
logo

MPSGHRENKRKENDMKNKTLPKRHQLVFLRHTALVYATAI
M
I
L
L
M
A
F
S
V
H
S
S
T
G
Q
G
Q
A
G
F
G
A
G
A
M
A
G
D
Q
S
T
E
H
K
T
F
Y
A
N
F
I IMVKNDEDRGNQSLVEGVGKKIPGGNQGVRNGQRKLS I

NTDB id 305038 DV311 RS00810 WP 114934961.1 MPSGHRENKRKENDMKKTPKRHLLRHTAVYTAMILAVSSQQAFGAGDSETFNFIVKDDGSVEGGKIPGGQGVRNGRKLSI 80
NTDB id 1090 CAA90909.1 1..3114( ) ..............MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVK....GN....GQ.... 54
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NTDB id 305038 DV311 RS00810 WP 114934961.1 PKGRPGSVSTQQACTDLGITPRTPECNFIVSL....TDEFTYANTDTLLAGKGGKLNLG.GGPAPLWGKVSGLDADNMAG 155
NTDB id 1090 CAA90909.1 1..3114( ) .......YS........TIKDKDRERKFIYNKDRGGGGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQK 119
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NTDB id 305038 DV311 RS00810 WP 114934961.1 RK.TDSWLTTVHKGKMGYDFTGISCFLKGVGVSTGQSRQCPDLPFKFYFNFKDSALDPAS......AGTSPDGLPIYKLK 228
NTDB id 1090 CAA90909.1 1..3114( ) RNNAVDWIHTTQAGLAGYAYTDVICR..........SNQCPQLVYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLK 189
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NTDB id 305038 DV311 RS00810 WP 114934961.1 DHPWLGVSFQLTKSSGTAPQ.........WITINNDHTLLNEMI.....TQPTGERSSGRAFALRAKLHLLGTPGSLNAQ 294
NTDB id 1090 CAA90909.1 1..3114( ) DHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIA 269
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NTDB id 305038 DV311 RS00810 WP 114934961.1 E...IKLGEINMPDFNFMPYNANGRG...RTGTLYKIHEQGHIDVKLQLPSIGAGGCTRAQYTATAPDGGQYAIVAPAPL 368
NTDB id 1090 CAA90909.1 1..3114( ) QGKTVDLGTLRPR.V....EATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALW 344
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FGAPGVFKDPGKAEMKYASAASVSVTDYPDKSASSSR I LYFLQYNTLDKKRKNNTDKKPGNKGPGARDHSLETYLTENPDS IKGKFSRTEPNVFTGRKQATAI IRLANGNGVRSEL ISDKLSDN
NTDB id 305038 DV311 RS00810 WP 114934961.1 .GAGFPG....KAAAVVTDPKSASSRILFYTLDKNNKKN.GGAD...YL..PSKGFTEPVFTGRKAAIRLANGVSLSDSN 437
NTDB id 1090 CAA90909.1 1..3114( ) FGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLD 424
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SRDDNNKGK
NTDB id 305038 DV311 RS00810 WP 114934961.1 IN..........GITNGTFGIG...SLGNNQDEWKTVLLRWTDRRDANDNQFNYFNNAIDASTRGKLYSQQYRIRDD..K 502
NTDB id 1090 CAA90909.1 1..3114( ) RNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENND.NKPKYSQKYRSRDNNKG 503
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NTDB id 305038 DV311 RS00810 WP 114934961.1 NRNLGDIVNSPVTAVGDYLATAANDGMVHIFKKSGG...GYNLKLSYIPGTMPRKNLDNQDSDLAKDLHNFANENYTGGL 579
NTDB id 1090 CAA90909.1 1..3114( ) ERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDR 583
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logo YGVDGGFVLRKQVDGNLNGQNRVFMFGAMGFQGGKRGAYALDLTKADEGSSDNPQTAGVSLFDVKQDGNGNNGNNRVELGYTVGTPQIGKT
NTDB id 305038 DV311 RS00810 WP 114934961.1 YGVDGGFVLRQVG.....NRVFMFGAMGQGGKGAYALDLTKAES.NQTGVSLFDVQGNG........LGYTVGTPQIGKT 645
NTDB id 1090 CAA90909.1 1..3114( ) YGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKT 663
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logo HDNDGKYAAFLASGYATVKDE I INTSGPDENKQTALYVYDLEGSNGTNNL IKKIAEVPGGKGGLSSPTLVDKTDLDGTVDIAYAGDRGGNM
NTDB id 305038 DV311 RS00810 WP 114934961.1 HNDKYAAFLASGYAVKDIN.SPENQTALYVYDLESNGT..LIKKIAVPGGKGGLSSPTLVDTDLDGTVDIAYAGDRGGNM 722
NTDB id 1090 CAA90909.1 1..3114( ) HDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNM 743
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logo YRFDLGSGSNQDPQTQRWSAVRATI FEQGTKP ITSAPAI SQLKDKRVVI FGTGSDLSTEDEDVADNSMQEEIQHYI
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NTDB id 305038 DV311 RS00810 WP 114934961.1 YRFDLGGNDPTRWSARAIFQGTKPITSAPAISQLKDKRVVIFGTGSDLTEDDVASQEIQHVYGIFDNDTDSLPA..EDGL 800
NTDB id 1090 CAA90909.1 1..3114( ) YRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDS 823
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logo GGKGLLEQVLVRTKRDNDGNKNMTLFLSTDYKRSDGSGDNKGWVVKLKQDPGQRVTVKPTVVLRTAFVTIHRKNYNTAGTDNGKCGAETAFI LG INTA
NTDB id 305038 DV311 RS00810 WP 114934961.1 GKGLLEQVVTKD..GNMLFLSDYKRSDGSGDKGWVVKLQPGQRVTVKPTVVLRTAFVTIRNYNA.NGCGAETAFLGINTA 877
NTDB id 1090 CAA90909.1 1..3114( ) GGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTA 903
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NTDB id 305038 DV311 RS00810 WP 114934961.1 DGGKLTKKSARPVVPDNR..VAKKVGEKKDAKGNNIPVGCMEKGTETVCPSGYIYPKLLTASYLDSQKTNDHPTTADGDA 955
NTDB id 1090 CAA90909.1 1..3114( ) DGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDA 983
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NTDB id 305038 DV311 RS00810 WP 114934961.1 GGSGNDNTPF.QKSGNRCFFSKGVHTLLMNDMSDLDVTGPICNMKRVSWREVFF. 1008
NTDB id 1090 CAA90909.1 1..3114( ) GGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
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