
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGAMAQTHYKNYAI IVMNERNQLDEVKRGRDNGQYQSKSTI
LKDKDRERKF IYNTKSDQRGNGNGLGQQNNFS

NTDB id 29636 NMCC RS01935 WP 079884946.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAMAQTYNYAIVMNERNQLDVRRDGQYQKSTLKDKDRERKFIYTSQRNNLGQQNNF 85
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYS..TIKDKDRERKFIYNKDRGGGG....S 78
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!* !!!*!!!!!!!*!* !!! **!*!!!!!!!!!!! ! !****

logo

I
V
F
SFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLEQKRNNAVDWIHRTTQRAIAGLAGYARYDTDNVI

VCRSTNTDQCPKQLVYEKTKRFSFDGN
NTDB id 29636 NMCC RS01935 WP 079884946.1 ISFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLEKRNNAVDWIRTTRIALAGYRYDNVVCRSTTDCPKLVYKTRFSFDN 170
NTDB id 1090 CAA90909.1 1..3114( ) VFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFSFDG 162
consensus * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!*!! *!!!! ! !*!!!* !! !!! !*!!!!

logo

I
P
D
GLAKNTAGGVGSLDKRHPTDEPSRDENSP IYKLKDHPWLGVSFNLGASEGNTAVKDNGKSTFINKL IVSSFNSEGKNNSNNQNTI

LVSYTTERGHRDS I SLGSDWKQREHTT
NTDB id 29636 NMCC RS01935 WP 079884946.1 PDLAKTGVGLDKHTEPSRDNSPIYKLKDHPWLGVSFNLGAEGTAKNGKTINKLVSSFNEKNSNNNLVYTTEGRDISLGDWQRETT 255
NTDB id 1090 CAA90909.1 1..3114( ) IGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHT 247
consensus * !!! * !!*!**!!!*!!!!!!!!!!!!!!!!!!!! ! ! ! !!* !!!*!!! ! ! !* *! !! !* !!! !! !!*!

logo AMAYYLNAKLHLLDKKGI EKDIAQGKTVDLGTLRPRVEATTGVRRGESLWLNFWAKTWDKI EKDKNGNQIPTVKRLGLPEVKAGRC I
VNKANPNPKNAKQ

NTDB id 29636 NMCC RS01935 WP 079884946.1 AMAYYLNAKLHLLDKKGIKDIAQGKTVDLGTLRPRVETTGR..SWLNFWAKWDIKDNGQIPVKLGLPEVKAGRCINKANPNPKAQ 338
NTDB id 1090 CAA90909.1 1..3114( ) AMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAK 332
consensus !!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!! ! !** !!!!! ! ! ! !*!*!*!!!!!!!!!!!*!!!!!!! !

logo ALPSPALTAPALWFGAPGVKQDGKAEMYSASVSTYPDSSSSR I FYLQNLKRKTDPTGSKRPGRHYSLAEDTLSTAENSDIKQSKREPNTFTGSRQTI IRLDNGG
NTDB id 29636 NMCC RS01935 WP 079884946.1 ALSPALTAPALWFGAGQDGKAEMYSASVSTYPDSSSSRIFLQNLKRKTDTSRPGRYSLADLSASDIQSKEPTFTSRQTIIRLDGG 423
NTDB id 1090 CAA90909.1 1..3114( ) APSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGG 417
consensus !*!!!!!!!!!!!!* !!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!* *!!!*!! !* !! !*!! !! !!!!!!! !!

logo VRE IKLDRNSNTEAVTVGNFLNGNDGKNNDETFGIVKSDEGLGSFVEMPDDTSEWKKVLLPWTVRGFSADDGNKRFKASFINKQEENNDNKSPSKYSQKRYR I
SRDENGN

NTDB id 29636 NMCC RS01935 WP 079884946.1 VREIKLDRSN.EATGLNGNDGKNETFGIVSEGSFMPDDSEWKKVLLPWTVRGSADDGRFKSINQE.....SSKYSQRYRIRENGN 502
NTDB id 1090 CAA90909.1 1..3114( ) VREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.N 501
consensus !!!!!!!! !*! !!!!! !*!!!!! * !! !!!!!!!!!!!!!! !!! *!! ! !***** *!!!!*!! !*!*!

logo

K
N
G
S
E
KRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKDI EQNKTDESTLAKDELVRATFAEKGYVGDRYGV

NTDB id 29636 NMCC RS01935 WP 079884946.1 NSKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIENKDSTLAKELRAFAEKGYVGDRYGV 587
NTDB id 1090 CAA90909.1 1..3114( ) KGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGV 586
consensus ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!**! !!!!!!!!!!!!!



logo DGGFVLRKR I
V
D
T
D
N
DL
Q
D
N
G
KQKNHRFVFMFGAMGFLGGRGAYALDLTKADEGNGSDPTAVSLFDVKDHDNNGKNNGSNNRSVEQLGYTVGTPQIGKTHDGKY

NTDB id 29636 NMCC RS01935 WP 079884946.1 DGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLTKAENGDPTAVSLFDVKHDNNGKNSNNSVQLGYTVGTPQIGKTHDGKY 672
NTDB id 1090 CAA90909.1 1..3114( ) DGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKD..NGNNGNNRVELGYTVGTPQIGKTHDGKY 668
consensus !!!!!!!** * ! * !!!!!!! !!!!!!!!!!!!!* !!!!!!!!!!!***!! ! !! ! !!!!!!!!!!!!!!!!!!

logo AAFLASGYATKEQI IDTSGDENKTTALYVYDLEGNNGNTGNNTL IKRKI EVPTGSGKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSGSQDP

NTDB id 29636 NMCC RS01935 WP 079884946.1 AAFLASGYATKQI.DSGENTTALYVYDLENNN.GTLIRKIEVTSGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSGQDP 755
NTDB id 1090 CAA90909.1 1..3114( ) AAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDP 753
consensus !!!!!!!!!!! !* !!*! !!!!!!!!! ! * !!*!!!!* !!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!

logo

N
QQWSVRTI FESGNTKP ITSAPAI SQLKDKRVVI FGTGSDLSEEDVDNSKMEEIQHYI

VYGI FDDNDTADTGTGTTVANFQDSDGQSGGKGLLEQKVLERKRDKNDGN
NTDB id 29636 NMCC RS01935 WP 079884946.1 NQWSVRTIFSGNKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDSKEIQHVYGIFDNDTDTGT..AQDGQGKGLLEQKLEKDKDG 838
NTDB id 1090 CAA90909.1 1..3114( ) QQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDN 838
consensus *!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !**!!!!! !! ! ** ! !!!!! ! *! !

logo KTLFLSTDYKRSDGSGDNKGWVVKLEKADGQRVTVKPTVVLRTAFVTIHKYTGNTDKCGAETAI LG INTADGGKLTKKSARP IVPAEADNTA
NTDB id 29636 NMCC RS01935 WP 079884946.1 KTLFLSDYKRSDGSGDKGWVVKLEAGQRVTVKPTVVLRTAFVTIHKYTGNDKCGAETAILGINTADGGKLTKKSARPIVPADNTA 923
NTDB id 1090 CAA90909.1 1..3114( ) KTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTA 923
consensus !!!!!*!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!

logo VAQYSGHKKGTSTNSGKS IP IGCMEQKDSNEGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI
T
D
F
K
P
A
EGKKRPSAGKRNNRCFSQRKGVR

NTDB id 29636 NMCC RS01935 WP 079884946.1 VAQYSGHKKTSSGKSIPIGCMEKDNGIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSRKGVR 1008
NTDB id 1090 CAA90909.1 1..3114( ) VAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVR 1008
consensus !!!!!!!!! * !!!!!!!!! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!

<0

logo TLLMNDLDSLDITGPMTCGMKRI SWREVFYO
NTDB id 29636 NMCC RS01935 WP 079884946.1 TLLMNDLDSLDITGPMCGMKRISWREVFY. 1037
NTDB id 1090 CAA90909.1 1..3114( ) TLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!!
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