
logo MKLNL ITLAVVLL IVADLTLLFLPQPSLLLPWQVALVIALVL I FLF I FLWRKRNFLVSLAFFVASLGYFHHYSALSLLSQQAQNRIT
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 MKLNLITLAVLLIVADLTLLFLPQSLLLPWQVALVIALVLIFLFIFWRKNFLVSLAFFVASLGYFHHSALSLLQQAQRIT 80
NTDB id 1359 HI 0061 AAC21739.1 MKLNLITLVVLLIVADLTLLFLPQPLLLPWQVALVIALVLIFLFIFLRRNFLVSLAFFVASLGYFHYSALSLSQQAQNIT 80
consensus !!!!!!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!*!!!!! !!!! !!

logo AQKQMVVATFEKIQE I LHQQDYQTL IATATLETDNNLQEQR I FLNWKAKEVPQLSE IWQAE I SLRPSLSARLNFGGFDRQQWYFLSK
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 AQKQMVAFEIQEILHQQDYQTLIATATLTDNLQEQRIFLNWKAKEVPQLSEIWQAEISLRPLSARLNFGGFDRQQWYLSK 160
NTDB id 1359 HI 0061 AAC21739.1 AQKQVVTFKIQEILHQQDYQTLIATATLENNLQEQRIFLNWKAKEVPQLSEIWQAEISLRSLSARLNFGGFDRQQWYFSK 160
consensus !!!!*! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!! !!

logo GITAVGTVKSAAVKIADVSSLRAEKLQQVKRKQTEGLSLQGLL IALAFGERAWLDKNTTWS IYQQTNTAHL IA I SGLHIGLAM
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 GITAVGTVKSAAKIADVSSLRAEKLQQVRKQTEGLSLQGLLIALAFGERAWLDKNTWSIYQQTNTAHLIAISGLHIGLAM 240
NTDB id 1359 HI 0061 AAC21739.1 GITAVGTVKSAVKIADVSSLRAEKLQQVKKQTEGLSLQGLLIALAFGERAWLDKTTWSIYQQTNTAHLIAISGLHIGLAM 240
consensus !!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!

logo GIGFCYLARVVQVFFPTRF IMHPYFPLVFGVLFAL IYAYLAGFSVPTFRAI SALVFVFLF IVQIMRRHYYSPFIQFLFTLVVGFLLF
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 GIGFYLARVVQVFFPTRFMHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVFFVQIMRRYYSPFQLFTLVVGFLLF 320
NTDB id 1359 HI 0061 AAC21739.1 GIGFCLARVVQVFFPTRFIHPYFPLVFGVLFALIYAYLAGFSVPTFRAISALVFVLFIQIMRRHYSPIQFFTLVVGFLLF 320
consensus !!!!*!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!!!*!!! ! !!!!!!!!!!

logo CDPLMPLSVSFWLSCGAVGCL ILLWYRYVPFSLFQWKNRPFSPKVRWI FLNSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 CDPLMPLSVSFWLSCGAVGCLILWYRYVPFSLFQWKNRPFSPKVRWILNLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
NTDB id 1359 HI 0061 AAC21739.1 CDPLMPLSVSFWLSCGAVGCLLLWYRYVPFSLFQWKNRPFSPKVRWIFSLFHLQFGLLLFFTPLQLFLFNGLSLSGFLAN 400
consensus !!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo

F
L
I
MAVP I

LYSFLLVPL I LFAVFTNGATMVFSWQLANKLAEGVITGL I SVFQGNWLTVSFNLALFGLTALCAGI
TFML I IWNR IYREPE

NTDB id 1142732 DQL17 RS04535 WP 111688936.1 LIAVPLYSFLLVPLILFAVFTNGAVFSWQLANKLAEVITGLISVFQGNWLTVSFNLALFLTALCAGTFMLIIWRIYREPE 480
NTDB id 1359 HI 0061 AAC21739.1 FMAVPIYSFLLVPLILFAVFTNGTMFSWQLANKLAEGITGLISVFQGNWLTVSFNLALGLTALCAGIFMLIIWNIYREPE 480
consensus *!!!*!!!!!!!!!!!!!!!!! *!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!!!! !!!!!!

logo

I
VSSSNWQIKRAKFFTLNLSKPLLKNER INVL IRCSFGI I LLMCFTI LLFKQLSKPTWQVDTLDVGQGLATL IVKNGKGI LYD

NTDB id 1142732 DQL17 RS04535 WP 111688936.1 VSSSNWQIKRAKFFTLNLSKPLLKNERINVLICSFGIILMCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
NTDB id 1359 HI 0061 AAC21739.1 ISSSNWQIKRAKFFTLNLSKPLLKNERINVLRCSFGIILLCFTILLFKQLSKPTWQVDTLDVGQGLATLIVKNGKGILYD 560
consensus *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo TGSSWQRGGSMAELE I LPYLQREQGIVLEKL I LSHDDNDHAGGASTI LKAYPNLVEFL I STPSQRKNYGENHYRTFCTAGRDWHWQG
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 TGSSWQGGSMAELEILPYLQRQGIVLEKLILSHDDNDHAGGASTILKAYPNLEFISPSQKNYGENHRTFCTAGRDWHWQG 640
NTDB id 1359 HI 0061 AAC21739.1 TGSSWRGGSMAELEILPYLQREGIVLEKLILSHDDNDHAGGASTILKAYPNVELITPSRKNYGENYRTFCTAGRDWHWQG 640
consensus !!!!! !!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !*!! !!!!!!*!!!!!!!!!!!!!!

logo LHFQI LSPHNTI
VVTRADNASHSCVI LVDDGKHNRSVLLTGDAEAKNEQI FARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA

NTDB id 1142732 DQL17 RS04535 WP 111688936.1 LHFQILSPHTIVTRADNAHSCVILVDDGKHRVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
NTDB id 1359 HI 0061 AAC21739.1 LHFQILSPHNVVTRADNSHSCVILVDDGKNSVLLTGDAEAKNEQIFARTLGKIDVLQVGHHGSKTSTSEYLLSQVRPDVA 720
consensus !!!!!!!!! *!!!!!! !!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I I SSGRWNPWKFPHYSVMTERLHQRYKSAVENTAVSGQVRVNFFKQDGRLE IQQARTEKFSPWYARVIGLSKE
NTDB id 1142732 DQL17 RS04535 WP 111688936.1 IISSGRWNPWKFPHYSVTERLQRYKSAVENTAVSGQVRVNFFKDGLEIQQARTEFSPWYARVIGLSKE 788
NTDB id 1359 HI 0061 AAC21739.1 IISSGRWNPWKFPHYSVMERLHRYKSAVENTAVSGQVRVNFFQDRLEIQQARTKFSPWYARVIGLSKE 788
consensus !!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!! ! !!!!!!!! !!!!!!!!!!!!!!
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X ≥ 50% conserved


