCATGAATTGAAACAGGTTCTCCGGGGTTGGGAACGTCAGATGTGCGAGTTGCGC

CCCGCAGGAGCGCATGAATTGAAACTGTGTTACAAATTCCCAAATCCCTTTAAGATCCTGTTG

CGCCCCGCAGGGGGCGCATGAATTGAAACAGGCAAGCGCAATTCAATTGGCAGAAGCCTACT

TGAAGGCAAAATGGAAATGGAAGGATTAAGATGAACAATGTTCAAATTTTGTGAACACCACC

TGTTC 

 

Direct repeats 1 - 6: 

CAS-Type I-C with 93% identity to CRISPR locus CP015249_6 

Direct repeat 7: 

CAS-Type I-C with 93% identity to CRISPR locus CP015249_4 

 

No hit for spacers. 

 

 

>6-SewaF-CRISPR_1 

GAACATCTTATCACAGTGGACACATTCACCGCCACCAACCCGGTGGCCCCTCGCAAAGCCAG

GACGACACTTCTGATTTACAATCAGTTACAGAGATACTCTAGCAGTACCCAAGTAAATTTCAA

GGTAATGCGAGCAAACGGATGCTGGCCTATTCCAGCGTCGAGCACATGCTAGCAGTACCCAA

GTAAATTTCAAGGTAATGCGAGTCCCTGGATTATTGCGAGCCGTCGATGCCCCAGAAACTAGC

AGTACCCAAGTAAATTTCAAGGTAATGCGAGGTATAAATGGGAGACGGATAAAATTATCGAA

AAGGTGCTAGCAGTGCCCAAGTAAATTTCAAGGTAATGCGAGAAGATGTCTCTCGCAGGTTTT

ATAAGAAACGGGACACTAGCAGTACCCAAGTAAATTTCAAGGTAATGCGGGCAGCACCTGG

CTGAGCACCGTGCGACTGGGAAGAACTATTTATTACTATGAATAAATTTCAAAATGCAATAGA

TATAATTAAACAATTAACCATTAAACA 

 

No hit to direct repeat database and spacer database.  



 

 

 

>6-SewaF-CRISPR_2 

CCGGTGGCGGCATCTTTTAAAGTTACGTAGGAAGGTTCCGGTGGTGTACCTAGCCGGTTAACT

TTTCCATAATAATGTGCTAATTTTTTCATCTTTCTCATACACTTCACTTTTTAGTTCGTTTGGGCG

TTGCAAGATGCAGTTTTTAACACCACACGAGTACGTCCTGTTGGACTCACATCACCTTTTAGTT

CGTTTGGGCGTTGCGAGCAGCGTATGTTAGTCATGGCGGCACGCCATATAGCGGCTCACATCA

CCTTTTAGTTCGTTTGGGCGTTGCGAGGGGTTGTAACTGATACACCACCATTGGCAATGCTGTC

ACTCACATCACCTTTTAGTTCGTTTGGGCGTTGCGAGAGCTTCTCTGTAACGTCCTGTATTGCA

ATGCCGTCGTCCTGTCTTTGCGAGGGGCCACCGGATTGGTGGCGGTGAATGTGTCCACTGTGA

TAAGATGTTT 

 

No hit to direct repeat database and spacer database.  

 

>6-SewaF-CRISPR_3 

CATGATAAAGAAGAATTTGAAGATTATCCGGTAGATGCAATGTAAGAGTTGAAATATTAAAA

TGGGAGTTGACATTTGTGAAAAGTCTGATATAATGAGAGGCGAAAATTGAAATGCCAAAGAA

AAATTGAAAAAAAAAAATCGAAAAAGAGTTGACATTGATTAAAAGTCTGGTATAATGGTTGG

CGAAAATTGAAATACCAAAGAAAATTGGTAAAAAACAAAAATTGAACACTATTTATCTGGTA

GTATGAGAAATCGATTACAAAAACGGAATAGAGCCGAGGGCGATTGGACGCTCAATAGTAA

G 

 

No hit to direct repeat database and spacer database.  
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