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>BLAG 1 
PPEHRQSILTRQSRTKQSTSSEPQLRNPTDNDQSIVDRQVDVTEINDCSVLNDDLATYKNEMQK
WKLEFSKNNTNDSFNTKVQEFLNFLARAVHLLPGPKHPAVRFYEARRQRRQFSNQVRYKQSSNP
ERGTKRARDKRRELYEYQKTQFLFYNQRRKAVRSALNDRHTACKVDINKIFNYFSSRLSTENSC
ERPAYSSNVTEPERAVLDSTEDSVITKQEVAVAVSKIAADTAPGPDHVLVRALKDATCYEIIAK
IATTMLQHSFVPECLQKARTVL 
 
>BLAG 2 
PHIHRSTLVTNLTKNASQPLLDEQADRGSSSNSESSQPDSGFNIALNEWKTKFVRTATANDSDF
DNMVQDFSHFLSTSINLLPGPRHPATKYYEARRKRRLATAEKNYNKSSNPIRASKKAREKRKCK
YDYQLTQYQFYNQRRKAVRRVLDSTAPSCKIDLTKVHENFAASFSIENPHIRSNYPSKLTDVER
IELDETYDPTISKEDIAIAAHKIAVDTAPGPDHVLVRVIRNEIVYEILAIIATRMLSSGIVPRC
FKTARTVL 
 
>BLAG 3 
GEAYRKKLSHKYECPLENTKDTDTDSPSSNNPITVADVSSPATQQILQFEKALEECILSSDLNR
FEEITVEITAYLSKAIASLPGPKHPATHYYNARKLRQTIHGTSYSNTKNPARLSKRKRKDNKQK
YQYEVAQFHYFNQRRKVVRQIMKNHNNVQCQISIPIIFQHFNTLFNNENPFTPIESIHPVSTEE
DIEITEDEIKAAMAKIKIDTSAGIDHVLVRTIKELKTSKLLCLLTNAMLKFKICPGILKTARTV
LL 
 
>BLAG 4 
PEQHRKSIVMRNTSSVSPVVQTASKDDNVSNSSANTNSDVGHLHEIRSEVMSFREKFSSLLLSD
PCPSKFNEIYNDFTDTLVTINSKLPGPKNPSVRYYELRQRNKNIFAANDRKYKDSSNPQKKSKR
DRAKRREKFQYELLQYQFYNERKKCVNSLLNDNKRNEPCNIPIGVLKEAMEEKWGTLNTSMLDH
YNNSMSPHSQQNDLDQLFTIPVEVIQQSLNKMRTDSAPGPDRILVRTLKLTECSPVIAVILKIM
LQWGMVPDRMRGARTIL 
 
>BLAG 5 
PDLHRLKLVERQTTSSYTIWNSGESSSTCKTSINDTPSKSHPVSVNDPLSNYKQQLLTWTTKFD
CDLTDIDFDTLTNNFLQFLSEAIYYLPGPKHPARKYYALRKKNKNFNCQQSYKNSSNPDRATKR
DRAKRKQKYQYEQTQFDYYNQRRKAVRRVLTSDKPSCQIAVDKVYAHFNSYFSRPNNCIRPDYI
SHVTEVERVELNDSFPTHITKEEIKFAISRIAVDTAPGPDHVLMRVLKDDAATGVLSLLATRML
RTGHVPPCLLIARSIL 
 
>BLAG 6 
PHIYRKNITERYANASPCLQKTEINNNSGQLKINENKLEPWEKTFSEILNSEKDEVKLDQKLDE
FTLFLCNATSLCKGPVHPATKYYKARTTWRPNHEKSNFKTSNNPQRHDRRLKEKRQNQYRYDLM
QYYYYYRRKKAVQKIMHLSDYKRCPFSATDVYDYFKETVGTENNNVLHDYSISSPLCNSIDEET
IDYDCQYCTVTEKDIDQAMKGINLDTAPGPDRVLFKVVKELKCMKIISIIANIMLSWNYVPNSF
QSGRTIL 
 
 
 
  



B 

MAFFT-L-INS-i Result 

CLUSTAL format alignment by MAFFT (v7.468) 

 

 

Blag_1          PPEHRQSILTRQSRTKQSTSSEPQLRNPTDNDQSIVDRQVDVTEINDCSVLNDDLATYKN 

Blag_2          PHIHRSTLVTNLTK-----NASQPLLDEQADRGSSSNSESSQPDSG-----------FNI 

Blag_5          PDLHRLKLVERQT------TSSYTIWNSGESSSTCKTSINDTPSKSHPVSVNDPLSNYKQ 

Blag_3          GEAYRKKLSHKYE------CPLENTKDTDTDSPSSNNPIT----------VADVSSPATQ 

Blag_6          PHIYRKNITERYA------NASPCLQKTEINNNSGQLKIN------------------EN 

Blag_4          PEQHRKSIVMRNTS-----SVSPVVQTASKDDNVSNSSANTNSDVGH-------LHEIRS 

                   :* .:  .                   .                              

 

Blag_1          EMQKWKLEFSKNNT----NDSFNTKVQEFLNFLARAVHLLPGPKHPAVRFYEARRQRRQF 

Blag_2          ALNEWKTKFVRTAT--ANDSDFDNMVQDFSHFLSTSINLLPGPRHPATKYYEARRKRRLA 

Blag_5          QLLTWTTKFDCDLT----DIDFDTLTNNFLQFLSEAIYYLPGPKHPARKYYALRKKNKNF 

Blag_3          QILQFEKALEECILS-SDLNRFEEITVEITAYLSKAIASLPGPKHPATHYYNARKLRQTI 

Blag_6          KLEPWEKTFSEILNSEKDEVKLDQKLDEFTLFLCNATSLCKGPVHPATKYYKARTTWRPN 

Blag_4          EVMSFREKFSSLLLSDPCPSKFNEIYNDFTDTLVTINSKLPGPKNPSVRYYELRQRNKNI 

                 :  :   :            ::    ::   *        ** :*: ::*  *   :   

 

Blag_1          --SNQVRYKQSSNPERGTKRARDKRRELYEYQKTQFLFYNQRRKAVRSAL-NDRHTA--C 

Blag_2          --TAEKNYNKSSNPIRASKKAREKRKCKYDYQLTQYQFYNQRRKAVRRVL-DSTAPS--C 

Blag_5          --NCQQSYKNSSNPDRATKRDRAKRKQKYQYEQTQFDYYNQRRKAVRRVL-TSDKPS--C 

Blag_3          ---HGTSYSNTKNPARLSKRKRKDNKQKYQYEVAQFHYFNQRRKVVRQIMKNHNNVQ--C 

Blag_6          --HEKSNFKTSNNPQRHDRRLKEKRQNQYRYDLMQYYYYYRRKKAVQKIMHLSDYKR--C 

Blag_4          FAANDRKYKDSSNPQKKSKRDRAKRREKFQYELLQYQFYNERKKCVNSLL-NDNKRNEPC 

                       :. :.** :  :: : ..:  : *:  *: :: .*:* *.  :         * 

 

Blag_1          KVDINKIFNYFSSRLSTENSCERPAYS-----SNVTEPERAVLDSTEDSVITKQEVAVAV 

Blag_2          KIDLTKVHENFAASFSIENPHIRSNYP-----SKLTDVERIELDETYDPTISKEDIAIAA 

Blag_5          QIAVDKVYAHFNSYFSRPNNCIRPDYI-----SHVTEVERVELNDSFPTHITKEEIKFAI 

Blag_3          QISIPIIFQHFNTLFNNENPFT--------P-IESIHPVSTEED----IEITEDEIKAAM 

Blag_6          PFSATDVYDYFKETVGTENNNVLHDYSISSPLCNSIDEETIDYDCQY-CTVTEKDIDQAM 

Blag_4          NIPIGVLKEAMEEKWGTLNTSMLDHYN------NSMSPHSQQNDLDQLFTIPVEVIQQSL 

                 .    :   :    .  *              .         :      :. . :  :  

 

Blag_1          SKIAADTAPGPDHVLVRALKDATCYEIIAKIATTMLQHSFVPECLQKARTVL- 

Blag_2          HKIAVDTAPGPDHVLVRVIRNEIVYEILAIIATRMLSSGIVPRCFKTARTVL- 

Blag_5          SRIAVDTAPGPDHVLMRVLKDDAATGVLSLLATRMLRTGHVPPCLLIARSIL- 

Blag_3          AKIKIDTSAGIDHVLVRTIKELKTSKLLCLLTNAMLKFKICPGILKTARTVLL 

Blag_6          KGINLDTAPGPDRVLFKVVKELKCMKIISIIANIMLSWNYVPNSFQSGRTIL- 

Blag_4          NKMRTDSAPGPDRILVRTLKLTECSPVIAVILKIMLQWGMVPDRMRGARTIL- 

                  :  *::.* *::*.:.::      ::. : . **     *  :  .*::*  

  

https://mafft.cbrc.jp/alignment/server/spool/_out.200625033526265DIhvR6VefQduNSHlLWYFtlsfnormal.html?done#method


C 
 

>Consensus/1-292 Percentage Identity Consensus  
PEIHRKKIVERQTKTKQSTNASPCLQDTDADDNSSNNSINDNPDIGHCSSVNDDLSEYKNELLE
WEKKFSECLTSDKDDSDFDEITNEFTAFLSTAISLLPGPKHPATKYYEARKKRRNFFAANQKNY
KNSSNPQRASKRARAKRKEKYQYELTQFQFYNQRRKAVRRILNDNSDNPSCKIDITKVFEHFNE
KFSTENNCIRPDYSIFSPLSNSTDPERIELDCTYDCTITKEEIAQAMSKIAVDTAPGPDHVLVR
VLKDLKCSEIIAIIATIMLQWGIVPDCLKTARTILL 
 
 
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. 
 


