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>BLAG 1

PPEHRQSILTRQSRTKQSTSSEPQLRNPTDNDQS IVDRQVDVTEINDCSVLNDDLATYKNEMQK
WKLEFSKNNTNDSFNTKVQEFLNFLARAVHLLPGPKHPAVRFYEARRQRRQFSNQVRYKQSSNP
ERGTKRARDKRRELYEYQKTQFLFYNQRRKAVRSALNDRHTACKVD INKIFNYFSSRLSTENSC
ERPAYSSNVTEPERAVLDSTEDSVITKQEVAVAVSKIAADTAPGPDHVLVRALKDATCYEI 1AK
IATTMLQHSFVPECLQKARTVL

>BLAG 2
PHIHRSTLVTNLTKNASQPLLDEQADRGSSSNSESSQPDSGFNIALNEWKTKFVRTATANDSDF
DNMVQDFSHFLSTSINLLPGPRHPATKYYEARRKRRLATAEKNYNKSSNP IRASKKAREKRKCK
YDYQLTQYQFYNQRRKAVRRVLDSTAPSCKIDLTKVHENFAASFSIENPHIRSNYPSKLTDVER
IELDETYDPTISKEDIATAAHKIAVDTAPGPDHVLVRVIRNEIVYEILAIITATRMLSSGIVPRC
FKTARTVL

>BLAG 3

GEAYRKKLSHKYECPLENTKDTDTDSPSSNNP ITVADVSSPATQQILQFEKALEECILSSDLNR
FEEITVEITAYLSKAIASLPGPKHPATHYYNARKLRQT IHGTSYSNTKNPARLSKRKRKDNKQK
YQYEVAQFHYFNQRRKVVRQIMKNHNNVQCQISIP I IFQHFNTLFNNENPFTPIESIHPVSTEE
DIEITEDEIKAAMAKIKIDTSAGIDHVLVRT IKELKTSKLLCLLTNAMLKFKICPGILKTARTV
LL

>BLAG 4

PEQHRKS IVMRNTSSVSPVVQTASKDDNVSNSSANTNSDVGHLHE IRSEVMSFREKFSSLLLSD
PCPSKFNEIT'YNDFTDTLVT INSKLPGPKNPSVRYYELRQRNKN IFAANDRKYKDSSNPQKKSKR
DRAKRREKFQYELLQYQFYNERKKCVNSLLNDNKRNEPCNIPIGVLKEAMEEKWGTLNTSMLDH
YNNSMSPHSQQNDLDQLFTIPVEVIQQSLNKMRTDSAPGPDRILVRTLKLTECSPVIAVILKIM
LQWGMVPDRMRGART IL

>BLAG 5
PDLHRLKLVERQTTSSYTIWNSGESSSTCKTSINDTPSKSHPVSVNDPLSNYKQQLLTWTTKFD
CDLTDIDFDTLTNNFLQFLSEA1YYLPGPKHPARKYYALRKKNKNFNCQQSYKNSSNPDRATKR
DRAKRKQKYQYEQTQFDYYNQRRKAVRRVLTSDKPSCQIAVDKVYAHFNSYFSRPNNCIRPDY I
SHVTEVERVELNDSFPTHITKEEIKFAISRIAVDTAPGPDHVLMRVLKDDAATGVLSLLATRML
RTGHVPPCLLIARSIL

>BLAG 6

PHIYRKN I TERYANASPCLQKTE INNNSGQLK I NENKLEPWEKTFSE I LNSEKDEVKLDQKLDE
FTLFLCNATSLCKGPVHPATKYYKARTTWRPNHEKSNFKTSNNPQRHDRRLKEKRQNQYRYDLM
QYYYYYRRKKAVQK IMHLSDYKRCPFSATDVYDYFKETVGTENNNVLHDYS I SSPLCNS I DEET
IDYDCQYCTVTEKD I DQAMKG INLDTAPGPDRVLFKVVKELKCMK 1 1S 1 1ANIMLSWNYVPNSF
QSGRTIL
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MAFFT-L-INS-i Result

CLUSTAL format alignment by MAFFT (v7.468)
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PPEHRQSILTRQSRTKQSTSSEPQLRNPTDNDQS 1VDRQVDVTEINDCSVLNDDLATYKN

PHIHRSTLVTNLTK----- NASQPLLDEQADRGSSSNSESSQPDSG—-———=————-- FNI
PDLHRLKLVERQT——---—- TSSYTIWNSGESSSTCKTS INDTPSKSHPVSVNDPLSNYKQ
GEAYRKKLSHKYE---—-- CPLENTKDTDTDSPSSNNPI T—=———————- VADVSSPATQ
PHIYRKNITERYA-—--—- NASPCLQKTEINNNSGQLKIN-—--—=———=————————— EN
PEQHRKSIVMRNTS—---- SVSPVVQTASKDDNVSNSSANTNSDVGH-—-—--- LHEIRS

oL .
EMQKWKLEFSKNNT----NDSFNTKVQEFLNFLARAVHLLPGPKHPAVRFYEARRQRRQF
ALNEWKTKFVRTAT--ANDSDFDNMVQDFSHFLSTSINLLPGPRHPATKYYEARRKRRLA
QLLTWTTKFDCDLT----DIDFDTLTNNFLQFLSEATIYYLPGPKHPARKYYALRKKNKNF
QILQFEKALEECILS-SDLNRFEEITVEITAYLSKAIASLPGPKHPATHYYNARKLRQTI
KLEPWEKTFSE I LNSEKDEVKLDQKLDEFTLFLCNATSLCKGPVHPATKYYKARTTWRPN
EVMSFREKFSSLLLSDPCPSKFNEIYNDFTDTLVT INSKLPGPKNPSVRYYELRQRNKNI
T : Tl s * FROIHKD oI * :
--SNQVRYKQSSNPERGTKRARDKRRELYEYQKTQFLFYNQRRKAVRSAL-NDRHTA--C
——TAEKNYNKSSNP IRASKKAREKRKCKYDYQLTQYQFYNQRRKAVRRVL-DSTAPS--C
-—NCQQSYKNSSNPDRATKRDRAKRKQKYQYEQTQFDYYNQRRKAVRRVL-TSDKPS--C
——-HGTSYSNTKNPARLSKRKRKDNKQKYQYEVAQFHYFNQRRKVVRQ IMKNHNNVQ--C
——HEKSNFKTSNNPQRHDRRLKEKRQNQYRYDLMQYYYYYRRKKAVQKIMHLSDYKR--C
FAANDRKYKDSSNPQKKSKRDRAKRREKFQYELLQYQFYNERKKCVNSLL-NDNKRNEPC

KR Dok RDoDD UFIR Rl *
KVDINKIFNYFSSRLSTENSCERPAYS—-—-— SNVTEPERAVLDSTEDSVITKQEVAVAV
KIDLTKVHENFAASFSIENPHIRSNYP—-—-— SKLTDVERIELDETYDPTISKEDIAIAA
QIAVDKVYAHFNSYFSRPNNCIRPDY 1 --——- SHVTEVERVELNDSFPTHITKEE IKFAI
QISIPIIFQHFNTLFNNENPFT-——=——-- P-1ESIHPVSTEED----1EITEDEI1KAAM
PFSATDVYDYFKETVGTENNNVLHDYSISSPLCNSIDEETIDYDCQY-CTVTEKD IDQAM

NIPIGVLKEAMEEKWGTLNTSMLDHYN—-==—-- NSMSPHSQQNDLDQLFTIPVEVIQQSL

* o o o o

SKI1AADTAPGPDHVLVRALKDATCYEI IAKITATTMLQHSFVPECLQKARTVL-
HKTAVDTAPGPDHVLVRVIRNEIVYEILAI IATRMLSSGIVPRCFKTARTVL-
SR1AVDTAPGPDHVLMRVLKDDAATGVLSLLATRMLRTGHVPPCLLIARSIL-
AKIKIDTSAGIDHVLVRT IKELKTSKLLCLLTNAMLKFKICPGILKTARTVLL
KGINLDTAPGPDRVLFKVVKELKCMKIISTIANIMLSWNYVPNSFQSGRTIL-
NKMRTDSAPGPDRILVRTLKLTECSPVIAVILKIMLQWGMVPDRMRGART I L-

K== K Kkeak = == -- - *k * - * - =%


https://mafft.cbrc.jp/alignment/server/spool/_out.200625033526265DIhvR6VefQduNSHlLWYFtlsfnormal.html?done#method
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>Consensus/1-292 Percentage ldentity Consensus
PEIHRKKIVERQTKTKQSTNASPCLQDTDADDNSSNNS INDNPD IGHCSSVNDDLSEYKNELLE
WEKKFSECLTSDKDDSDFDEITNEFTAFLSTAISLLPGPKHPATKYYEARKKRRNFFAANQKNY
KNSSNPQRASKRARAKRKEKYQYELTQFQFYNQRRKAVRR ILNDNSDNPSCKIDITKVFEHFNE
KFSTENNCIRPDYSIFSPLSNSTDPERIELDCTYDCTITKEEITAQAMSKIAVDTAPGPDHVLVR
VLKDLKCSETTATIATIMLQWGIVPDCLKTARTILL

Supplementary Figure 5

Comparative analysis of the amino acid sequences of the BLAG 1 - BLAG 6
retrotransposons located between the zinc finger domains and the reverse transcriptase
domain.
A — corresponding amino acid sequences, B — MAFFT-L-INS-i alignment, C — consensus
sequence.



