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The coracle protein sequence, also known as protein 4.1 homolog (UniProt: Q9V8R9 (EPB41_DROME)
Drosophila melanogaster), were used as a reference to search via tblastn for potential homologs in a
transcriptome of O. fasciatus using the transcriptome shotgun assembly (TSA) method. The coracle
protein sequences of different insects were aligned with the coracle protein sequences of D.
melanogaster (Diptera, Drosophilidae, UniProt accession numbers: Q9V8R9, AOAOB4LFX4,
AOAOB4LG23) to search for conserved regions. The species included Pararge aegeria (Lepidoptera,
Nymphalidae, UniProt accession numbers: S4NVH6, S4P6G9, SA4PZT5), Operophtera brumata
(Lepidoptera, Geometridae, UniProt accession numbers: AOAOL7KHNO, AOAOL7L3N5), Danaus
plexippus plexippus (Lepidoptera, Nymphalidae, UniProt accession number: AOA212EJP2), Corethrella
appendiculata (Diptera, Corethrellidae, UniProt accession number: W4VRQ9), Cotesia congregata
(Hymenoptera, Braconidae, UniProt accession number: B1GS95), Rhodnius prolixus (Hemiptera,
Reduviidae, UniProt accession number: G1IKONO) and Oncopeltus fasciatus (Hemiptera, Lygaeidae,
NCBI TSA sequence ID: GCXY01047324.1). The multiple sequence alignment was performed with the
online tool Clustal Omega provided by EMBL-EBI

Here are the results. The antibody epitope is highlighted in blue.
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tr|ARA@GB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_OSDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKoNe_RHOPR
tr|ABAOL7KHNO | AGAOL7KHN@_9NEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|AA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQS_9DIPT
tr|S4NVH6 | SANVHE_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_SNEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_OSDIPT

----- RLIEEES---------------KNSLPPEVVVEE - - - EHKKVQVDVVKD- - - -V -
DYVQSALLKEQA----------=---- KNLIDPTLALLDSERAHHEAPVAAAVAVPLTAA
DYVQSAALKETAKSP----------- RSNLIDPTLALLDSERAHHETPVAIAP- - - - - VA
Sk 3k sk sk 3k 3k >k ok ok ok ok
---------------- NKKEK = = = = = = = = = = = o o o e e
---------------- NKKEKNP - = = = = = == = = m oo e e e N
---------------- NKKEK = = = = = = = = = == o m e e e
KKATDDTTKHRKSGGFG - = = = = = = = = = = = = == = o= o oo m e oo

KPAENEIQVVIITGRYNPKSKKLDDANGTVLVTKGTINRANGKIQTDKEQINTKSGQVIF
KKSDNEIQVVIITGRYNPKTKKLDDANGTILVTKGRLDKSTSKIQTEKELINTKSGQINY

------- DADKEAK - -~ - === -=----L----REKKQ-- - - - - - - - - -KEKEEKERKER -
ELYLDLMDADKEAK - - - -~ - ==----- L----REKKQ----------- KEKEEKERKER-
------- DADKEAK - -~ - ---------L----REKKQ----- - - - - - -KEKEEKERKER -
------ KDANKRHTMSHPPDHIP- - -DLDSPTRGSRSP- - - - - - - - - - IKKDKKERKPVG

TDPVTGKQETKNGHLDSKSGHILFTSGVIDPKTGKIDPTLAQQYCFVEKSKDKVGAKPGR
TDPTTGKEDVKQGHVDSKTGHILFTSGVFDPKTGKLDPTLAQQYCFVEKLEDKVGNKPGR
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97
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326
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412
409
343

385
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433
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426
81
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446
775

433
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433
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440



tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_RHOPR
tr | AGAOL7KHNO | AGAOL7KHNO_SNEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGA@GBALFX4 | AGAOBALFX4_DROME
tr|A0AGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_OSDIPT

tr | S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_SNEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|ABA@L7KHN® | AGAOL7KHN@_SNEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|ABGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|ARAOBALG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,
tr|W4VRQ9 | WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1K@N@_ RHOPR

tr | AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAOL7L3N5 | AGAOL7L3N5_ONEOP
tr|A@A212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4_DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

EVDLVVITGKYDGKHKRLDVSHGHVDVSRAVVGSEGTVSSNYGVIDPRSGKIDYIDPKTG
EVDLVVITGKYDGKHKKLDASHGHVEVSKAIVAPDGTVHSNYGLIDPQKGKIDLIDVKTG

KLEPKQAYVDLKTGNILVTTGVTDPKSGKVDSSLGQQFSIVEKDATKA-NREVRLVIVTS
KQDPKQAYVDQKTGNLLVTTGVHDPKSGKVDSSLGQQFSIVEKDATKA-NREVRLVVVTS
*

--------------------------------------------------- EKRELEEKK
--------------------------------------------------- EKRELEEKK
--------------------------------------------------- EKRELEEKK

KYDLKNKKLDPTFAHVDSVKGVLSGTDGKIYTEYGVIDPRTGEIQITDSATGKQEVKHAT
KYDLKNKKLEPSFAHIDSIKGVLSGTDGKIYTEYGVIDPRTGDILVTDSKTGKQEIKRAT

KAEKAAKAALAAGA - = - - = = = = = === === mm o mmmmm e AAGAAVNG
KAEKAAKAALAAGA - - - - = = = == === === mm o mm e mm e AAGAAVNG
KAEKAAKAALAAGA - = = - = = = = = === === mm o mm o mom e AAGAAVNG
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tr|W4VRQY |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_ RHOPR
tr | AGAOL7KHNO | AGAOL7KHNO_9ONEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4 DROME
tr|A0AGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9DIPT

tr | S4NVH6 | SANVH6_SNEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|A@A212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAOBALFX4 | AGAOBALFX4_ DROME
tr|ARA@OB4ALG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9SDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | GLKeN®_RHOPR
tr|ABAOL7KHNO | AGAOL7KHN® ONEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|A@A212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AOAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,

VDPKTGNILLLSGVIDPRTNKLDSSLGQQYSIVDKPTDTFGALPGKEVQVVAITGKYDSK
VDPKTGNILLLSGVIDPRTGQLDTTLGQQYSIVDKPTVNFASLPGREVQVVAITGKYDAK

NDELNDSNK - - = = = = = = = = = = = == = oo o oo e SDKSSGRR
NDELNDSNK - - = = = = = = = = = = = === m e oo e SDKSSGRR
NDELNDSNK - - = = = = = = = = = = = = = = o m e e e SDKSSGRR
NDTLNSSTE = === === === = = mm o mmmmm e m e e SKSPPGKR

NKKLDNPNGFVETSQGIISDKDGKVHTNFGVLDPNTGKIHYTDPKTGKRDSKQANIDPKT
NKKLDNPNGFVETSQAIVSDKDSKVHTNFGILDPNSGKIYYTDPKTGKRDSKQALLDPKN

GVGIFSSGRKSKSGSPS--------- KDGKD-KSGKDKDKEVGRLGLV-VTSGLGDNQQD
GVGIFSSGRKSKSGSPS--------- KDGKD-KSGKDKDKEVGRLGLV-VTSGLGDNQQD
GVGIFSSGRKSKSGSPS--------- KDGKD-KSGKDKDKEVGRLGLV-VTSGLGDNQQD
RGFLFSSGRKSPKEKAE--=------- KVEKLAKAGSKGDS - - -PTKDT -VAAAAGDKQKQ

GSFILTSGVIDPKTGKADSSLAQQLAVVDKDAPKGIP---ER-LANLVIVTAKYDPKSKK
GSLLLTTGVIDPKTGKTDSSLAQQLTVVDKDAPQGIR---ER-QVNLVIVTSKYDLKNKK
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GCXY01047324.2,
tr|W4VRQ9 |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1K@Ne_ RHOPR
tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAGBALFX4 DROME
tr|A0AGB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_OSDIPT
tr|S4NVH6 | S4ANVHE_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KONO | G1KeNe_ RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_ONEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAGBALFX4 DROME
tr|ARA@GB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_OSDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|ABAGL7KHNO | AGAOL7KHN@_9NEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23_DROME

LDVTNAHVDSVPGKYDDDD - KVHSAFGIVDPSTGEIIVTDPISGKQEVKKSSIDPKTGNL
LDLTNPHINTVT - = = = = = = = o o o o o e oo oo
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980
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540



GCXY01047324.1,
GCXY01047324.2,
tr|W4VRQ9 | WAVRQS_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1K@Ne_ RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAOL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4_DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQY |WAVRQO_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_ RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_SNEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGA@GBALFX4 | AGAOBALFX4_DROME
tr|AAGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQS_OSDIPT

tr | S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_SNEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKeNe_RHOPR
tr|AGAOL7KHNO | AGAOL7KHN@_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr | AGAGBALFX4 | AGAGBALFX4 DROME

-------------------------------------------------- NRGSTTPGVT
-------------------------------------------------- NRGSTTPGVT
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562



tr|ARA®GB4LG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |W4AVRQY |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | GLKeN®_RHOPR
tr|ARAOL7KHNO | AGAOL7KHN® SNEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|A@A212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQ9_9DIPT

tr| S4NVH6 | SANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAGBALFX4 DROME
tr|AAGB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_OSDIPT

tr | S4NVH6 | SANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|ABGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

RQYEYAVDNDGNTSPTRKSY -~ = === === = oo m o e o e e oo TPGGFRYD- - - - --
RQYEYAVDNDGNTSPTRKSY -~ = === === = oo m oo e o e e oo TPGGFRYD- - - - - -
RQYEYAVDNDGNTSPTRKSY - == === === = oo m o e oo e e oo TPGGFRYD- - ----
KPYEYQE - QDPNTSPTKKNY - - = = = == === = oo m oo VKGGFKYD- - - - - -
QQFAVVDKDAPR- - - - - ERYVNLVIVTSKYDLKNKKLDLANAHVDTIPGKVGADGNVHTE
------------------------------------------------ GTIDDNDKVHTE
------------- QDPNSRKS- - - - -GAD- - -G~ - - - - - - - - - - -QEQLSPTSQ- - - - -Q
------------- QDPNSRKS - - - - -GAD- - -G~ - - - - - - - - - - -QEQLSPTSQ- - - - -Q
------------- QDPNSRKS - - - - -GAD- - -G~ - - - - - - - - - - -QEQLSPTSQ- - - - -Q
------------- EDPNLRNK- - - - -TND-- - - - - - - == - - - - - - ~-EQLSPNSQ- - - - TR

FGVVDPVTGDITITDPVTGKRETKKASVDPKTGNLVLTSGVVDPVTGQVDPTLAQQMSVV
LGIIDPATGQITITDPVSGKQEVKKATVDSKTGNMLLTSGVIDPNTGVVDPTLGQQYSVV

KKIGLAFNYAPGNENALKETAEKLKA--------=n-uu--- GQLSPRTQDKLNRGQLSP

552
343

563
81
119
73
126
114
279
1218
1142

580
590
580
343

590
81
119
73
126
114
279
1273
1154

602
612
602
343

611
81
119
73
126
114
279
1333
1214

646



tr|AGAOBALFX4 | AGAOBALFX4_ DROME
tr|ARA@GB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9SDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGAGL7KHNO | AGAOL7KHN@_9NEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,
tr|W4VRQ9 | WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_ RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4 DROME
tr|AGAGB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_OSDIPT
tr|S4NVH6 | S4ANVH6_9NEOP
tr|S4P6G9 | S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KONO | G1KeNe RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3N5 | AQAOL7L3N5_ONEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

KKIGLAFNYAPGNENALKETAEKLKA- - -~ == === =----- GQLSPRTQDKLNRGQLSP
KKIGLAFNYAPGNENALKETAEKLKA- - -~ -==--------- GQLSPRTQDKLNRGQLSP
RATGLAFNYAPGEEKNLRESTEKRKS - -~ === === --=---- Pommmmmm e EELSP

DKPKDSFKSVPGREVQLVIITCKYDAKNKKLDNPNGHIETSRGITIAADGRVHTNYGIIDP
NKPKDTFASIPGKEVQLVIITNKYDHKYKRLDNPNGHIETSRGIVAADGRVHSNFGILDP

KS=mmmmmmmmm e RAKLLQDPLLSPTTRAKL----- QGSAVDA
KS==mmmmmmmmmmm e e RAKLLQDPLLSPTTRAKL----- QGSAVDA
KS= = mm s m e m e RAKLLQDPLLSPTTRAKL----- QGSAVDA
KS=-mmmmmmmmmmm e KEKFLKGGNLSPKSANKF - - - - - ITTDVES

KSGKIEHIDPKTGKTEVKHATADPGLGFKPGTLILTSGVVDPQTGKVDSSLAQQLTIVEK
KTGKIEKVDPVTGNSDVKNAIADP- - --KTGHLILTSGVVDPKTGKVDTSLAQQINIVDK

AAVPL - -~ = - oo - - SDSQKRSYSPTKGPQGYSSGAPGS - - - - - - - - - - YKPI-----
AAVPL - -~ -- - oo - - SDSQKRSYSPTKGPQGYSSGAPGS - - - - - - - - - - YKPI-----
AAVPL - -~ -- - oo - - SDSQKRSYSPTKGPQGYSSGAPGS - - - - - - - - - - YKPI-----
E--Kommmmmmm oo AKATGKSYSPNSGKPIETPGTPGT---------- YRSL-----

ETKPVEREIHLVIITTKYDPRTKKIDPSQGHVDTVTGTLGPDGKIRTAVGIIDPATGEIL
NAKPVEREIHLVIITTKYDPRTKKIDPTQGTVDTVSGTVGPDGKIRTEFGTVDPATGEIT
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sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAOBALFX4_DROME
tr|AGA@GB4LG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_OSDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGA@L7KHNO | AGAOL7KHN@_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGA@B4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQS_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_SNEOP
tr|S4PZT5|S4PZT5_SNEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | GIK@N@_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9ONEOP
tr|AGAOL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4_DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQO_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

S - - - m e TADFLES-----
SSDP - - m e e TADFLES-----
SSDP - - - m e TADFLES-----
“GDQ- - == mm oo SKPAATE- - - - -

VTDPKTGKSEIKKADLNPATGHMVISSQVVDPKTGKVDPTLVQQFSIVNKPVVAHPKPAS
FTDPKTGKQDIKKAQVDPSTGHMLVTSQVVDPKTGKVDPTLAQQYSIVNKPVVAHAKPPA

------------------------ QRYNKEPGYVGPS - -~ == == == == === oo oo oo
------------------------ QRYNKEPGYVGPS - = == == === === o= oo oo
------------------------ QRYNKEPGYVGPS - = == == == == === o= oo oo -

KGEVRLVIVTSKYDPYTKTVDANSGTVDAAKGYVSAEDGKIHTDFGIIDPRSGQILYKDP
KGEVRLVIITSKFDPKSKTVDAGAGTVDASKGYVSAEDGKIHTDFGIIDPKSGQILFKDP

LTGKQELKQAEIDPKTRNLIVTTAVVDPATGKVDQSFAQQLTIVDKQNVLKPVPPPISQR
VTGKQELKQADIDPKTGHITVTSSVVDPKTGKVDSSFAQQLVIVDKQNVMAKVVP---QR
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sp|Q9V8R9 | EPB41_DROME - -AAGSKKPGSPTKTGKGAPGA- - - = === === === =oommm oo oo oo AAAAAAGAAGA
tr|AGAOBALFX4 | AGAGBALFX4_DROME - -AAGSKKPGSPTKTGKGAPGA- - - = === === === =ommmm oo oo oo AAAAAAGAAGA
tr|A@AOB4LG23 | AGAGBALG23_DROME - -AAGSKKPGSPTKTGKGAPGA- - - = === === === =cmmmm oo oo oo AAAAAAGAAGA
GCXYQ1047324.1, e oo
GCXYQ1047324.2, e oo
tr|W4AVRQY|WAVRQ9_9DIPT —mmmmmmmmoo- TKIDPNA- === === s oo oo oo o AFIAGEQFAAN
tr|SANVHE | SANVHE_ONEOP ~  mm o oo oo oo e e oo
tr|SAP6GY|SAPEGI_INEOP s oo
tr|SAPZTS|SAPZTS5_9NEOP oo
tr|B1GS95|B1GS95_COTCN oo oo
tr|GLKON®|G1KONO_RHOPR oo o oo oo oo oo
tr|AGAOL7KHNO | AGABLZKHNO_ONEOP === == oo oo oo oo oo oo oo oo

tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP VSVSPAKQVPSPVKTPTPTPTQTPLQSPVRTSSPIISSFAKSSPLPSPVHKTTPVKPTMA
tr|AGA212EIP2|A@A212EIP2_DANPL ASASPARQTPSPIKTPNTTPVHTPLQTPVRTTAPVIGHLQKASPVT-PVRAVTPAKPTSA
sp|Q9V8R9 | EPB41_DROME AAAAAKPKKRRVKIMVITSKFDPSTKRID-AENGSIEHSTG-ILDPATGLIDTKYGVIDP
tr|AGAOBALFX4 | AGAOBALFX4_DROME AAAAAKPKKRRVKIMVITSKFDPSTKRID-AENGSIEHSTG-ILDPATGLIDTKYGVIDP
tr|AGAOB4LG23 | AGAOBALG23_DROME AAAAAKPKKRRVKIMVITSKFDPSTKRID-AENGSIEHSTG-ILDPATGLIDTKYGVIDP

GCXYQ1047324.1, e e e
GCXYQ1047324.2, e e e e
tr|W4VRQ9 | WAVRQ9_9DIPT VPPAAEPLKKKVKIMVVISKIDPKTKRIVDTSNGTVEHSTG-VLDTSTGQIESKYGLIDP
tr|SANVHE | SANVHE _ONEOP oo oo oo oo
tr|S4P6GY|SAP6GY_ONEOP o mm e e e e
tr|S4PZTS5|SAPZTS_ONEOP oo mm e oo e oo
tr|B1GS95|B1GS95_COTCN e mm o oo oo oo e oo
tr|GLKONO|GLKONG_RHOPR oo oo oo oo oo e oo
tr|AGABL7KHNO |AGABLZKHN® ONEOP === == m - oo oo oo o oo e e e e -

tr|AGAGL7L3N5 | AGAOL7L3N5 9NEOP PPEPPTPKRKIVKIMVIFTKIDPKSKKPD-LHTAEVEHLTG-ILDP-NGQIETKYGVINS

tr|AGA212EIP2|AGA212EIP2_DANPL PPEP--PRRKMVKIMIIFTRLDPKTKKPD-FVTADVEHLAG-VLDP-NGLVETKYGVIDT
*

sp|Q9V8R9 | EPB41_DROME KKGTLEALNTKTGKKEVFQG- - - -DVDGKTG-NLHLVSGVADPKTGRLDDTLG-QIVCIT

tr | AGAGBALFX4 | AGAGBALFX4 DROME KKGTLEALNTKTGKKEVFQG- - - -DVDGKTG-NLHLVSGVADPKTGRLDDTLG-QIVCIT

tr|AGAGBALG23 | AGAGBALG23 DROME KKGTLEALNTKTGKKEVFQG- - - -DVDGKTG-NLHLVSGVADPKTGRLDDTLG-QIVCIT

GCXY@1047324.1, e e e e e
GCXY@1047324.2, e e oo
tr|W4VRQY |WAVRQO_9DIPT KAGTVQNLNPRTGQNEVFQG- - - -HTDPKTG-HIYLTSGVQDPNNPSKIDDTLGQIISIA
tr|SANVHE | SANVHE_ONEOP s o mmmm oo oo e
tr|S4P6GO|SAP6GI_INEOP s e mmm e e e
tr|SAPZTS5|SAPZTS_ONEOP oo e o e
tr|B1GS95|B1GS95_COTCN mmm e oo m oo
tr|G1KONO|GIKON®_RHOPR oo oo oo oo oo oo
tr|AGAOL7KHNO | AGABL7KHNO ONEOP = - m - oo oo oo oo oo oo oo
tr|AGABL7L3N5 | AGAGL7L3N5_9NEOP RTGHIVITD-QAGQKQTKEGYLLSETG----- QIFINSGVIDPKTGKIDP-HLGMIMSVA
tr|AGA212EIP2|AGA212EIP2_DANPL KKGNIVVTD-SAGQKLTKDGLILNETG----- QIFINSGAIDPKTGKIDP-NMGMIVSMA
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sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4_DROME
tr|AGAGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_9SDIPT
tr|S4NVH6 | SANVHE_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | G1KeNe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAOBALFX4 | AGAOBALFX4 DROME
tr|ARA@GB4ALG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_OSDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKOeNe_RHOPR
tr|ABAGL7KHNO | AGAOL7KHN® 9NEOP
tr|AGA@L7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_ RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP

PQDNPVVELTVITSRIDPATGKIDTVNGDVERSLGVLNLDTGLLDTKYGEINTRTGELKA
PQDNPVVELTVITSRIDPATGKIDTVNGDVERSLGVLNLDTGLLDTKYGEINTRTGELKA
PQDNPVVELTVITSRIDPATGKIDTVNGDVERSLGVLNLDTGLLDTKYGEINTRTGELKA

KQDDPVVEITTITGPINERTGKVNIEEGTVELTKGKVDADTGHISTKYGVIDPSN--GVI
KQDDPVVEITTITGPVDAVTGKIHIENGVVEHTKGKVDAETGNISTKYGVIDPAN--GVI

IDPKSGKIVVSKNVKVDPGTGQITILGIVDPKTNKIDPNQGRLIEVGQQIDPIVEVTSLA
IDPKSGKIVVSKNVKVDPGTGQITILGIVDPKTNKIDPNQGRLIEVGQQIDPIVEVTSLA
IDPKSGKIVVSKNVKVDPGTGQITILGIVDPKTNKIDPNQGRLIEVGQQIDPIVEVTSLA

FVSDTS---DTKPVEIDENNGQITIRGVVDPKTAKYDANLGQVIVVGTHIDPVVEVTTFV
FVTDTLGTQDAKSIQIDENNGQITVIGVTDPKTGKIDPKLGQVLVVGSHIDPVVEVTTFV

GKFDSKRNIIDPKTAQVETSGGQFDPKAGKIDTKYGQIDLVKHTITFNDPKSGKTVTRDI
GKFDSKRNIIDPKTAQVETSGGQFDPKAGKIDTKYGQIDLVKHTITFNDPKSGKTVTRDI
GKFDSKRNIIDPKTAQVETSGGQFDPKAGKIDTKYGQIDLVKHTITFNDPKSGKTVTRDI

GKVDSKKGLIEPKHSLIESTTGQFNPENNKIDTKYGQIDLVKGTVTYNDPKTGKFESRDL
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tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAGBALFX4_DROME
tr|AGAGBALG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQY |WAVRQO_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KONO | G1KeNe_ RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAOBALFX4_DROME
tr|AGA@GB4LG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9SDIPT
tr|S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGA@L7KHNO | AGAOL7KHN@_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AA212EIP2|ABGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQS_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_SNEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP

GKLDNKKGITEPKHSVIESTTGQLNPDNNIINTKYGQIDLVKGTVTYNDPKTGRFESKEF

KIEPTTGQIVLK----NQVNPKNNKPDKDYARIISLRIVQQRVDPATKAPITEVSASKDK
KIEPTTGQIVLK----NQVNPKNNKPDKDYARIISLRIVQQRVDPATKAPITEVSASKDK
KIEPTTGQIVLK----NQVNPKNNKPDKDYARIISLRIVQQRVDPATKAPITEVSASKDK

KVDPVTGQFLLR---TGQVNPKSGKPDKDIGRLICLRIIRNKVDPISGKQIVS---NDPK

KVDPVTGQFLLR---SGQVNPKSGKPDKDIGRLICLRIIQTKVDPVSGKQIVS---NDPK
*k ok

DIVVDPKS----NQIWVPTGATDPATKEQQYISSSVDPKTGYVITIYGYLDPKTNEIKKQ
DIVVDPKS - ---NQIWVPTGATDPATKEQQYISSSVDPKTGYVITIYGYLDPKTNEIKKQ
DIVVDPKS - ---NQIWVPTGATDPATKEQQYISSSVDPKTGYVITIYGYLDPKTNEIKKQ

NVKVDPKT - - - -NQIWIAG-PKDPQTGEVLYTAGQIDPITGYIITIYGRLDPKTGVIVRT

NVKVDPKT - - - -NQIWIAG-PKDPQTGEVLYTAGQIDPNTGYIITIYGRLDPKTGTITRA
%k

TKLDPNTIKIEPTSGKIYTATGEVDQATGEPLYAATQVDPESGEVYTKLARVDPKTGKIV
TKLDPNTIKIEPTSGKIYTATGEVDQATGEPLYAATQVDPESGEVYTKLARVDPKTGKIV
TKLDPNTIKIEPTSGKIYTATGEVDQATGEPLYAATQVDPESGEVYTKLARVDPKTGKIV
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tr|AGAOL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_ RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9ONEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGA@GBALFX4 | AGAOBALFX4_DROME
tr|AAGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_OSDIPT

tr | S4NVH6 | SANVH6_ONEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KeNe | GIKeNe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|ABA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAGBALFX4_DROME
tr|ARAOB4LG23 | AGAOBALG23_DROME
GCXY@1047324.1,
GCXY01047324.2,

tr |W4AVRQ9 |WAVRQ9 9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_SNEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KON@_RHOPR

TEVDKSLIKVDPVNGQIYTATGEVDENN-EPLYSASQVDPGTGEIYTKLGKIDARTGRLI
TDIDKALIKIDPINGQIYTATGDVDEDN-EPLYSASQVDPGSGEIYTKLGKIDPKTGKLI

IVRILLISKTDERGRPEEIDPSTCEIDPVSGRVLKFFNKTVYVYNMIDPVTGEIVQVDPN
IVRILLISKTDERGRPEEIDPSTCEIDPVSGRVLKFFNKTVYVYNMIDPVTGEIVQVDPN
IVRILLISKTDERGRPEEIDPSTCEIDPVSGRVLKFFNKTVYVYNMIDPVTGEIVQVDPN

IIKIFVITQKDDKGRVKEVDPKECTIDETTGRIITTK--TVYLYQIIDPITGETIDVDPD
ITRIYVITQKDDKGRVKELDPKECTIDETTGRIITTK--TVYVYQIIDPITGETIDVDPD

DPRFAGARTTVTHTMTLTGEIDPVTGRIKSEYGDIDPNTGDIDPATAVTDPVTGKLILNY
DPRFAGARTTVTHTMTLTGEIDPVTGRIKSEYGDIDPNTGDIDPATAVTDPVTGKLILNY
DPRFAGARTTVTHTMTLTGEIDPVTGRIKSEYGDIDPNTGDIDPATAVTDPVTGKLILNY

DPRLKGARTTVTQTMTLSGKIDPVTGRIKTEYGDIDPDTGDIDPSTAVRDPVTGQLILHY
DPRLKGARTTVTQTMTLSGKIDPITGRIKTEYGDIDPDTGDIDPSTAVRDPVTGQLILHY

AQIDPSHFGKQAQVQ-TTTETVPITRQQFFDGV- - - - - KHISKG---------- ALRRDS
AQIDPSHFGKQAQVQ-TTTETVPITRQQFFDGV- - - - - KHISKG---------- ALRRDS
AQIDPSHFGKQAQVQ-TTTETVPITRQQFFDGV- - - - - KHISKG---------- ALRRDS
ADIEPSHFG--KNVT-VTKETVPITKQQFYDGI- - - - - KHLGKK - ==---- AIRRDS
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tr|AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAOL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1KeNe_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4_DROME
tr|AAGB4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQ9 |WAVRQ9_9SDIPT

tr | S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | G1KeNe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2 |AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAOBALFX4 | AGAOBALFX4 DROME
tr|ARA®GB4LG23 | AGAOBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9DIPT
tr|S4NVH6 | SANVH6_SNEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN

SQIDPSHFEDKSGNYTIEKETEDLPANIDIQTVNTHKFSTFGKDES-------- PQRG- -
SQIDPSHFEDKSGNYTIEKETHDLPANIDIQTVNTHKFSTFGKDES-------- PARG- -
* ok %ok ok Kok
EGSSDDDMTAQYGADQV-------- NEILIGS--PAGQAGGKLGKPVSTPTVVKTTTKQV
EGSSDDDMTAQYGADQV-------- NEILIGS--PAGQAGGKLGKPVSTPTVVKTTTKQV
EGSSDDDMTAQYGADQV-------- NEILIGS--PAGQAGGKLGKPVSTPTVVKTTTKQV
ETSDDETV--EYDVKEL-------- SP--------o - - TSAAGKQGTPTVVKTTTKQV

---DEPKTFTEYTTSEHIRHQGYVSSNTPLSSKIPISQ---RSKKTPTPPVVVKTTTKQL
---DEPKTFTEYTTSEHIRHQGYASS-TPISSKIPISQ---RSKKTPTPPVVVKTTTKQL

LTKNIDGVTHNVEEEVRNLGTGEVTYSTQEHKADATPT-D- - LSGAYVTATAVTTRTATT
LTKNIDGVTHNVEEEVRNLGTGEVTYSTQEHK - -~ === === === oo oo m e e o
LTKNIDGVTHNVEEEVRNLGTGEVTYSTQEHKADATPT-D- - LSGAYVTATAVTTRTATT
---L----TQNVEESIENVNTGEVTHSSHINTAEGLDE - - -SQT-PIITATAVTTRTATT
ITKNDDGVTHNVEEEVQNLGTGQIVYSTQEHKADAPTNNA - - TPGAFVSGTAITTRTATT

LTKNDEGVTHNVEQEVENLGTGEVTFSTHTNKAESLEPMEVGGKSPYVTARAVTTRTATT
LTKNDEGVTHNVEQEVEHLGTGEVTFSTHTNKAESLEP - - -EGKSPYVTARAVTTRTATT

HEDLGKNAKTEQLEEKTVATTRTHDPNKQQQRVVTQEVKTTATVTSGDQYQ-RRDSVSST

LKDLGTNAETSEVQEKTVATSTTKQGSRQEQRVVTQEVRAT-TVVNDPQIE-RSKSSSSL
HEDLGTNIKTQQLEEKTVATTTTQHENRQEHKVITQEVKTTATVTSGDQFINRRESVSST
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1458
1448
343

1402
81
119
73
126
114
279
2428
2301

1505
1490
1505
343
49
1460
81
119
73
126
114
279
2488
2358

1564
1490
1562
343
107
1520
81
119
73
126



tr|G1KeNe | G1KeNe_RHOPR

tr | AGABL7KHNO | AGABL7KHN®_SNEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME

tr | AGAGBALFX4 | AGAGBALFX4 DROME
tr|AGA@B4LG23 | AGA@BALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQ9 |WAVRQS_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95 COTCN
tr|G1KONO | G1K@Ne_RHOPR

tr | AGAOL7KHNO | AGAOL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGA@BALFX4 DROME
tr|AGAGBALG23 | AGAGBALG23 DROME
GCXY01047324.1,
GCXY01047324.2,

tr|W4VRQY |WAVRQO_9DIPT
tr|S4NVH6 | SANVH6_9NEOP
tr|S4P6G9|S4P6G9_9NEOP
tr|S4PZT5|S4PZT5_9NEOP
tr|B1GS95|B1GS95_COTCN
tr|G1KONO | G1KeNe_ RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3N5 | AGAOL7L3N5_9NEOP
tr|AGA212EIP2|AGA212EIP2_DANPL

sp|Q9V8R9 | EPB41_DROME
tr|AGAGBALFX4 | AGAOBALFX4_DROME
tr|AGA@GB4LG23 | AGAGBALG23_DROME
GCXY01047324.1,
GCXY01047324.2,

tr |WAVRQY |WAVRQ9_9SDIPT

tr | S4NVH6 | SANVH6_SNEOP
tr|S4P6G9|S4P6G9_ONEOP
tr|S4PZT5|S4PZT5_9NEOP

HHDLDTKAKTQQMEERTVAQTVTSSATRQEQRVLTQEVKTM--VTTGDQVH-N-------
HHDLDTKARTQQMEEKTVAHTVTSSATRQEQRVLTQQVKTT--VTTGDQLT-RRGSQSSL

SSGDSGTPIDGPYDGASVVRT - -DNQKSPLFTT- - -SATTG----------- PHVESTRV
-------------------------- KSPLFTT---SATTG-----------PHVESTRV
SSGDSGTPIDGPYDGASVVRT - -DNQKSPLFTT---SATTG----------- PHVESTRV
SSDDSGTPIDGDYYPDRPQGPIVET-EKVVYSRPLGEDGMGEELRTSSPPLVPTV-SQRL
SSGDSGTPIDGPYDQSNVILN- -KSYTGVQEGS - - -NLPSG- -~~~ ---- - PNVEQHHV
------------------------------------------ P---om--—-LHT-----
SSGDSGTPIDLDEGSEGHYYTAPGSYTTTTTSSAVGNAPFGGV- - - - - - - - - LHSASARM
VLGEDTPGFSGHGEIISTQT-------- VSSKTRTVETITYKTERDGIVETRVEQKITIQ
VLGEDTPGFSGHGEIISTQT-------- VSSKTRTVETITYKTERDGIVETRVEQKITIQ
VLGEDTPGFSGHGEIISTQT-------- VSSKTRTVETITYKTERDGIVETRVEQKITIQ
ELEDGT--FSLHGTITS-QT-------- ITSKTRTVETLTYKTEKDGVVETRVEQKITIQ
FLDDD--GTAERGEIVSTQT-------- VSSKTRTVETITYKTERDGVVETRVEQKITIQ
TSSPPPPSPPAEGEVVSSQT-------- ISSKTRTVETITYKTERNGVVETRVEQKITIQ
Sk 3k sk sk ok ok ok ok

SDGDPIDHDKALAEAIQEATAMNPDMTVEKIEIQQQTQ- - 1698
SDGDPIDHDKALAEAIQEATAMNPDMTVEKIEIQQQTQ- - 1600
SDGDPIDHDKALAEAIQEATAMNPDMTVEKIEIQQQTQ- - 1696
---------------------------------------- 343
SDGDPIDHEKALNDAIQEATAMNPDLMVEKIEIQQE- - - - 250
SDGDPIDHDKALAEAIQEATAMNPDMTVEKIEIQQQTQ- - 1652
---------------------------------------- 81
---------------------------------------- 119
---------------------------------------- 73

114
279
2538
2415

1608
1510
1606
343
165
1564
81
119
73
126
114
279
2542
2466

1660
1562
1658
343
214
1614
81
119
73
126
114
279
2542
2518



tr|B1GS95|B1GS95_COTCN
tr|G1KeNe | GIKONe_RHOPR
tr|AGAGL7KHNO | AGAGL7KHNO_9NEOP
tr|AGAGL7L3NS | AGAGL7L3N5_9NEOP
tr|ABGA212EIP2|ABGA212EIP2_DANPL

SDGDPIDHDRALAEATIQEATAMNPDMTVEKIEIQQQSTQP

126
114
279
2542
2558





