
logo MKLNL ITLAVVLL IVADLTLLFLPQLPLLLPWQVALVIALVL I FLF I FLWRKRHNFLVSLAFFVASYLGYFHYSALSLLSQQAQNIT
NTDB id 304583 DV428 RS08120 WP 114909352.1 MKLNLITLAVLLIVADLTLLFLPQLLLLPWQVALVIALVLIFLFIFWRKHFLVSLAFFVAYLGYFHYSALSLLQQAQNIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !**!!!!!!!!!! !!!!!!!!!!! !!!!!!!

logo AQKQVVTFEKIQE I LHQQDYQTL IATATLAENNLQEQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 304583 DV428 RS08120 WP 114909352.1 AQKQVVTFEIQEILHQQDYQTLIATATLANNLQEQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVLSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 304583 DV428 RS08120 WP 114909352.1 GITAVGTVKSAVKIADVLSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

A
GIGFCYLARAVVQVFFLPSTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVFLF IQI IMRRHYSP IQFLFTLVVVAGFL ILF

NTDB id 304583 DV428 RS08120 WP 114909352.1 AIGFYLARAVQVFLSTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVFFIQIIRRHYSPIQLFTVVVAFLIF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus *!!!*!!! !!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!! !!*!!*!!*!

logo CDPLMPLSVSFWLSCGAVGCL ILLWYRYVPFSLFQWKNRPFPSPKVRWI FSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 304583 DV428 RS08120 WP 114909352.1 CDPLMPLSVSFWLSCGAVGCLILWYRYVPFSLFQWKNRPFPPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
MAVP I

LYSFLLVPL I LFAVFTNGATFMFSWQFLANKLAEGVITGL I SVFQGNWLTVSFNLALGVLTALCASGI FML I IWNR IYREPE
NTDB id 304583 DV428 RS08120 WP 114909352.1 LIAVPLYSFLLVPLILFAVFTNGAFFSWQFANKLAEVITGLISVFQGNWLTVSFNLALVLTALCSGIFMLIIWRIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus *!!!*!!!!!!!!!!!!!!!!! !!!! !!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!! !!!!!!

logo

I
VSSSNWQIKRAKFFTLNLSKPLLKNER INVLRCSFGI IML

SLCFMTI LLFKQLSKPTWQVDTLDVGQGLATL IVKNGKGI LYD
NTDB id 304583 DV428 RS08120 WP 114909352.1 VSSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIMSLCFMILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGPSASWQRGGNSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEFL ITPSRKNYGENYRTFCTAGRDWDHWQG
NTDB id 304583 DV428 RS08120 WP 114909352.1 TGPAWQGGNMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVEFITPSRKNYGENYRTFCTAGRDWDWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!* ! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!*!!!

logo LHFQI LSPHNTI
VVTRADNPSHSCVI LVDDGKHNSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA

NTDB id 304583 DV428 RS08120 WP 114909352.1 LHFQILSPHTIVTRADNPHSCVILVDDGKHSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!! *!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMERLHQRYKSAVENTAVSGQVRVNFFQDRLE IQQARTEKFSPWYARVIGLSKE
NTDB id 304583 DV428 RS08120 WP 114909352.1 IISSGRWNPWKFPHYSVMERLQRYKSAVENTAVSGQVRVNFFQDRLEIQQARTEFSPWYARVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!
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