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Lepeophtheirus salmonis

10 20 30 40 50 60 70 80 90 100 110 120 130

ggtatcatcaaaatatttcgcagatgatgtaagcttatatatcaaggaaaagtccaaatttg--tgcttt--atgttgaaagtgaact--cgagttGATTTTGGTTATAAGCCTAGATTTAGGGGCA-TTTT

tagctcttgattgagtggtgtcgagtatttgcacgtg-atgagaaggaaatgcggaggatgggatcccatcgatgtggggtgggggccgaaaggaAGGATGGAGCTGCAAGTCTAGACTTGGGGGCAGTCAT

TCTA T GOAAT CTAT MGAG A TOTCTAGTG G6C 66T GT AN CTAGHTT GooGCAT T

- TC-T-A----- T---G--GA--AT-T---C-T--AT---AAGGAAA-G---A---T-G--T-C--T--ATGT-G---G-G--C------ G--G--T---G-T--AAG-CTAGA-TT-GGGGCA-T--T
140 150 160 170 180 190 200 210 220 230 240 250 260

GTCCTTGGGAAGGTCTGAGAGAAGAGCCG - CATATACCCTAGCAGGGTACTTTCTTTGTTATAAGGAAGAGAAGGGAT CAGAAACAAGGTCAAAGTGAGTATG - -CATAACTGTTGATATAAG -TATTTTCA

GTCCTCGGGAAGGTCTGAGAGAAGAGCTGTTGTACGCCCTAGAAGGGCGTTTTCCTCATTACAGGAAAGGGGAGAGATCAGAAAAAAG -ACTCTGGGACTCTGTCCATGGCT TAAGAGAGAAGGTTTCTTCT

OTCCT COGAAGOTCTGAGAGAAGAGG G TA CCCTAG AGGG TTTC T TTA A G AAG G AG GATCAGMA MG C GGATTG CAT (T GAAMGTTT

GTCCT -GGGAAGGTCTGAGAGAAGAGC-G---TA--CCCTAG-AGGG---TTTC-T--TTA-A-G-AAG-G-AG-GATCAGAAA-AAG - --G-GA-T-TG--CAT--CT GA-A-AAG-T-T-TTC-
270 280 290 300 310 320 330 340 350 360 370 380 390
ACTTATTGAGGTTCTGTGCTTTTCTTTGAATGAAAACTCTTCTGGCTGGCAAATGTAGCAAGATGTCTAGGGTGATTTTTTAAAATCATAACTCAATTCAGACTATTCTGTGACCATAATCt - -ctgggatce
GGAGGCTGAGGGCCGGAG- - - TTCCTGGGATGAAAGCTCTCCTGGCTGGCGAAGGTAGCTTAATGTCTAGAATGAT - -AATCCTATCATAACTCAATTCAGACTACTCTGCAGCTCCTATCTTCT Teggt te

T6AG 066 TTC TG ATGAMA CTCT CTGGCTGE Ak GTAGC ATGTCTAG TGAT T ATCATAACTCAATTCAGACTA TCTG C ATCT TGRT

------ TGAGG--C-G-G---TTC-T-G-ATGAAA-CTCT-CTGGCTGGC-AA-GTAGC---ATGTCTAG- -TGAT----T---ATCATAACTCAATTCAGACTA-TCTG---C----ATCT---T-GG-TC
400 410 420 430
tcta-gtaaactttg-aagtctttggaagtgtttccgatgaaa- Infernal E-value Infernal score

tccatgtcatgtctgggaggctctgtccaaagatccaagattat

T GT TTG G .HIG T RPR1 7.8e-16 66.2

TC-A-GT-A--T-TG--AG-CT-TG-------- TCC-A----A- RPR2 6.1e-14 60.1

Eurytemora affinis

10 20 30 40 50 60 70 80 90 100 110 120 130
tatttcctttcctttgtcggaccaaattattcaaatgatgataaatctgaaagctaaaagcgtctgtgaacccgttagagga-agttagcgAGTAGATTCAGTAAACCTGGTCTAGGAGCGCAGATGACCTG
--aaaatgccttttttaagggcctaatgcttattatgatgacaactaatagagctataagcgtccgtgaacctatttgatgatataaagcgaGTTGTTCCGGTAAACCTGATCTAGGAGCGCTTATCACCT-

T (G CCAAT T ATGATGA AT A AGCTA ANGCGTC GTCAACC 7T GA GA A AGCGAGT G T C GTARACCTG TCTAGCAGCCC AT ACCT

777777777777 TTT---GG-CC-AAT--TT---ATGATGA-AA-T---A-AGCTA-AAGCGTC-GTGAACC--TT-GA-GA-A---AGCGAGT-G-T-C-GTAAACCTG-TCTAGGAGCGC--AT-ACCT-
140 150 160 170 180 190 200 210 220 230 240 250 260

CGCGCTTGCAAAGGTCGGAGTGCTCTTGGGAAGGTCTGAGAGAAGGGTCAACTTAACCCTCTAGCAGGGGGACGGAGTAACACTCCGTGGGGGGTTATAAGAAACCTGTATTACCGGGAACCGTA---TTTA

-GCGCGTGCGTAGGTCAGAGCGCTCTTGGGAAGGTCTGAGAGAAGGGTCAACTTAACCCTCTAGCAGGGGGACGGATTAACACTCCGTGAGGGGTTATAAGAAACATGTTTATTCCCGGCCGCCGTATTTAA

CCGC TGC AGGTC GAG GCTCTTCGGAAGETCTCAGAGAACCGTCAACTTAACCCTCTAGCACCGGCACCGA TAACACTCCGTG GEGTTATMGANC TCT T (€ Il

~GCGC-TGC--AGGTC-GAG-GCTCTTGGGAAGGTCTGAGAGAAGGGTCAACTTAACCCTCTAGCAGGGGGACGGA-TAACACTCCGTG-GGGGTTATAAGAAAC-TGT-T---C--G--C------- TT-A
270 280 290 300 310 320 330 340 350 360 370 380 390

TTATGGCCTGAGACGCCCGTTCTGGGTCGAGGTTACGGTTCTCCGGCTGGAATATCCCCTGGCCGGCAAATGAAGCACAATCACCGGGACGGTTTGTGCCGTAACTCAATTCAGACTAATCTACCGGATCTA

TAATGGCCGAAGACATCCTTTATAGGGTCGAGGTTAGGGTGGCCGGCTGGAATATCCCTTGGCCGGCAAATGTAGCACAATCATCAGGACGTT--TTAACGTAACTCAATTCAGACTAATCTACTGGAACCA

TATGEC AGAC CCTTTGG 6T GG T CCGGCTOAATATCCE TGGCCGGCAAATG AGCACATCA CGEACG T T CCTAACTCAATTCAGACTAATCTAC (G

T~-ATGECC~~AGAC-~CC~-TT~T~Gli- -~~~ G-T--GG-T--CCGGCTGGAATATCCC-TGGCCGGCAAATG-AGCACAATCA-C-GGACG-T---T--CGTAACTCAATTCAGACTAATCTAC-GGA-C-A
400 410 420 430 440

CCgcttagcaattcctttaacggatagtaatggaaccgcttcctgtgctaag

ccgctttataatccattaattagatagtaacggaattgcttcgtttcctaa- Infernal E-value  Infernal score

(T MTCTTA  ATAGTAA (WA GTTCTT (T RPRI  1.3e-11 514

CCGCTT---AAT-C-TT-A---GATAGTAA-GGAA--GCTTC-T-T-CTAA- RPR2 2.6e-10 47.2




