
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGAMQAEQTHKNYAI IVMNEQRNQLEKVKGQKNDGQSYSTI
L
K
R
D
EKDRERKF IYNKDGRWGQGGGSV

NTDB id 301653 DRA68 RS00330 WP 196082896.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAQAETHNYAIVMNEQNQLKVKQKDSYSTLREKDRERKFIYNKGWQGGGSV 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGG.GAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSV 79
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!*!! ! !! !!!*!!! !!! !! !!!***!!!!!!!!!!! !!!!!

logo

F
LFDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVICRSHNQCPQLVYEKTKRFS

NTDB id 301653 DRA68 RS00330 WP 196082896.1 LFDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVICRSHQCPQLVYKTRFS 160
NTDB id 1090 CAA90909.1 1..3114( ) FFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFS 159
consensus !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !!!!!*!!!!!!! !*!!

logo FDGNI
P
D
GLAKNRAGGGSLDRHPTDEPSRDENSLP IYKLKDHPWLGVSFNLGSENTVKDNGSKQSFSNSKRL I SSFSEDGNNNQTIVSTTERGNHPS I SL

NTDB id 301653 DRA68 RS00330 WP 196082896.1 FDNPDLAKRGGGLDRHTEPSRDNSLIYKLKDHPWLGVSFNLGSENTVKNSQSSSRLISSFSEDNNNQTIVSTTENHPISL 240
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus !! * !!! *! !!!!**!!!*!!*!!!!!!!!!!!!!!!!!!!!!!! ! *!!!!!!! !!!!!!!!!! !*!!!

logo

G
SDGWKQREHTAMVAYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRRTGLRGEGLLGNFHWAKTWDKI EKDKTGNQIPTVERLGLPEQI

V

NTDB id 301653 DRA68 RS00330 WP 196082896.1 GDGQREHTAVAYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQRTGLGGLLGFHAKWDIKDTGQIPVELGLPQI 319
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus ! !!!!!*!!!!!!!!!!!!!!!! !! *!!!! !! !*! ** *** ! !! !*! ! ! ! !*!*! !!!! *

logo KAGRC I
VNKAPNPNPKNAKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLSTETNS

NTDB id 301653 DRA68 RS00330 WP 196082896.1 KAGRCINKPNPNPKAQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLSTS 399
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!!*!!*!!!! ! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!*

logo

D
E IKSKREPNTFTGRQTI

V IRLDNGGVQREQIKLDQGRNENTVETVVNSFNGVNDNGGNNDNTFGIVKDLGVDEPDATSEWKKVLLPWTVRAGFSANDDNKQF
NTDB id 301653 DRA68 RS00330 WP 196082896.1 EIKSKEPTFTGRQTVIRLDGGVQQIKLQGNEVT..SFNVNN.GNNTFGIVKDLGVDPDASEWKKVLLPWTVRASNDDNQF 476
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKF 476
consensus *!!!*!! !!!!!!*!!! !!! !!! ! ** !! ! * ! !!!!!!!!!!*!! !!!!!!!!!!!!!* !!! !

logo KATFINKQEQELNNDQNQKI
P
K
QYSQKRYR I

SRDNNKGENRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMP
NTDB id 301653 DRA68 RS00330 WP 196082896.1 KTINQQLN.QQKIQYSQRYRIRDN..GNRDLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMP 553
NTDB id 1090 CAA90909.1 1..3114( ) KAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMP 556
consensus ! ! !* *!* !!!*!! !!!**! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RKQDYFIDQNDTTSALKDESTLAKDELVRTFAEKGYVGDRYGVDGGFVLRKVDENRLNGKQDNHRVFMFGAMGFGGRGAYALDLTKADGSDPT
NTDB id 301653 DRA68 RS00330 WP 196082896.1 RQYFDNDTSALKDSTLAKELRTFAEKGYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLTKADGSDPT 632
NTDB id 1090 CAA90909.1 1..3114( ) RKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPT 631
consensus ! ! ******!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!* *!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo AVSLFDVKDNDNGNNGKNSNNGSNNRSVELGYTVGTPQIGKTHDNGKYAAFLASGYATKDE I INTNSGDNKTALYVYDLEGSNSGTNNTL IK
NTDB id 301653 DRA68 RS00330 WP 196082896.1 AVSLFDVKNDNNGKNSNNSNNSVELGYTVGTPQIGKTHNGKYAAFLASGYATKDI.NNGDNKTALYVYDLESSG..TLIK 709
NTDB id 1090 CAA90909.1 1..3114( ) AVSLFDVKDNG.....NNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIK 706
consensus !!!!!!!! *****!! !! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!*!* !!!!!!!!!!!!! !** !!!

logo KI EVPGNGSKGGLSSPTLVDKDLDGI
TVDIAYAGDRGGNMYRFDLSGSQDPNQQWSVRTI FESGNTKP ITSAPAI SQLKDKRVVI FG

NTDB id 301653 DRA68 RS00330 WP 196082896.1 KIEVPNSKGGLSSPTLVDKDLDGIVDIAYAGDRGGNMYRFDLSGQDPNQWSVRTIFSGNKPITSAPAISQLKDKRVVIFG 789
NTDB id 1090 CAA90909.1 1..3114( ) KIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFG 786
consensus !!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!*!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!

logo TGSDLSEEDVDLNSMTDEEQHYIYGI FDDDTATTGSTVNFSDGLSGGGLLEQEVLKRQRDNDEGNKTLFLTDYKRSDGSGNKGWVVKLKDEGQR
NTDB id 301653 DRA68 RS00330 WP 196082896.1 TGSDLSEEDVLSTDEQHIYGIFDDDTATTGSVNFSGLGGGLLEQELKQ..EGKTLFLTDYKRSDGSGNKGWVVKLKEGQR 867
NTDB id 1090 CAA90909.1 1..3114( ) TGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQR 866
consensus !!!!!!!!!! *!!*!!!!!!!!!!!!!*!!!! !!!!!!! !* *** !!!!!!!!!!!!!!!!!!!!!!!!*!!!

logo VTVKPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQYSGHKKQGTATNGKS IP IGCMQK
NTDB id 301653 DRA68 RS00330 WP 196082896.1 VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKQTANGKSIPIGCMQK 947
NTDB id 1090 CAA90909.1 1..3114( ) VTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQK 946
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!

logo

G
SNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGI

T
D
F
K
P
A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDITGPTCG

NTDB id 301653 DRA68 RS00330 WP 196082896.1 GNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDITGPTCG 1027
NTDB id 1090 CAA90909.1 1..3114( ) SNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCG 1026
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!!!!!!!

<0

logo MKRI SWREVFYO
NTDB id 301653 DRA68 RS00330 WP 196082896.1 MKRISWREVFY. 1038
NTDB id 1090 CAA90909.1 1..3114( ) MKRISWREVFY* 1037
consensus !!!!!!!!!!!



X non conserved

X similar

X ≥ 50% conserved


