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WALAGGSLGSALFALAGSFLPDEEPRFAQAPRVDNLKVSESQVKRAGAQTLPLDVVLEALAKRSVGLQPL IYRAYDAPSGDPAKTAQP

NTDB id 92944 MWM05 RS10630 WP 244362608.1 MKPLVW..VLIWALGSLSLFALAGSLPDEPRFAARVDLKVSESQVRAGATLPLDVVLEALAKSVGLQPLIYRAYDASGDPAKAQP 83
NTDB id 1027 TT RS05145 WP 011173436.1 .MKSAWIRAAVIALAGLGAFALAGSFPEEPRFQAPVNLKVSESQVKAGQTLPLDVVLEALARSVGLQPLIYRAYDPSGDPATAQP 84
consensus * * !** * !!* ! !!!!!! !*!!!! !*! !!!!!!!!*!! !!!!!!!!!!!!*!!!!!!!!!!!!!*!!!!! !!!

logo PLPNVKLDFQGKPFREVWDLLFATYGANQFYNSLDYLFLPPDVVVVAPTQVITALVDAPSRATGAAMERRPYI
VVGI

VPEAIAYKRQRATEIQTDSAQGQG
NTDB id 92944 MWM05 RS10630 WP 244362608.1 PLPNVKLDFQGKPFREVWDLLFATYGAQFNLDYLFLPPDVVVVAPTQVITALVDAPSRAGAAERRPYVVGIPEAAYRQAIQSQGG 168
NTDB id 1027 TT RS05145 WP 011173436.1 PLPNVKLDFQGKPFREVWDLLFATYGNQYSLDYLFLPPDVVVVAPTQVITALVDAPSRTGAMERRPYIVGVPEIAYKRTETDAQG 169
consensus !!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!*!!*!! !!* !

logo QPVQRTVVSVNI
VEGSAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAI

VLSVLATPEQHARFSDI LQRAGIDFRPLPALAQPKPRLVEKR
NTDB id 92944 MWM05 RS10630 WP 244362608.1 QVQVVSNVESAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAILSVLATPEQHARFSDILQRAGIDFRPLPALAQPKPRLER 253
NTDB id 1027 TT RS05145 WP 011173436.1 QPRTVVNIEGAKAWVQNDLLPFLSREAAGLNVNWIVVEEGGRLKAVLSVLATPEQHARFSDILQRAGIDFRPLPALAQPKPRVEK 254
consensus !* ! !*! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*

logo

A
TYATLTHYATTFPDELLAFLQASQRLVPEGAQIGSVVPTDNPKQKRAI

LVLATEEDHARLASELLKATADVPKPPAKTVRRVYATLQNLTFALEAQERLKPLL
NTDB id 92944 MWM05 RS10630 WP 244362608.1 AYALTHTTFPELLAFLQAQVPGAQISVVPTDPKKALVLATEEDHARLAELLKAADVPKPPAKVRRVYALQNLTFLEAQERLKPLL 338
NTDB id 1027 TT RS05145 WP 011173436.1 TYTLTYATFPDLLAFLQSRLPEAQIGVVPTNPQRAIVLATEEDHARLSELLKTADVPK...TVRRVYTLQNLTFAEAQERLKPLL 336
consensus ! !!* !!!*!!!!!! *! !!! !!!! ! *!*!!!!!!!!!!! !!!! !!!!!*** !!!!! !!!!!! !!!!!!!!!!
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TARLES ILPGSNPKALLLEAAPEADEHQALFAE I

LLKALVDVPPQAPAQAPPTQEATLQRRLYPLHRFYADNAEKQVAPFLAREVPGIVVQTVPG
NTDB id 92944 MWM05 RS10630 WP 244362608.1 EKEIPTARLESIPSNPKALLLEAAEADQALFAELLKAVDVPPQAPAPTQEATQRRLYPLRFADAEKVAPFLAREVPGIVVQTVPG 423
NTDB id 1027 TT RS05145 WP 011173436.1 EKDLKGARLESLPGNPKALLLEAPEAEHALFAEILKALDVPPQAPQAPQEATLRRLYPLHYANAEQVAPFLAREVPGIVVQTVPG 421
consensus !!*** !!!!!*! !!!!!!!!!*!!**!!!!!*!!!*!!!!!!! **!!!! !!!!!!**! !! !!!!!!!!!!!!!!!!!!!

logo QPLVLSVRGTEARQLAREAVESTLLAQIDRAPPEQGPPLVFQRAYQLSNAKASVELAKQVLQEALKQAQRQSAQAQNQGQGQGQQGNQATPPTRTREPATVVADEPRTN
NTDB id 92944 MWM05 RS10630 WP 244362608.1 QPVLSVRGTERQLAEAETLLAQIDRAPEQGPPLFQRAYQLSNAKASELAKVLQEALQAQSQAQGQGQGQTPTRRPATVVADERTN 508
NTDB id 1027 TT RS05145 WP 011173436.1 QPLLSVRGTEAQLREVESLLAQIDRPPEQGPPVFQRAYQLSNAKAVELAQVLQEALKARQAQNQGQQNQAPPTREATVVADPRTN 506
consensus !!*!!!!!!! !! ! !*!!!!!!!*!!!!!!*!!!!!!!!!!!! !!! !!!!!! ! * ! ! !* !*!!!!!!*!!!

logo TL IVTGTQEDLALVEGL IPKRLDQPSVPQVNLRVR IQEVQSNLSTRSLGI
L
K
RWNSTIASGGNVAVAS I LDSSGLSL I FDSTRSLAASLNI IMATL

NTDB id 92944 MWM05 RS10630 WP 244362608.1 TLIVTGTQEDLALVEGLIPRLDQSVPQVNLRVRIQEVQSNLSRSLGIRWNTISGGNVVASILSSGLSLIFDSTRSLASLNIIATL 593
NTDB id 1027 TT RS05145 WP 011173436.1 TLIVTGTQEDLALVEGLIPKLDQPVPQVNLRVRIQEVQSNLTRSLGLKWNSIAGGNVAASILDSGLSLIFDSTRSLAALNIMATL 591
consensus !!!!!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!!*!!!!**!!*! !!!! !!!! !!!!!!!!!!!!!! !!!*!!!



logo DALQKQQGLSRALRDVNQLTVLNNQTARLQSGETFF IRRVVNDQREVERVPFDI
VGI

L IVEAVTPQITADGQI LLNIKAEVSGNVQRNPVDNG
NTDB id 92944 MWM05 RS10630 WP 244362608.1 DALQKQGLSRALRDVNQLVLNNQTARLQSGETFFIRRVVNDREERVPFDIGIIVEATPQITADGQILLNIKAEVSGNVQRNPVNG 678
NTDB id 1027 TT RS05145 WP 011173436.1 DALQQQGLSRALRDVNQTVLNNQTARLQSGETFFIRRVVNDQVERVPFDVGLIVEVTPQITADGQILLNIKAEVSGNVQRNPVDG 676
consensus !!!! !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!*!*!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !

logo DVDRFTKQVVTTTLRVKRDGEQTVVLGGLTSQESTNQSTQQGVPFLLMDIPL IGELFKQRSTNQDESTTDEKELLVVITADNI LVKREATANSARNPP
NTDB id 92944 MWM05 RS10630 WP 244362608.1 DVDRFTKQVVTTTLRVRDGQTVVLGGLTSQETNQTQQGVPFLMDIPLIGELFKQRSQDTTEKELLVVITANIVRETANRP. 758
NTDB id 1027 TT RS05145 WP 011173436.1 DVDRFTKQVVTTTLRVKDGETVVLGGLTSQESNQSQQGVPLLMDIPLIGELFKQRTNESTDKELLVVITADILKEAASANP 757
consensus !!!!!!!!!!!!!!!!*!! !!!!!!!!!!!*!!*!!!!! !!!!!!!!!!!!!!****!*!!!!!!!!! !**! ! **
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X ≥ 50% conserved


