
logo MKLNL ITLAVVLL IVADLTLLFLPQPLLLPWQVAFLVIALVL I FLF I FLRRNFLVSLAFFVASLGYFHYSALSLLSQQAQNIT
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 MKLNLITLAVLLIVADLTLLFLPQPLLLPWQVAFVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLLQQAQNIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo AQKQVVTFKIQE I LHQQDYQTL IATATLAENNLQEQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 AQKQVVTFKIQEILHQQDYQTLIATATLANNLQEQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLL IALAFGERAWLDKTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCLAVRVVQVFFPTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVLF IQIMRRHYSP IQFLFTLVVVGFLLF
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 GIGFCLVRVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQLFTVVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!

logo CDPLMPLSVSFWLSCGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 CDPLMPLSVSFWLSCGAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
LMAVP IYSFLLVPL I LFAVFTNGTMFSWQLANKLAEGI

STGL I SVFQGNWFLNTVSFNLALGVLTALCAGI FML I IWNR IYREPE
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 LMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGSTGLISVFQGNWFNVSFNLALVLTALCAGIFMLIIWRIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!! !!!!!!

logo

I
VSSSNTWKQIKRAPKRFFTLNLSKPLLKNER INVLRCSFGI I LLCFTI LLFKQFLSKPSTWQVDTLDVGQGLATL IVKNGKGI LYD

NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 VSSSTWKIKRPRFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQFSKSTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus *!!! ! !!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGSSWRGGSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEL ITPSQRKNYGENYRTFCTAGRDWHWQG
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSQKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNVVTRADNPSHSCVI LVDDGKHNSVLLTGDAEAKNEQI FARATLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 LHFQILSPHNVVTRADNPHSCVILVDDGKHSVLLTGDAEAKNEQIFARALGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLE IQQARTKFSPWYARVIGLSKE
NTDB id 119750 NTHIC486 RS04910 WP 014550611.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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