
logo MKLNL ITLAVVLL IVADLTLLFLPQPSLLLPWQVALVIALVL I FLF I FLRRNFLVSLAFFVASLGYFHYSALSLLSQQAQNIT
NTDB id 310173 CH582 RS05180 WP 105894296.1 MKLNLITLAVLLIVADLTLLFLPQSLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLLQQAQNIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo AQKQVVTFKIQE I LHQQDYQTL IATATLAENNLQEQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFSK
NTDB id 310173 CH582 RS05180 WP 105894296.1 AQKQVVTFKIQEILHQQDYQTLIATATLANNLQEQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYFSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!

logo GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLL IALAFGERAWLDKTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 310173 CH582 RS05180 WP 105894296.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IHPYFPLAVFGVLFAL IYAYLAGFSVPTFRAI SALVFVLF IQIMRRHYSP I
LQFLFTLVVVGFLLF

NTDB id 310173 CH582 RS05180 WP 105894296.1 GIGFYLARVVQVFFPTRFIHPYFPLAFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPLQLFTVVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!*!!!!!!!

logo CDNPLMPLSVSFWLSCEGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 310173 CH582 RS05180 WP 105894296.1 CNPLMPLSVSFWLSCEAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 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 310173 CH582 RS05180 WP 105894296.1 LMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGSTGLISVFQGNWFNVSFNLALVLTALCAGIFMLIIWRIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!! !!!!!!

logo I SSSNWQIKRAKFFTLNLSKPLLKNER INVLLRCSFGI I LLMCFMTI LLFKQLSKPTWQVDTLDVGQGLATL IVKNGKGI LYD
NTDB id 310173 CH582 RS05180 WP 105894296.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLLCSFGIILMCFMILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo

A
TGSSWRGGSMAELE I LPYLQREGIVLEKL I LSHDDNDHAGGASTI LKAYPNVEL ITPSRKNYGENYRTFCTAGRDWHWQG

NTDB id 310173 CH582 RS05180 WP 105894296.1 AGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LHFQI LSPHNVVTRADNPSHSCVI LVDDGKNSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA
NTDB id 310173 CH582 RS05180 WP 105894296.1 LHFQILSPHNVVTRADNPHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLE IQQARTKFSPWYARVIGLSKE
NTDB id 310173 CH582 RS05180 WP 105894296.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


