
logo MKLNL ITLAVVLL IVADLTLLFLPQPSLLLPWQVALVIALVL I FLF I FLWRKRNFLVSLAFFVASLGYFHHYSALSLLSQQAQNRIT
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 MKLNLITLAVLLIVADLTLLFLPQSLLLPWQVALVIALVLIFLFIFWRKNFLVSLAFFVASLGYFHHSALSLLQQAQRIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!*!!!!! !!!! !!

logo AQKQMVVTFEKIQE I LHQQDYQTL IATATLAEDNNLQREQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 AQKQMVTFEIQEILHQQDYQTLIATATLADNLREQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!*!!! !!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKNTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 GITAVGTVKSAVKIADVSSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKNTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVFLF IVQIMRRHYYSPFIQFLFTLVVGFLLF
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 GIGFYLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVFFVQIMRRYYSPFQLFTLVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!*!!! ! !!!!!!!!!!

logo CDPLMPLSVSFWFLSCFGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 CDPLMPLSVSFWFSFGAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!! !*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
MAVP IYSFFLLVPL I LFAVFTNGATMVFSWQLANKLAEGVITGL I SVFQGNWLTVSFNLALGVLTALCASGI FML I IWNR IYREPE

NTDB id 1126756 FGK83 RS04460 WP 138171781.1 LIAVPIYSFFLVPLILFAVFTNGAVFSWQLANKLAEVITGLISVFQGNWLTVSFNLALVLTALCSGIFMLIIWRIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus *!!!!!!! !!!!!!!!!!!!! *!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!! !!!!!!

logo

I
VSSSNWQIKRAPKRFFTLNLNSKPLLKNDEQRI

NNVLRCSFGI I LLCFTI LLFKQLSKPTWQVDTLDVGQGLATL IVKNGKGI LYD
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 VSSSNWQIKRPRFFTLNLNKPLLKNDQNNVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus *!!!!!!!!!**!!!!!! !!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGSSWRGGSMAELE I LPYLQREKGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEL IPTPSRKNYGENYRTFCTAGRDWHWQG
NTDB id 1126756 FGK83 RS04460 WP 138171781.1 TGSSWRGGSMAELEILPYLQRKGIVLEKLILSHDDNDHAGGASTILKAYPNVELIPPSRKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNI
VVTRADNPSHSCVI LVDDGKHNSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA

NTDB id 1126756 FGK83 RS04460 WP 138171781.1 LHFQILSPHNIVTRADNPHSCVILVDDGKHSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!!!*!!!!!!*!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMTERLHQRYKSAVENTAI
VSGQVRVNFFKQDRLE IQQARTEKFSPWYARVIGLSKSE

NTDB id 1126756 FGK83 RS04460 WP 138171781.1 IISSGRWNPWKFPHYSVTERLQRYKSAVENTAISGQVRVNFFKDRLEIQQARTEFSPWYARVIGLSSE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!*!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!! !
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