
logo MKLNL ITLVI
VLL IVADLTLLFLPQPSLLLPWLQVALVIALVL I FLF I FLRRNFLVFSLAFFVAVSLGYFTHHYSALSLLSQQAQNS IT

NTDB id 275923 C3V42 RS01740 WP 106013427.1 MKLNLITLVILLIVADLTLLFLPQSLLLPWLVALVIALVLIFLFIFLRRNFLVFLAFFVVSLGYTHHSALSLLQQAQSIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!!!*!!!!!!!!!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!! !!!! !*!!!!! !!!! !!

logo AQKQVVTFKIQE I LHYQQDYQTL IATATTLAEDNNLLQEGQRI FLNWKAKEVPQLSE I
VWQAE I SLRPSLSARLNFGGFDRQQWYFSK

NTDB id 275923 C3V42 RS01740 WP 106013427.1 AQKQVVTFKIQEILYQQDYQTLIATTTLADNLLGQRIFLNWKAKEVPQLSEVWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!!!!!!!!*!!!!!!!!!! !! !! !!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKNSAVKIADI
VSSLRAEKLQKQVKKQTEGLSLQGLL IALAFGERAWLDKNTTWS IYQQTNTAHL IA I SGLHIGLAM

NTDB id 275923 C3V42 RS01740 WP 106013427.1 GITAVGTVKNAVKIADISSLRAEKLQKVKKQTEGLSLQGLLIALAFGERAWLDKNTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!! !!!!!!*!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPSTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SAL IVFVFLF IQIMRRHYSP I
LQFLFTLVVGFLLF

NTDB id 275923 C3V42 RS01740 WP 106013427.1 GIGFYLARVVQVFFSTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALIFVFFIQIMRRHYSPLQLFTLVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!*! !!!!!!!!!!

logo CDPLMPLSVSFWLSCGAVGCL ILLVWYRYVPFSLVFQWKNRPFSPSKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 275923 C3V42 RS01740 WP 106013427.1 CDPLMPLSVSFWLSCGAVGCLIVWYRYVPFSVFQWKNRPFSSKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!**!!!!!!!!*!!!!!!!!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
MAVP I

LYSFLLVPL I LFAVFTNGATMVFSWQLANKLAEGITGWL I SLVFQGNWFLSTVSFNLALGVLTALCACGI
MFML I IWNS IYREPEK

NTDB id 275923 C3V42 RS01740 WP 106013427.1 LIAVPLYSFLLVPLILFAVFTNGAVFSWQLANKLAEGITWLISLFQGNWFSVSFNLALVLTALCCGMFMLIIWSIYREPK 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus *!!!*!!!!!!!!!!!!!!!!! *!!!!!!!!!!!!!! !!!*!!!!! *!!!!!!! !!!!!*!*!!!!!! !!!!!

logo

I
V
L
SSS INRWQIKRAKRFFTLNLSKPLLKNDER IKNVLRCSFGI IML

SLCFMTI LLFKQLSKP I
TWQVDTLDVGQGLATL IVKNGKGI LYD

NTDB id 275923 C3V42 RS01740 WP 106013427.1 VLSSIRQIKRARFFTLNLSKPLLKNDRIKVLRCSFGIMSLCFMILLFKQLSKPIWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus * !! !!!!!*!!!!!!!!!!!!!*!! !!!!!!!!* !!! !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGPSASWQRGGNSMAELE I LPYLHQREGITVLEKL I LSHDDNDHAGGASTI LKAYPNVEFL ITPSQRKKNYGENHYRTFCTAGRDHWDHWQG
NTDB id 275923 C3V42 RS01740 WP 106013427.1 TGPAWQGGNMAELEILPYLHREGITLEKLILSHDDNDHAGGASTILKAYPNVEFITPSQKKYGENHRTFCTAGRHWDWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!* ! !! !!!!!!!!!!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!! ! !!!!*!!!!!!!!*!*!!!

logo LHFQI LSPHYNS IVVETRADNPSHSCVI
TLVDDGKHNRSVLLTGDAEATKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDI

VA
NTDB id 275923 C3V42 RS01740 WP 106013427.1 LHFQILSPYSIVERADNPHSCVTLVDDGKHRVLLTGDAETKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDIA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!* *! !!!!*!!!! !!!!!!* !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!

logo I I SSGRWNPWKFPHYSVMERLHRYKSAVENTAI
VSGQVRVNFFKQDRLE IQQARTEKFSPWYARVIGFLSKSE

NTDB id 275923 C3V42 RS01740 WP 106013427.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAISGQVRVNFFKDRLEIQQARTEFSPWYARVIGFSSE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!! !!!!!!!!!! !!!!!!!!!! ! !

X non conserved

X similar

X ≥ 50% conserved


