
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGGAMQAQTHRKYAI IMNERKNQLPEVKGRNGQYSTIKDKDRERKVFDIYNTKSDQKRGNGGLGI
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGGAQAQTRKYAIIMNERKQPEVKRNGQYSTIKDKDRERVFDYTSQKNGLGI 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGG..GAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGG. 77
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!**!! !!!*!!!!!!!!! !*!!! !!!!!!!!!!!!!! ! ! * ! !*

logo

TSNF
S
I
V
F
SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATDGSLKQGKRANNAVDWIHRTTQRAPGLAGYAYTDVICRSDNKQCPQLVY

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 TSNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTDSLKGRANAVDWIRTTRPGLAGYAYTDVICRSDKCPQLVY 160
NTDB id 1090 CAA90909.1 1..3114( ) ...SVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVY 154
consensus *** * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! ! ! ! !!!!!!*!! *!!!!!!!!!!!!!! !!!!!!

logo

E
KTKQFSTFDGGQI

QGLAQKRKNAGSKLDI
R
H
Y
E
PDKPSRDENSP IYKLKDHYPWLGVSFNLGSEGNTAVKDGKSVFTNKL IVSYSFDSEGKNNSNNQNTI

LVSYTTER
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 KTQFTFGQQGLQRKAGSKLDIYEDKSRDNSPIYKLKDYPWLGVSFNLGSEGTAKDGKVTNKLVYSFDEKNSNNNLVYTTE 240
NTDB id 1090 CAA90909.1 1..3114( ) ETKFSFDGIGLAKNAGS.LDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTR 233
consensus ! !*! !! * !!!*!! **!*!!*!!!!!!!!!*!!!!!!!!!!!! ! !!!! !!!* !! ! ! !* *! !!

logo GHRNS I SLGSDNWKQREHSTAMAYYLNAKLHLLDKKGQI EKDIAQGKTVDLGTLKRPRVEATI
T
G
VRRGESLWLDNFWATWKI EDKGNITVRLGL

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 GRNISLGNWQRESTAMAYYLNAKLHLLDKKQIKDIAQGKTVDLGTLKPRVETIGR..SWLDFWATWKIEDKGNITVRLGL 318
NTDB id 1090 CAA90909.1 1..3114( ) GHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGL 313
consensus !* !!! ! !!*!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!*!!!! !** ! !!!!!!!!!!!!!!!!!!!

logo PEVKAGRC I
VNKAPNPNPKNASKALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSR I FYLQENLKRTKQTDEPGKPGRHYSLEKSTL

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 PEVKAGRCINKPNPNPKS.ALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSRIFLQELKTQTEPGKPGRYSLKSL 397
NTDB id 1090 CAA90909.1 1..3114( ) PEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETL 393
consensus !!!!!!!!*!!*!!!! *!*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!*!! !! !*!!!!!!*!! *!
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D
E IKSREQPNSFNTGRQTI IRLDNDGGVHREL IKLDNGRNSKNDTEVAVANFNVGNLNGNNDTGKNNDTFGIVKDEALGNVENLPDATDSEWKKVLLPWTVRG

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 NDGEIKSRQPSFNGRQTIIRLDDGVHLIKLNGSKDEVAAFVNLNGNNTGKNDTFGIVKEANVNLDADEWKKVLLPWTVRG 477
NTDB id 1090 CAA90909.1 1..3114( ) TENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNG....NDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRG 469
consensus * *!!!! ! ! !!!!!!!! !!* !!! !! ! ****! ! !!!!!!!!* ! *! !!!!!!!!!!!!!

logo

F
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A
D
D
NDNEKFKASFINKQEKENNDNKPEPKYSQKRYR I

SRDNNKNGENRDNLGDIVNSP IVAVGEGYLATASANDGMVHI FKKQNSGGSDEKRSYNLKL
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 PDNDNEFKSINQK.....PEKYSQRYRIRDN.NGNRDLGDIVNSPIVAVGGYLATAANDGMVHIFKKNGGSDERSYNLKL 551
NTDB id 1090 CAA90909.1 1..3114( ) FADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG.DKRSYNLKL 548
consensus * !! !! ! *******!!!!*!! !!!* ! ! !!!!!!!!!!!!! !!!! !!!!!!!!!! !!*! !!!!!!!



logo SYIPGTMPRKQDYFIDQNDTTSALQDESTLAKQDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLNRGQKNHRVFMFGAMGFLGGRGAYALDLST
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 SYIPGTMPRQYFDNDTSALQDSTLAQELRAFAEKGYVGDRYGVDGGFVLRQVE.LRGQKHVFMFGAMGLGGRGAYALDLS 630
NTDB id 1090 CAA90909.1 1..3114( ) SYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLT 623
consensus !!!!!!!!! ! ******!!!! **! !!!!!!!!!!!!!!!!!!!! !**! !! *!!!!!!!! !!!!!!!!!!*

logo KAIDNGNSDYPATAAVPSLFDVKDGNDGNNGKNNRVEVEKLGYTVGTPQIGKI
T
H
R
D
NGKYAAFLASGYAATKEQIAITSGQDENKTALYVYDLEKDGNTGLT

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 KINGNYPAAAPLFDVKDGDNNGKNRVEVKLGYTVGTPQIGKIRNGKYAAFLASGYAAKQIA.SQENKTALYVYDLKDTL. 708
NTDB id 1090 CAA90909.1 1..3114( ) KADGSDPTAVSLFDVKDNGNNGNNRV..ELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGT 701
consensus ! ! ! ! *!!!!!! !!! !!!** !!!!!!!!!!!! * !!!!!!!!!!!! ! ! *! *!!!!!!!!!! *

logo

G
N
N
T
L
P IAKKI EAVPGGKGGLSSPTLVDKDLDGI

TVDIAYAGDRGGNMYRFDLSNSQSDPSQSKQWSAVKRTVI FEGDTKP ITSAPAI
VSQRLAKDKR

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 GTPIAKIEAPGGKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSNSDSSKWSAKVIFEGDKPITSAPAVSRLADKR 788
NTDB id 1090 CAA90909.1 1..3114( ) NNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKR 781
consensus *! !!! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !* !! * !!!! !!!!!!!!*! ! !!!

logo VVI FGTGSDLSEEDVDLNAMDEEQYIYGI FDDDKTAGTTVGNTVKVNVFTNSDGSTGGGLLEQVLRSERDENDNKTLFLNTDYKGRSDGSGNSKGWVVKL
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 VVIFGTGSDLSEEDVLNADEQYIYGIFDDDKGTVNVKVTNGTGGGLLEQVLSEEN..KTLFLN..KGSDGSGSKGWVVKL 864
NTDB id 1090 CAA90909.1 1..3114( ) VVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKL 861
consensus !!!!!!!!!!!!!!! ! *!!!!!!!!!!! *! *!!!!!!!!! *!**!!!!! **! !!!!! !!!!!!!

logo KDEGQRVTVKPTVVLRTAFVTIHRKYKTGDTDGKCGADETAI LG INTADGGAKLTKPKRSARP IVPEANKTADVAQYSGHKKTGTSTKNGKS IP I
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 KEGQRVTVKPTVVLRTAFVTIRKYK.DDGCGADTAILGINTADGGALTPRSARPIVPEANKDVAQYSGHKTTSKGKSIPI 943
NTDB id 1090 CAA90909.1 1..3114( ) KDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPI 941
consensus !*!!!!!!!!!!!!!!!!!!!*!! * ! !!!*!!!!!!!!!!!! !!**!!!!!!!!!! !!!!!!!! * !!!!!!

logo GCMQWKNSNSEKI
TVCPNGYVYDKPVNVRYLDEKTEKTDGFSTTADGDAGGSGIDPAGKRRPSGKNNRCFSKQKGVRTLLMNDLDSLDIT

NTDB id 1143990 C7S05 RS11760 WP 144996899.1 GCMWKNSKTVCPNGYVYDKPVNVRYLDETETDGFSTTADGDAGGSGIDPAGRRPGKNNRCFSKKGVRTLLMNDLDSLDIT 1023
NTDB id 1090 CAA90909.1 1..3114( ) GCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDIT 1021
consensus !!! ! !!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!! !!!!!!!!!!!!!!!!!
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logo GPMTCGI
MKR I

LSWREVFFYO
NTDB id 1143990 C7S05 RS11760 WP 144996899.1 GPMCGIKRLSWREVFF. 1039
NTDB id 1090 CAA90909.1 1..3114( ) GPTCGMKRISWREVFY* 1037
consensus !! !!*!!*!!!!!!*
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