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NTDB id 1399 DSB67 RS15600 WP 010645755.1 ....MTPQNDIDLAAWLKLSCLPGIGGVKMNKLLSKDTPS.NIVQYSTEQLQLLGLTAKQLQAWSQVD........KEVDACLTW 72
NTDB id 1094 KZH42 RS01320 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRA..LARQAAEAALEW 76
NTDB id 1089 NMB RS00600 WP 002224767.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRRFGSAQNALSAPAEQVAALIRHKQALEAWRNAEKRA..LARQAAEAALEW 76
NTDB id 1122 OK783 RS09595 WP 003705341.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRA..LARQAAEAALEW 76
NTDB id 1120 NGFG RS10355 WP 020997408.1 .......MTEDERFAWLQLAFTPYIGAESFLLLMRSFGSAQNALSAPAEQVAPAVRHKHALEAWRNAEKRA..LARQAAEAALEW 76
NTDB id 1314 DR RS00625 WP 010886768.1 MTLPSPAAAHAELLALLTLRFTPGLGPRRIENLRRHFGSAEAALAAPLTELRR....VEG.LDSRSVAAIGGAKAAEEARAELNK 80
NTDB id 39107 OCEPR RS00305 WP 013456700.1 .............MSWLALALTPGVGPARFLKVFAEGE...DGLER.VGELLG....VELERAYRRVL.....DA.GGAERVKER 58
NTDB id 1037 TT RS09535 WP 011174226.1 .............MDPLALALLPGIGPKRLLEVLKAED....PLG.....FLR....ERFPEAWRHLP.....EAEAQAERERRR 54
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NTDB id 1399 DSB67 RS15600 WP 010645755.1 VAASSHHHILTLADALYPPLLKQTVAPPPLLFVKGEASC.......LPQPQIAMVGSRNASVDGLQHTRTFASDLVQHDLIVTSG 150
NTDB id 1094 KZH42 RS01320 WP 002224767.1 EMRD.GCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQL.......LHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSG 153
NTDB id 1089 NMB RS00600 WP 002224767.1 EMRD.GCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVQL.......LHKPSAAIVGSRHATPQAMRIAKDFGKSLGGKGIPVVSG 153
NTDB id 1122 OK783 RS09595 WP 003705341.1 EMRD.GCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRL.......LHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSG 153
NTDB id 1120 NGFG RS10355 WP 020997408.1 EMRD.GCRLMLLQDEDFPEMLTQGLTAPPVLFLRGNVRL.......LHKPSAAIVGSRHATPQAMRIAKDFGRALGGKGIPTVSG 153
NTDB id 1314 DR RS00625 WP 010886768.1 AAER.GVTLLGRGLPGYPAALEALGDPPAVLWVRGAGGAELLAGLGTVPHSVGIVGTRAASPHALALTRTIAGELAAAGVLIVSG 164
NTDB id 39107 OCEPR RS00305 WP 013456700.1 AAVL.GVRPVGLWEADYPPTLRHLADPPPLVYLKGGWS........GGRPAVAVVGSRKAQPWALDFSERLARSLAGSGVAVVSG 134
NTDB id 1037 TT RS09535 WP 011174226.1 AEAL.GVRLLGLWEEGFPEGLKALPQPPTHLYLKGELP........PEREAVALVGTRRASPWALAFARKLARELSEAGLWVVSG 130
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NTDB id 1399 DSB67 RS15600 WP 010645755.1 LALGIDGHAHDGALLA.....GGKTIAVLGSGLEQVYPARHRGLAQRVAENGALVSEFRPDAKPRAENFPRRNRIISGLSLGVLV 230
NTDB id 1094 KZH42 RS01320 WP 002224767.1 MASGIDTAAHQGALQA.....EGGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLV 233
NTDB id 1089 NMB RS00600 WP 002224767.1 MASGIDTAAHQGALQA.....EGGTIAVWGTGIDRIYPPVNKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLV 233
NTDB id 1122 OK783 RS09595 WP 003705341.1 MASGIDTAAHQGALEA.....EGGTVAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLV 233
NTDB id 1120 NGFG RS10355 WP 020997408.1 MASGIDTAAHQGALEA.....EGGTIAVWGTGIDRIYPPANKNLAYEIAEKGLIVSEFPIGTRPYAGNFPRRNRLIAALSQVTLV 233
NTDB id 1314 DR RS00625 WP 010886768.1 LARGVDTAAHTAALEAASGEASSPTIGVLGSAVDVIYPRENHDLAG....RMVVVSEYPLGTGPAQHHFPSRNRVIAALSAGVLV 245
NTDB id 39107 OCEPR RS00305 WP 013456700.1 LARGVDTAAHRGALAG.....GGPTLAVLGSGVDVVYPPENAELAG....RVTLMSELPLGSGPSAGSFPRRNRLIAALADAVVI 210
NTDB id 1037 TT RS09535 WP 011174226.1 LARGIDREAHLGALEA.....GGRTLGVLGSALDRVYPPENRPLAQ....RMDLLSEFPFGTGPKPEFFPRRNRLIAGLCRAVVV 206
consensus *! !*!**!! *!! * * !**! !******!!* ** !! ********!!******! ***!!*!!!*!**!* **

logo VQEGAEPARELDKESGASL ITAATGRYHLALADECQLMGKRTEVFLMALVPAGRSAPIGMNSDADNEWPANRHASLRSKGAGPSCNHAQRKLLIARQKNDGAACVYKPVLTVLQEANSCPTALEQDEDI
VLESTNAYE I

L
C
N
Q
G
P
I
M
S
W
G
S
G
L
A
G
L
D
R
A
Q
A
W
P
N
A
K
P
S
T
I
G
N
A
Q
SSLYDSLI FPRNSPKAGDALRVITPDEKTGR I

R
R
T
T
AV

NTDB id 1399 DSB67 RS15600 WP 010645755.1 VEAAEKSGSLITARYALEQGREVFALPASINAPNASGGNQLIQNGACLVQNTQEVLNEIQSLLDWSINQSLDLFS.AP....... 307
NTDB id 1094 KZH42 RS01320 WP 002224767.1 VEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITAV 318
NTDB id 1089 NMB RS00600 WP 002224767.1 VEAALESGSLITARLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLVECLDDILNECPGLLQNTGASSYSINKGIPEKRITAV 318
NTDB id 1122 OK783 RS09595 WP 003705341.1 VEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRAV 318
NTDB id 1120 NGFG RS10355 WP 020997408.1 VEAALESGSLITAGLAAEMGREVMAVPGSIDNPHSKGCHKLIKDGAKLTECLDDILNECPGLLQNTGASSYSINKDTPDTGRRTV 318
NTDB id 1314 DR RS00625 WP 010886768.1 VEGERKSGSLITATHALDCGRTVFAVPGRAGDPRASGPHALIRDGAVLTESAQDVLTELNWGLAPA........PAVP....... 315
NTDB id 39107 OCEPR RS00305 WP 013456700.1 VQAPEKSGALITAALAAELGREVLAVPGRPSDWASRGSNRLLADGAAVVQAPEDVLEALGIGGAAP.......RPDRP....... 281
NTDB id 1037 TT RS09535 WP 011174226.1 VEAPLDSGALITARHALELGKEVLAVPGRPMDERSLGANRLIQDGAYPVLSAEDVLSYLGMSARPK.......P..LP....... 275
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NTDB id 1399 DSB67 RS15600 WP 010645755.1 ...IDEE............EL.PF.PQLLA.NVGNEATPVDILASRTNIPVQEVMMQLLELELSGHVVAVSGGYIRKGRG 369
NTDB id 1094 KZH42 RS01320 WP 002224767.1 QTASDQLSLPEGKMPSEKTENRPVGGSILDRM.GFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 397
NTDB id 1089 NMB RS00600 WP 002224767.1 QTASDQLSLPEGKMPSEKTENRPVGGSILDRM.GFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 397
NTDB id 1122 OK783 RS09595 WP 003705341.1 QTAY..APPPAAKMPSEGAAGGTAVGGILDKM.GFDPVHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 395
NTDB id 1120 NGFG RS10355 WP 020997408.1 QTAY..APPPAAKMPSEGAAGGTAVGGILDKM.GFDPIHPDVLAGQLAMPAADLYAALLELELDGSVAAMPGGRYQRIRT 395
NTDB id 1314 DR RS00625 WP 010886768.1 ...................DLPPEQARVLRALQTP..ATLDDLAATTGLSIPELQTALVMLQLQGLAYEV.GGRWSR... 370
NTDB id 39107 OCEPR RS00305 WP 013456700.1 ...................EPEGAAGALWEALRRRGEALPDDLALDLNLGAAEVLGLLTQLELSGHVRALPGGRYEAVG. 341
NTDB id 1037 TT RS09535 WP 011174226.1 ...................GLSPEEEALYALLQEKKEALPEALAMALGIPPERVLSLLTLLELKGLARALPGGRYGPG.. 334
consensus * * * *** * * * ***!!* ******** **!**!*! ! * ***!!** ***

X non conserved

X similar

X ≥ 50% conserved


