
logo MKLNL ITLAVVLL IVADLTLLFLPQPLLLPWQVALVIALVL I FLF I FFLRRNFVLVSYLAFFVAVSLGYFTHHYSALSLLSQQAQNS IT
NTDB id 309826 CH635 RS05290 WP 084999775.1 MKLNLITLAVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFFRRNVLVYLAFFVVSLGYTHHSALSLLQQAQSIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !! !!!!! !!!! !*!!!!! !!!! !!

logo AQKQVVTFEKIQE I LHQQDYQTL IATATLAEDNDNLQRAEQR I FLHNWKAKEMVPQLSE IWQAE IASLRPSLSARLNFGGFDRQQWYFSK
NTDB id 309826 CH635 RS05290 WP 084999775.1 AQKQVVTFEIQEILHQQDYQTLIATATLADDLRAQRIFLHWKAKEMPQLSEIWQAEIALRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!! ! !!!!!*!!!!!*!!!!!!!!!!! !!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 309826 CH635 RS05290 WP 084999775.1 GITAVGTVKSAVKIADVSSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVFLF IVQI IMRRHYSP IQFLFTLVVVAGFL ILF
NTDB id 309826 CH635 RS05290 WP 084999775.1 GIGFYLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVFFVQIIRRHYSPIQLFTVVVAFLIF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!*!!!!!!!! !!*!!*!!*!

logo CDPLMPLSVSFWLSCGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 309826 CH635 RS05290 WP 084999775.1 CDPLMPLSVSFWLSCGAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
MAVP I

LYSFFLLVPL I LFAVFTNGATMVFSWQLANKLAEGITGWL I SVFQGNWLTVSFNLALGVLTALCAGI FML I IWNS IYREPE
NTDB id 309826 CH635 RS05290 WP 084999775.1 LIAVPLYSFFLVPLILFAVFTNGAVFSWQLANKLAEGITWLISVFQGNWLTVSFNLALVLTALCAGIFMLIIWSIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus *!!!*!!! !!!!!!!!!!!!! *!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!! !!!!!!

logo

A
I SSSNTWKQIKRAPKRFFTLNLSKPLLKNER INVL IRCSFGI I LLMCFMTI LLFKQLNSKPTWQVDTLDVGQGLATL IVKNGKGI LYD

NTDB id 309826 CH635 RS05290 WP 084999775.1 ASSSTWKIKRPRFFTLNLSKPLLKNERINVLICSFGIILMCFMILLFKQLNKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus !!! ! !!!**!!!!!!!!!!!!!!!!!!! !!!!!!!*!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGSSWRGGSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEL ITPSRKNYGENYRTFCTAGRDWHWQG
NTDB id 309826 CH635 RS05290 WP 084999775.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNS IVVETRADNPSHSCVI LVDDGKHNRSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA
NTDB id 309826 CH635 RS05290 WP 084999775.1 LHFQILSPHSIVERADNPHSCVILVDDGKHRVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!! *! !!!!*!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMTERLHRYKSAVENTAVSGQVRVNFFQDRLE IQQARTKFSPWYARVIGLSKE
NTDB id 309826 CH635 RS05290 WP 084999775.1 IISSGRWNPWKFPHYSVTERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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