
logo MFSFFKRRFKKKQTEQETPADLPAEEASQSVAQDEATAQAQAKDVEASESDVAQIVGNIKA
EDAVEPSVLADESVKAGPRAPAEASASVEPPTAVPSAQGPAAVEPAQVKVETMVATEVMTPSTEN

NTDB id 999322 ABEG10 RS16250 WP 060210965.1 MFSFFKRFKKTQEPDPAESQSADAQQADEASD........ADAPVLD....APPAASVPPAPAQPAAPAVV..MTVTPTN 66
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVS..GAVEQVKETVAEMPSE 78
consensus !!!!!*! !! ! * ! ! * ! ******** ! * ! ******* !** ****! * ! *** !*

logo

A
D
GEAAERVESA

G
K
R
D
E
A
EVAVETVEGEIAVGQVQEPAPPVALQTDTAEESAHKKLGSWALARLKQTGLAKSTGRDKMAKSS ILATGVFGVGNGTKQIDGEDLYEELETAVL

NTDB id 999322 ABEG10 RS16250 WP 060210965.1 D.........GRDEVVETVEI....V.PPPLQDASAKKSWLARLKTGLAKTG....SSITGVFVNTKIDEDLYEELETAL 128
NTDB id 1118 NGFG RS11455 WP 003696286.1 AGEAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVL 158
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NTDB id 999322 ABEG10 RS16250 WP 060210965.1 LMSDAGVDATEYLLGALREKVRAGRLTDPQQVKAALHDLLVELLTPLEKSLMLGR.AQPLVMMITGVNGAGKTTSIGKLA 207
NTDB id 1118 NGFG RS11455 WP 003696286.1 ITGDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLA 238
consensus * ! !**!!!!!* *! *! ! !** ***!!** ! *!* !!!!*!*!* * ! !*!* !*!!!!!!!!!!!!!
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NTDB id 999322 ABEG10 RS16250 WP 060210965.1 KHLQSFDQSVLLAAGDTFRAAAREQLAVWGERNNVTVVQQESGDPAAVIFDAVSAARARKIDVMMADTAGRLPTQLHLME 287
NTDB id 1118 NGFG RS11455 WP 003696286.1 KYFQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLME 318
consensus !* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!! !!*!! !!***!!!!!!!!!!!!!!!
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NTDB id 999322 ABEG10 RS16250 WP 060210965.1 ELKKVKRVIAKAHEGAPHEVLLVIDANTGQNALTQVKAFDDALGLTGLIVTKLDGTAKGGILAAIARQRPVPVYFIGVGE 367
NTDB id 1118 NGFG RS11455 WP 003696286.1 EIKKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGE 398
consensus !*!!!!!!* !!**!!!!!***!*!!! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*! !!!!! *!!!!!

logo

G
K
I
V
D
EDLQRPFDSARVAEFAVDALLDG

NTDB id 999322 ABEG10 RS16250 WP 060210965.1 KVEDLQPFSAVEFADALLG 386
NTDB id 1118 NGFG RS11455 WP 003696286.1 GIDDLRPFDARAFVDALLD 417
consensus **!! !! ! ! !!!!
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