>Lpol_ey1 XP_022246899
MPHKDFDPCRPGPLLQSSVSDPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVNKIAQYKRECPSIFAWEIRDRLLSDG
ICNNDNVPSVSSINRVLRNLAAQKEQQVHAQAQDAVYDKLRILNGQGWPRPNPWYPGSATFG
GITSACVPPPVTAPSLPTENGQIQKKEGDSGTESSSRSDPGGSGDEDNAARLRLKRKLQRNRT
SFTPEQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQAVSVQVWFSNRRAKWRREEKLRNQ
RRAAEQAAAAAANTAPARLPLNAGFPNALYPSIGQPMASMTDTYSSIPPMSTYSMSNNMGPSS
CLQQQAPSYSCMLPPGSARSYDPLSLGSYSRPSCPTAQPYVMQPVNGQFHTVNNASAGSTG
LISPGLSVPVQVPAQTGELNMSSAYWPRIQ

>Crot_Ey1 IMCBchromosome?2
MPHKDFDPCRPGPLRQSSVSDPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVNKIAQYKRECPSIFAWEIRDRLLSEGI
CNNDNVPSVSSINRVLRNLAAQKEQQVHAQAQDAVYDKLRILNGQGWPRPNPWYPGSATFG
GITPACVPPPVTAPSLPTENGQIQKKEGDSGTESSSRSDPGGSSDEDNAARLRLKRKLQRNRT
SFTPEQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQAVSVQVWFSNRRAKWRREEKLRNQ
RRAAEQAAVAAVNTTPARLPLNAGFPNALYPSIGQPMASMTDTYSSIPPMSTYSMSNNMGPSS
CLQQQAPSYSCMLPPGSARSYDPLSLGSYSRPSCPTAQPYVMQPVNGQFHTVNNGSAGSTG
LISPGLSVPVQVPAQTGELNMSSAYWPRIQ

>Tgig_Ey1_IMCBchromosome1
MPHKDFDPCRPGPLRQSSVSDPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVNKIAQYKRECPSIFAWEIRDRLLSEGI
CNNDNVPSVSSINRVLRNLAAQKEQQVHAQAQDAVYDKLRILNGQGWPRPNPWYPGSATFG
GITPACVPPPVTAPSLPTENGQIQKKEGDSGTESSSRSDPGGSSDEDNAARLRLKRKLQRNRT
SFTPEQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQAVSVQVWFSNRRAKWRREEKLRNQ
RRAAEQAAVAAVNTTPARLPLNAGFPNALYPSIGQPMASMTDTYSSIPPMSTYSMSNNMGPSS
CLQQQAPSYSCMLPPGSARSYDPLSLGSYSRPSCPTAQPYVMQPVNGQFHTVNNGSAGSTG
LISPGLSVPVQVPAQTGELNMSSAYWPRIQ

>Ttri_Ey1_BBG1scaffold1573
MPHKDFDPCRPGPLRQSSVSDPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVNKIAQYKRECPSIFAWEIRDRLLSEGI
CNNDNVPSVSSINRVLRNLAAQKEQQVHAQAQDAVYDKLRILNGQGWPRPNPWYPGSATFG
GITPACVPPPVTAPSLPTENGQIQKKEGDSGTESSSRSDPGGSSDEDNAARLRLKRKLQRNRT
SFTPEQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQAVSVQVWFSNRRAKWRREEKLRNQ
RRAAEQAAVAAVNTTPARLPLNAGFPNALYPSIGQPMASMTDTYSSIPPMSTYSMSNNMGPSS
CLQQQAPSYSCMLPPGSARSYDPLSLGSYSRPSCPTAQPYVMQPVNGQFHTVNNGSAGSTG
LISPGLSVPVQVPAQTGELNMSSAYWPRIQ

>Lpol_ey2 XP_022239031

MPHKDFDPCRPGPLRQSSITDPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPSVVAKIAHYKRECPSIFAWEIRDRLLSDG
VCNNDNVPSVSSINRVLRNLAAKKEQQAQDTVYDKLRLLNGQAWPRPNPWYPGSATFGGITP



ACIPPPITASGHHSDNGQVQKKEGDSGNDSSSRSDPGGSGDEDNEARLRLKRKLQRNRTSFT
PEQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQALSVQVWFSNRRAKWRREEKLRNQRR
VAEQAAVAAAAANSTPARLSLNSGFPNALYPGIGQPMASMTDSYSSIPPMSTYSMSNNMAPSS
CLQQQTPSYSCMLPSGSARNYDPLSLGSYGRPSCPTAQPYVMQPINGQFATVNNGSAGSTGL
ISPGLSVPVQVPSQPGELNMSTAYWPRIQ

>Crot_Ey2_IMCBchromosome11
MPHKDFDPCRPGPLCQSSITDPGHSGINQLGGIYVYNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVAKIAHYKRECPSIFAWEIRDRLLSDG
VCSNDNVPSVSSINRVLRNLAAKKEQQAQDTVYDKLRLLNGQGWPRPNPWYPGSATFGGITP
ACIPPPITVSGLPSDSGQVQKKEGGSVHDSSSRSDPGVSGDEENEARLRLKRKLQRNRTSFTP
EQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQALSVQVWFSNRRAKWRREEKLRNQRRY
AEQAAVAAAAANSAPTRLSLNSGFPNSLYPGIGQPMASMTDSYNSIPPMSTYSMSNNMAPSS
CLQQQTPSYSCMLPSGNARNYDALSLGTYSRPSCPTAQPYVMQPVNSQFATVSSGSAGSTGL
ISPGLSVPVQVPSQPGELNMSTAYWPRIQ

>Tgig_Ey2 IMCBchromosome4
MPHKDFDPCRPDPLRQSSIADPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVAKIAHYKRECPSIFAWEIRDRLLSDG
VCSNDNVPSVSSINRVLRNLAAKKEQQTQDTVYDKLRLLNGQGWPRPNPWYPGSATFGGITP
ACIPPPITVSGLPSDSGQVQKKEGDSVHDSSSRSDPGGSGDEENEARLRLKRKLQRNRTSFTP
EQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQALSVQVWFSNRRAKWRREEKLRNQRRYV
AEQAAVAAAAANSAPTRLSLNSGFPNSLYPGIGQPMASMTDSYNSIPPMSTYSMSNNIAPSSC
LQQQTPSYSCMLPSGSARNYDALSLGTYSRPSCPTAQPYVMQPVNSQFATVNNGSAGSTGLI
SPGLSVPVQVPSQPSELNMSTAYWPRIQ

>Ttri_Ey2_BBG1scaffold3997
MPHKDFDPCRPGPLRQSSIADPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRI
LQVSNGCVSKILGRYYETGSIRPRAIGGSKPRVATPPVVAKIAHYKRECPSIFAWEIRDRLLSDG
VCSNDNVPSVSSINRVLRNLAAKKEQQAQDTVYDKLRLLNGQGWPRPNPWYPGSATFGGITP
TCIPPPITVSGLPSDSGQVQKKEGGSVHDSSSRSDPGGSGDEENEARLRLKRKLQRNRTSFTP
EQIEALEKEFERTHYPDVFARERLAAKIDLPEARIQALSVQVWFSNRRAKWRREEKLRNQRRVY
AEQAAVAAAAANSAPTRLSLNSGFPNSLYPGIGQPMASMTDSYNSIPPMSTYSMSNNMAPSS
CLQQQTPSYSCMLPSGSARNYDALSLGTYSRPSCPTAQPYVMQPVNSQFATVNNGSAGSTG
LISPGLSVPLQVPSQPGELNMSTAYWPRIQ

>Lpol_ey3 XP_ 013784383 022252542
MLLFPPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIRPRAIGGSKPRVATPDVVSNIAQYKRECPSIFAWEIRDRLLSDGICTNDNVPSVSSINRVL
RNLAAQKEQHVHAQDAVYDKLRMLNGQGWPRPNPWYPASATFGGITPACVPPPVTVPGLST
ENGPIQKKEGDSGTESSSRSDPGGSGDDEENAARLRLKRKLQRNRTSFTPEQIEALEKEFERT
HYPDVFARERLASKIDLPEARIQVWFSNRRAKWRREEKLRNQRRAAEQAAAAAAAVNTTPGRL
PLNSGFPNSLYPGIGQPMASMGDSYSSIPPMSTYSMPNNMAPNSCLQQQASSYSCMLPPGSA



RSYDHLSLSSYSRPSCPTAQPYVMQPVNGQFSTVNNGGAGSTGLISPGLSVPVQVPGQPGDL
NMSSAYWPRIQ

>Crot_Ey3_IMCBchromosome7
MLLFPPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIRPRAIGGSKPRVATPDVVSNIAQYKRECPSIFAWEIRDRLLSDGICTNDNVPSVSSINRVL
RNLAAQKEQHVQAQAQDAVYDKLRMLNGQGWPRPNPWYPASATFGGLTPACVPPPVTVPGL
STENGPIQKKEGDSGTESSSRSDPGGSGDDEENAARLRLKRKLQRNRTSFTPEQIEALEKEFE
RTHYPDVFARERLASKIDLPEARIQVWFSNRRAKWRREEKLRNQRRAAEQAAAAVNNTPGRL
PLNSGFPNSLYPGIGQPMASMGDSYSSIPPMSTYSMPNNMAPTSCLQQQASSYSCMLPPGSA
RSYDHLSLTSYSRPSCPPAQPYVMQPVNGQFSAVNNGGTGSTGLISPGLSVPVQVPGQPADL
NMSSAYWPRIQ

>Tgig_Ey3 IMCBchromosome4
MLLFPPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIRPRAIGGSKPRVATPDVVSNIAQYKRECPSIFAWEIRDRLLSDGICTNDNVPSVSSINRVL
RNLAAQKEQHVQAQAQDAVYDKLRMLNGQGWPRPNPWYPASATFGGLTPACVPPPVTVPGL
STENGPIQKKEGDSGTESSSRSDPGGSGDDEENAARLRLKRKLQRNRTSFTPEQIEALEKEFE
RTHYPDVFARERLASKIDLPEARIQVWFSNRRAKWRREEKLRNQRRAAEQAAAAVNNTPGRL
PLNSGFPNSLYPGIGQPMASMGDSYSSIPPMSTYSMPNNMAPTSCLQQQASSYSCMLPPGST
RSYDHLSLTSYSRPSCPTAQPYVMQPVNGQFSTVNNGGTGSTGLISPGLSVPVQVPGQPADL
NMSSAYWPRIQ

>Ttri_Ey3_BBG1scaffold2275
MLLFPPGHSGINQLGGIYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIRPRAIGGSKPRVATPDVVSNIAQYKRECPSIFAWEIRDRLLSDGICTNDNVPSVSSINRVL
RNLAAQKEQHVQAQAQDAVYDKLRMLNGQGWPRPNPWYPASATFGGLTPACVPPPVTVPGL
STENGPIQKKEGDSGTESSSRSDPGGSGDDEENAARLRLKRKLQRNRTSFTPEQIEALEKEFE
RTHYPDVFARERLASKIDLPEARIQVWFSNRRAKWRREEKLRNQRRAAEQAAAAVNNTPGRL
PLNSGFPNSLYPGIGQPMASMGDSYSSIPPMSTYSMPNNMAPTSCLQQQASSYSCMLPPGSA
RSYDHLSLTSYSRPSCPTAQPYVMQPVNGQFSTVNNGGTGSTGLISPGLSVPVQVPGQPADL
NMTSAYWPRIQ



>Lpol_toy1 XP_ 013792934
MPHKGHSGVNQLGGVYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATSAVVNKIADYKRECPSVFAWEIRDRLLADGVCNSENIPSVSSINRVL
RNLTSQKDQQEPSPHHVPMTGPESVYDKLRLLNGSQPWPWYPTGPTHHFHGIPPTSSPVALG
QNAGLVGPVHGGNGHPSLAACESHRQDHPSVKKDSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKITLPEARIQVWFSNRRAKWRREEKL
RNQRRVVEQPTGTTVLAPPNGRLPINGTFYNSMYPSLGQPMGGMGDSYSMPPSSSMTSNHC
LQQRDPTSYTYMFHDPLSLGSYSRSSCTPSQSINGHPSYSVNGGNAHGAGVISPGVTVPLQVP
SQGPDLSMATNYWHRIQ

>Crot_Toy1_Sc28yqQ4222
MPHKGHSGVNQLGGVYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYETGSIKPR
TIGGSKPRVATSTVVNKIADYKRECPSVFAWEIRDRLLADGVCNSENVPSVSSINRVLRNLTSQKDQQET
SPHHVPMTGPESVYDKLRLLNGSQPWPWYPTGPSHHFHGIPPTSSSVALGQNAGLMGPGHGGNSHLG
LSACESHRQDHPSVKKDSIDATSDGNSENNSSADEDSQLRMRLKRKLQRNRTSFTNEQIEALEK
EFERTHYPDVFARERLAEKVTLPEARIQVWFSNRRAKWRREEKLRNQRRAVEQPTGTTVLAP
PNGRLPINGTFYNSMYPSLGQPMAGMGDSYSVPPPSSIAPNHCVQQRDPTSYTYMFHDLGSY
SRSSCTPSQSINGHPSYSVNGGSAHGAGVISPGVTVPLQVPSQGPDLSMATNYWHRIQ

>Tgig_Toy1_IMCBchromosome6
MPHKGHSGVNQLGGVYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATSTVVNKIADYKRECPSVFAWEIRDRLLADGVCNSENVPSVSSINRVL
RNLTSQKDQQETSPHHVPMTGPESVYDKLRLLNGSQPWPWYPTGPSHHFHGIPPTSSPVALG
QNAGLMGPGHGGNSHLGLAACESHRQDHPSVKKDSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKVTLPEARIQVWFSNRRAKWRREEK
LRNQRRVVEQPTGTTVLAPPNGRLPINGTFYNSMYPSLGQPMAGMGDSYSVPPSSIAPNHCV
QQRDPTSYTYMFHDLGSYSRSSCTPSQSINGHPSYSVNGGSTHGAGVISPGVTVPLQVPSQG
PDLSMATNYWHRIQ

>Ttri_Toy1_BBG1scaffold1101
MPHKGHSGVNQLGGVYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATSTVVNKIADYKRECPSVFAWEIRDRLLADGVCNSENVPSVSSINRVL
RNLTSQKDQQETSPHHVPMTGPESVYDKLRLLNGSQPWPWYPTGPSHHFHGIPPTSSPVALG
QNAGLMGPGHGGNSHLGLAACESHRQDHPRVKKDSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKVTLPEARIQVWFSNRRAKWRREEK
LRNQRRVVEQPTGTTVLAPPNGRLPINGTFYNSMYPSLGQPMAGMGDSYSVPPPSSIAPNHC
VQQRDPTSYTYMFHDLGSYSRSSCTPSQSINGHPSYSVNGGSTHGAGVISPGVTVPLQVPSQ
GPDLSMATNYWHRIQ

>Lpol_toy2 XP_022240121
MPHKSHSGVNQLGGMYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATAAVVNRIADYKRECPSIFAWEMRDRLLADGVCNSENIPSVSSINRVL



RNLSAQKDHHQSSPQVPMTGPESVYDKLRMLNGAQPWPWYPTGTSHHFHGVPPPSSPVTLG
PNTGLGGSVPIVNGHSSLGSCDSHRHDHMSVTKKDSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKISLPEARIQVWFSNRRAKWRREEKL
RNQRRVIEQPACTSMLSPPNGRLPINGSFYNSMYPSLAQPLGGMGDSYSVPPASSVASNHCL
QQRDPSSYTYMFHDQLTLGSYSRPSCTPSQPINGHASYSVSASSPHGAGVISPGVTVPLQVPS
QGPDLSMATNYWHRIQ

>Crot_Toy2_IMCBchromosome1
MPHKGHSGVNQLGGMYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATAAVVNRIADYKRECPSIFAWEMRDRLLVEGVCNSENIPSVSSINRVL
RNLSSQKDLHRTSPQVSMAGPETVYDKLRMLNGTQPWPWYPTGTSHHFHGVPPPSSPVTLG
PNTGLGGSVPIGNGHSSIGSCETNRHDHVNVTKKGSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKISLPEARIQVWFSNRRAKWRREEKL
RNQRRVIEQPACTSMLSPPNGRLPINGSFYNSLYPALAQPMGGMGDSYSVPPASSMASNHCL
QQRDPSPYTYMFHDPLTLGSYSRPSCTPSQPINGHPSYSVSTSSPHGAGVISPGVTVPLQVPS
QGPDLTMAPNYWHRIQ

>Tgig_Toy2_ IMCBchromosome2
MPHKGHSGVNQLGGMYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATAAVVNRIADYKRECPSIFAWEMRDRLLVEGVCNSENIPSVSSINRVL
RNLSSQKDPHRTSPQVSVGGPESVYDKLRMLNGAQPWPWYPTGTSHHFHGVPPPSSPVTLG
PNTGLGGSVPIGNGHSSLGVCESNRHDHMNVTKKGSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKISLPEARIQVWFSNRRAKWRREEKL
RNQRRVIEQPTCTSMLSPPNGRLPINGSFYNSMYPALAQPMGGMGDSYSVPPVSSMASNHCL
QQRDPSSYTYMFHDPLTLGSYSRPSCTPSQPINGHPSYSVSTSSPHGAGVISPGVTVPLQVPS
QGPDLTMATNYWHRIQ

>Ttri_Toy2_ BBG1scaffold627665
MPHKGHSGVNQLGGMYVNGRPLPDSTRQKIVELAHSGARPCDISRILQVSNGCVSKILGRYYE
TGSIKPRTIGGSKPRVATAAVVNRIADYKRECPSIFAWEMRDRLLVEGVCNSENIPSVSSINRVL
RNLSSQKDPHRTSPQVSMAGPETVYDKLRMLNGAQPWPWYPTATSHHFHGVPPPSSPVTLG
PNTGLGVSVPIGNGHSSLGSCESNRHDHMHVTKKGSIDATSDGNSENNSSADEDSQLRMRLK
RKLQRNRTSFTNEQIEALEKEFERTHYPDVFARERLAEKISLPEARIQVWFSNRRAKWRREEKL
RNQRRVIEQPACTSMLSPPNGRLPINGSFYNSMYPALAQPMGGMGDSYSVPPVSSMASNHCL
QQRDPSSYTYMFHDPITLGSYSRPSCTPSQPINGHPSYSVSTSSPHGAGVISPGVTVPLQVPS
QGPDLSMTTNYWHRIQ



