
logo MRAAGLMLASFLAALGLVLLLRAFFLAPQTLPSFLGPLWLALALAAPVAGLLVLLFPFTRLWLRAPLAGAFFLGLFLGLAVWACLLNAGHQWALDDRLDPPVADLDEGQRTVFLWI
L
D
EG

NTDB id 1105534 ACN429 RS06165 WP 377710550.1 MRAALLSFALGVLLLRAFATLPSLPLLAALAAVALVLLFTRLLALGALGLGLAWALLNGHWALDDRLDPALEQRVLWIDG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !!!**! ! !*!!!! * !!! * ! !!!*!*!*!!* ! *!* !! !!*!!**!!!!!!!** !* ! !**!
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NTDB id 1105534 ACN429 RS06165 WP 377710550.1 QISGLPTVDADSVSFVLAGATSRRAFELPARIRLSWHGGPRPLAGERWRLAAELRGPAGLVNPLGQDREAWLLAQGIGAT 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHSR.HAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGAT 159
consensus !**!!! *! ! ! ! *!!** !! !!!! !*!!! * !!!!!!!! !* ! !*!!! * ! !!!!!! !!!!
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NTDB id 1105534 ACN429 RS06165 WP 377710550.1 GSVKDGQRLAAASGLATWRDGIRQYLQRRDPAGQGGLLAALVVGDGSGITDAQWQLFQDTGTVHLMVIPGQHIGLIALGV 240
NTDB id 1199 PSJM300 12650 AFN78592.1 GTIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLL 239
consensus !**! ! !*! ! * !!! *!! ! ***! *! *!!!!!!!!!!** ! ! * !!!!!!!!!!!*!!!*!**! *

logo YAGVVLVLLARHWGFIWPQRRLPWLRLPSWAACGVLATFIAGTALGYGLWLAGFEVPVQRRACLVMVATI
L
G
VLLVWQRLGRFRQRHQLVGRLVAWDLAPLVL ILALVGLVLAMAV

NTDB id 1105534 ACN429 RS06165 WP 377710550.1 YAGVVLLARHGFWPRRLPWRLSAAVLTIATALGYGLLAGFEVPVQRACVMVTLGLVWQLGRQQVRLADAVLLALVLVLAA 320
NTDB id 1199 PSJM300 12650 AFN78592.1 YAVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMV 319
consensus !! !*!!!!*! !! !!!! * !* ! ! !!!!! !!!!!!!! !!!*!! * !*! ! ** * **!*!!! !!
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NTDB id 1105534 ACN429 RS06165 WP 377710550.1 NPLVSLLPGFWLSFGAVLLLLWSFAGRLGRLPWWLTLGRAQWCMAVGLAPLLLALGLPLSLSGPLANALAVPLMDLAIVP 400
NTDB id 1199 PSJM300 12650 AFN78592.1 DPLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVP 399
consensus !! !! !!!!!!! !! !!*! ! !!!! **!! ! !!!*!!*!! ! *! !!!!*!!!!!!!! !!!! * * *!!

logo LALALGSTFLLLSLLWVWPPWLGAEAPALLWLAGGLLAQGVLFLCELLAGGL ILAGHLWGQAPAWLQAPSVALALPLTWALWSWLAVAGLGATLLVALLLPAGVPLRVFLGATLLLM
NTDB id 1105534 ACN429 RS06165 WP 377710550.1 LALAGTLLSLLWPPLGAPALWLAGGLLQGLLCLLGGLAHLGAAWQPVLAPTWALWLAGLGALLALLPAGVPLRVFGALLM 480
NTDB id 1199 PSJM300 12650 AFN78592.1 LALLGSFLL.WVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLLL 478
consensus !!! !* ! * !*!! * !!!!!!!! ! *!!* *!* *!! * ! !! ! *!! !* !!!!!!!!!! ! !!*
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NTDB id 1105534 ACN429 RS06165 WP 377710550.1 LPGLFPPPPLPAEGLARITVLDVGQGLAVLVRTRDHALLYDAGPRQGSYDSGARVVLPNLKAFGIGSLDVMLLSHADADH 560
NTDB id 1199 PSJM300 12650 AFN78592.1 APLLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSDH 558
consensus ! !!*!** ! ! ! * ! !!!!!! !!!!!!!!!!!!!!!!! ! *! ! !!! ! !* !* !!*!*!!!!! !!



logo AGGALPAI
V
A
QRAGLMPPVGAQVLSGEAPAERLKPAPAELDHARDSCMRDTGAQERWRTWNEQVANFSTTVWRWHWPQAATDNGSNAQASSCVLMSVEVAARGERLLLTGDID

NTDB id 1105534 ACN429 RS06165 WP 377710550.1 AGGAPAVARGLPPGQVLSGEAARLKPELHARDCMDGAEWRWNEVAFTTWWHP.AADSNASSCVLSVVARGERLLLTGDID 639
NTDB id 1199 PSJM300 12650 AFN78592.1 AGGALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDID 638
consensus !!!!*!* !**!*! !!!!!* !!** !*!! ! ! ! !! ! !* ! *!*! ! !!!! ! ! !!!!!!!!!!!

logo AQRAREARAELLVADGSGMVEPVANAERWL ILAPHHGSNRSGSSSAAVF ILADAVAQAPDRGAVL I SRGSLSHNNARFYGHPHPAQVLAKRLYQRENARGAVELLPHYDTAEHRGAL
NTDB id 1105534 ACN429 RS06165 WP 377710550.1 ARREAELLASGVPVAAEWLIAPHHGSRSGSSAAFIDAVQPRGVLISRGLNNRYGHPHPQVLARYRERGVLPYDTAERGAL 719
NTDB id 1199 PSJM300 12650 AFN78592.1 AQAERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGAL 718
consensus ! ! !* !**! ! !!*!!!!!! ! !!! !* !! * ! !!!! *! *!!!!! !! ! ! **!!!!*!!!

logo SLWQTLGARFWEGGVAPRGRMQRDQEVPRHRFWWREIGKPPTP
NTDB id 1105534 ACN429 RS06165 WP 377710550.1 SWTLGRWEVPRGQRQVRHWWRIGPPTP 746
NTDB id 1199 PSJM300 12650 AFN78592.1 SLQLGAFGGARRMRDEPRFWREK.... 741
consensus ! !! * *! ! ***!! ****
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