
logo MKLNL ITLAVVLL IVADLTLLFLPQPSLLLPWQVALVIALVL I FLF I FLWRKRNFLVSLAFFVASLGYFHHYSALSLLSQQAQNRIT
NTDB id 304928 DV378 RS06155 WP 114934799.1 MKLNLITLAVLLIVADLTLLFLPQSLLLPWQVALVIALVLIFLFIFWRKNFLVSLAFFVASLGYFHHSALSLLQQAQRIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!*!!!!! !!!! !!

logo AQKQMVVATFEKIQE I LHQQDYQTL IATATLETDNNLQEQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFLSK
NTDB id 304928 DV378 RS06155 WP 114934799.1 AQKQMVAFEIQEILHQQDYQTLIATATLTDNLQEQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYLSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!*! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!

logo GITAVGTVKSAAVKIADVSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKNTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 304928 DV378 RS06155 WP 114934799.1 GITAVGTVKSAAKIADVSSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKNTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IMHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVFLF IVQIMRRHYYSPFIQFLFTLVVGFLLF
NTDB id 304928 DV378 RS06155 WP 114934799.1 GIGFYLARVVQVFFPTRFMHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVFFVQIMRRYYSPFQLFTLVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!*!!! ! !!!!!!!!!!

logo CDPLMPLSVSFWLSCGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLNSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 304928 DV378 RS06155 WP 114934799.1 CDPLMPLSVSFWLSCGAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILNLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
LMAVP IYSFFLLVPL I LFAVFTNGATMVFSWQLANKLAEGITGL I SVFQGNWLTVSFNLALFGLTALCAGI FML I IWCNIYREKPQE

NTDB id 304928 DV378 RS06155 WP 114934799.1 LMAVPIYSFFLVPLILFAVFTNGAVFSWQLANKLAEGITGLISVFQGNWLTVSFNLALFLTALCAGIFMLIIWCIYRKQE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus !!!!!!!! !!!!!!!!!!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!*!!! *!

logo

A
I SPSSNTWKQIKRAPKRFFTLNLSKPLLKNER INVLLRCSFGI I LLMCFMTI LLFKQLNSKPTWQVDTLDVGQGLATL IVKNGKGI LYD

NTDB id 304928 DV378 RS06155 WP 114934799.1 ASPSTWKIKRPRFFTLNLSKPLLKNERINVLLCSFGIILMCFMILLFKQLNKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus !*! ! !!!**!!!!!!!!!!!!!!!!!!! !!!!!!!*!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGSSWRGGNSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEL ITPSRKNYGENYRTFCTAGRDWHWQG
NTDB id 304928 DV378 RS06155 WP 114934799.1 TGSSWRGGNMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNVVTRADNPSHSCVI LVDDGKHNSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA
NTDB id 304928 DV378 RS06155 WP 114934799.1 LHFQILSPHNVVTRADNPHSCVILVDDGKHSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMTERLHQRYKSAVENTAI
VSGQVRVNFFQDRLE IQQARTEKFSPWYAVRVIGLSKE

NTDB id 304928 DV378 RS06155 WP 114934799.1 IISSGRWNPWKFPHYSVTERLQRYKSAVENTAISGQVRVNFFQDRLEIQQARTEFSPWYVRVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!
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