
logo MRAAGLMLAFLAALDGLVLLLRAFFLAPAQLPSFLGPLWLALALAPSVAGI
L
L
VLLGPFTRFWFRPVLAGAFCFGLFLGLAVWACLLANAHQGWALADDRLDPPVADLDEGQRTVFLWI

LEG
NTDB id 166870 APT59 RS16510 WP 059315848.1 MRAALLAFALDVLLLRAFAALPSLPLLAALASVAIVLLGTRFFVLGACGLGLAWALLAAHGALADRLDPALEQRVLWIEG 80
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRWRPLAFFLFGLVWACLNAQWALDDRLPVDLDGRTFWLEG 80
consensus !!!**!! ! *!!!! * !!! * ! !!!*!***!!* !* *!* * !! !!*! !* !! !!!** !* ! !*!!

logo QVSTGLPADRVDRAGDSVVGRFEVLESDGAIHTSRRDHAVGKLPASHR IRLANWHYGGPER I
L
L
R
S
TGERWRLAAERLKRGRPASGLMVNAPLSAGFQDRYEAWLLAQRGR IGAT

NTDB id 166870 APT59 RS16510 WP 059315848.1 QVSGLPAVDADSVGFVLSGATSRRDVKLPAHIRLNWHGGPRLLTGERWRLAAELRGPAGLVNALGQDREAWLLAQGIGAT 160
NTDB id 1199 PSJM300 12650 AFN78592.1 QVTGLPDRRGDVVRFELEDIHS.RHAGLPSRIRLAWYGGPEIRSGERWRLAARLKRPSGMVNPSAFDYEAWLLARRIGAT 159
consensus !!*!!! *! ! ! ! *!*!* !! *!!! !*!!! * *!!!!!!!! !* ! !*!!* * ! !!!!!! !!!!

logo GSTI
VKADGEQR I

L
A
Q
E
SAASGSLSAGATWRDGR I

LRQRYLLQTRVDEAPAHGQRAGGAL ILAALVVGDGSGI
LSDTARDQWQRLVFLQDTGTVHLMVI SGQHI

VGLMI
LAGLGLLV

NTDB id 166870 APT59 RS16510 WP 059315848.1 GSVKDGQRLQSASGLATWRDGIRQYLQTRDPAGQGGLLAALVVGDGSGISDRQWQLFQDTGTVHLMVISGQHIGLIALGV 240
NTDB id 1199 PSJM300 12650 AFN78592.1 GTIKAGERIAEAASSGAWRDRLRQRLLTVEAHGRAGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLL 239
consensus !**! ! !* ! * !!! *!! ! ! ***! *! *!!!!!!!!!!*! ! * !!!!!!!!!!!!!!!*!**! *

logo YAGVVLVI
LLARRWGI

YWPQSRLPWLRLPSWAACGVLATFVAGTALGYGLWLAGFEVPVQRRACLVMVATI
L
G
VLLWQRLGRFRQRHQLVGRLVAWDLAPLVL ILALVGLVLAMAV

NTDB id 166870 APT59 RS16510 WP 059315848.1 YAGVVILARRGYWPSRLPWRLSAAVLTVATALGYGLLAGFEVPVQRACVMVTLGLLWQLGRQQVRLADAVLLALVLVLAA 320
NTDB id 1199 PSJM300 12650 AFN78592.1 YAVVLLLARWGIWPQRLPWLPWACGLAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMV 319
consensus !! !**!!! ! !! !!!! * !* ! ! !!!!! !!!!!!!! !!!*!! * !!! ! ** * **!*!!! !!

logo

D
NPLAVSLLQPGFWLSFGVAVALLL ILW I

SFARGRLGQVLPPSWWRVATLGLRYAQWACMALGLALPALLMLAVLGLPLVSLSGPLANALLVAVPLWI
M
D
S
M
V
A
LVVP

NTDB id 166870 APT59 RS16510 WP 059315848.1 NPLVSLLPGFWLSFGAVLLLLWSFAGRLGQLPWWVTLGRAQWCMALGLAPLLLALGLPLSLSGPLANAVAVPLMDMAVVP 400
NTDB id 1199 PSJM300 12650 AFN78592.1 DPLASLQPGFWLSFVAVALLIWIFRGRLGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVP 399
consensus !! !! !!!!!!! !! !!*! ! !!!! **!! ! !!!*!!!!! ! *! !!!!*!!!!!!!! *!!! * * !!!

logo LALLVGSTFLLSLLWSVPWLGDEAPALLLWLAGGLLAQGVLFLEWLLASGL ILAGHLWAQAPAWLQAPSVALALPALWALWSWLAVAGLGATLLVALLLPAGVPLRGVFLGATLL
NTDB id 166870 APT59 RS16510 WP 059315848.1 LALVGTLLSLLWSP.LGDPALLLAGGLLQGLLWLLSGLAHLAAAWQPVLAPAWALWLAGLGALLALLPAGVPLRGFGALL 479
NTDB id 1199 PSJM300 12650 AFN78592.1 LALLGSFL..LWVPWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVPLRVLGTLL 477
consensus !!!*!* !**!! !*!!** ! !!!!!! ! !! *!* *!! * ! !! ! *!! !* !!!!!!!!! ! !!

logo
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MLSHADASD

NTDB id 166870 APT59 RS16510 WP 059315848.1 MLPGLFPLAPVPAEGLARITLLDVGQGLAVLVRTRQHALLYDAGPRQGSYDSGARVVLPNVKAAGIGALDIMLLSHADAD 559
NTDB id 1199 PSJM300 12650 AFN78592.1 LAPLLFAPDSRPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDFDIGERVVFPSLRQLGLERLDLMMLSHADSD 557
consensus * ! !!** * ! ! ! * * !!!!!! !!!!!! !!!!!!!!!! ! *! ! !!! ! ** !* !!*!*!!!!! !



logo HAGGALPAI
V
A
QRAGLMPAVGARVLSGEAPEGRLKPAPAELDHAQRDSCARDTGAQHRWQTWNEQVANFSTTVWRWHWPDQAATDNGSNAQASSCVLMSVEAARGERLLLTGDI

NTDB id 166870 APT59 RS16510 WP 059315848.1 HAGGAPAVARGLPAGRVLSGEAGRLKPELHAQDCADGAHWQWNEVAFTTWWHPD.ADSNASSCVLSVEARGERLLLTGDI 638
NTDB id 1199 PSJM300 12650 AFN78592.1 HAGGALAIQRAMPVGAVLSGEPERLPAALDARSCRTGQRWTWNQVNFSVWRWPQATNGNQASCVLMVEAAGERLLLTGDI 637
consensus !!!!!*!* !**! ! !!!!!* !!** !*! ! ! *! !! ! !* ! *! * ! !!!! !!! !!!!!!!!!!

logo DAQRAREGRAQLVADGSGMVEPLVANADRWLLVAPHHGSNRSGSSSAAVF ILADAVAQAPDRGAVL I SRGSLSHNNARFYGHPHPAQVLMKQRLYQRENARGAVEI LPHYDTAEHLGA
NTDB id 166870 APT59 RS16510 WP 059315848.1 DARREGQLVASGVPLAADWLVAPHHGSRSGSSAAFIDAVQPRGVLISRGLNNRYGHPHPQVMQRYRERGVIPYDTAELGA 718
NTDB id 1199 PSJM300 12650 AFN78592.1 DAQAERALVDGGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHDTAEHGA 717
consensus !! ! !! !*** ! !!*!!!!!! ! !!! !* !! * ! !!!! *! *!!!!! !* ! ! **!!!!*!!

logo LSLWQTLGARFWEGAGAPHRGRMQRDLEPRHRFWWREIKPSPTP
NTDB id 166870 APT59 RS16510 WP 059315848.1 LSWTLGRWEAPHGQRLERHWWRIPSPTP 746
NTDB id 1199 PSJM300 12650 AFN78592.1 LSLQLGAFGGARRMRDEPRFWREK.... 741
consensus !! !! * *** ! !***!! *****
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