
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGAMAQTHSKNYAI IMNERKNQLPEVKGWENGQYNSQTSAI
LKDKDSRERKTF ISHYNTKSDQRGNGSLG

NTDB id 315753 TFGB2 RS00370 WP 064662110.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAMAQTSNYAIIMNERKQPEVKWEGQYNQSALKDKSRERTFSHTSQRNSLG 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYST..IKDKDRERKFIYNKDRGG.. 75
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SFDNNNTDTLVSQQRSGTAVFGTATYLPPYGKVSGFDATADEGLNQKRGNNAVDNWIHRTTQRAGLAGYAYTDGI
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RCGRHSANRDQCPKQL

NTDB id 315753 TFGB2 RS00370 WP 064662110.1 RTSNFISFNNNDTLVSQQSGTAVFGTATYLPPYGKVSGFDTAELNKRGNAVNWIRTTRAGLAGYAYTGIRCGHARDCPKL 160
NTDB id 1090 CAA90909.1 1..3114( ) ..GGSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQL 152
consensus ** * ! ! !!!!!!! !!!!!!!!!!!!!!!!!!!!! !*!! !!! !!*!! !!!!!!!!! * ! ** !! !

logo

T
VYEKTKQFSFDGNI

P
D
GLAKNTAGDGRSLDRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGASEGNTAVKDGKRSFSNSKRL I SSFNSEGKNNSNNQNTI

LVSYTT
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 TYKTQFSFDNPDLAKTGDRLDRHTEPSRDNSPIYKLKDYPWLGVSFNLGAEGTAKDGRSSSRLISSFNEKNSNNNLVYTT 240
NTDB id 1090 CAA90909.1 1..3114( ) VYETKFSFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTT 232
consensus ! ! !!!! * !!! * !!!!**!!!*!!!!!!!!!*!!!!!!!!!! ! ! !!!*! *!!!!! ! ! !* *! !!

logo

E
RGHRDS I SLGSDNWKQRSEHSTAMVAYYLNAKLHLLDKKEGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGFRAGEGLLNFWASKTWDKI EKDKNGNQIPTV

NTDB id 315753 TFGB2 RS00370 WP 064662110.1 EGRDISLGNWQSESTAVAYYLNAKLHLLDKKEIKDIT.GKTVRLGVLKPSIDVKTQNTGFAGLLNFWSKWDIKDNGQIPV 319
NTDB id 1090 CAA90909.1 1..3114( ) RGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKIEDKGNITV 309
consensus !* !!! ! !*!!*!!!!!!!!!!!!!! ! !! *!!!! !! !*! ** *** * !!!!! ! ! ! !*!*!

logo

K
RLGLPEVKAGRCTVNKAPNPNPKNASKAPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDGSSSSR I FYLQENLKRTKQTDPGKRPGRHYS

NTDB id 315753 TFGB2 RS00370 WP 064662110.1 KLGLPEVKAGRCTNKPNPNPKSKAPSPALTAPALWFGPVQNGKVQMYSASVSTYPGSSSSRIFLQELKTQTDPGRPGRYS 399
NTDB id 1090 CAA90909.1 1..3114( ) RLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHS 389
consensus *!!!!!!!!!!! !!*!!!! !!!!!!!!!!!!!!!!! !! !!!!!!!!!! !!!!!!*!! !! !!!!*!!!*!

logo LAEATLNTAENQDIKSREPNFNTGSRQTI
V IRLNPGGVRYER IAKLPDTRNNDTER I

VVGNFLNGNDGKNNDTFGIVYKDELRGLVETPDATDSEWAKKVLLPWTVRGY
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 LAALNAQDIKSREPNFNSRQTVIRLPGGVYRIAPTR..DRIVGLNGNDGKNDTFGIYKERLVTPDADEWAKVLLPWTVRY 477
NTDB id 1090 CAA90909.1 1..3114( ) LETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRG 469
consensus ! ! *!!!!!!!!! !!!*!!!*!!! ! * !** *! !!!!! !!!!!! !* ! !! !! !!!!!!!!!

logo

F
Y
A
G
D
NDDNI

KFKATFNKQEPENNSKTNQDNGNKKPKQYSQKYR I
SRTKEDDNNDKGKEPRDNLGDIVNSP ITVAVGEGYLATSANDGMVHI

LFKQRNSGGTDKQRGSY
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 YGNDDIFKTFNQPNSKTQNGKKQYSQKYRIRTKEDDNDKPRDLGDIVNSPITAVGGYLATSANDGMVHLFKRNGTDQRGY 557
NTDB id 1090 CAA90909.1 1..3114( ) FADDNKFKAFNKEEN..NDNKPKYSQKYRSR...DNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSY 544
consensus ** ! !! !! * *** !* !!!!!! !***! ! *! !!!!!!!!! !!! !!!!!!!!!!!!*!! ! ! ! !
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NTDB id 315753 TFGB2 RS00370 WP 064662110.1 ELKLSYIPGTMERKDIEGNDSDLAKELRTFAEKGYVGDRYGVDGGFVLRRITDDQDKQKHFFMFGAMGLGGRGAYALDLS 637
NTDB id 1090 CAA90909.1 1..3114( ) NLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDN.LNGQNRVFMFGAMGFGGRGAYALDLT 623
consensus !!!!!!!!!!*!!!! *! !!!**!!!!!!!!!!!!!!!!!!!!!!** * ! * !!!!!!! !!!!!!!!!!*

logo KAIDGSSDNLPTAGVSLMFDVKQDNDNGKNNNKNDGNSNRVEKLGYTVGTPQIGKTHQDNGKYAAFLASGYAATKEQIAITSGQDENKTTALYVYDLEGNNTG
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 KIDSSNLTGVSMFDVQNDKNNNKNDSNRVKLGYTVGTPQIGKTQNGKYAAFLASGYAAKQIA.SQENTTALYVYDLENT. 715
NTDB id 1090 CAA90909.1 1..3114( ) KADGSDPTAVSLFDVKDNGN...NGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNG 700
consensus ! ! ! *!*!!*!!! !***! !!! !!!!!!!!!!!!!* !!!!!!!!!!!! ! ! *! *! !!!!!!!!! *

logo
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T
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N
T
L
P IAKKIDEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSQSDNPQSKQWSVRSTI FEGQTKRP ITSAPAI

VSQRLAKDK
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 LGTPIAKIDVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSDSNPSKWSVSTIFEGQRPITSAPAVSRLADK 795
NTDB id 1090 CAA90909.1 1..3114( ) TNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDK 780
consensus *! !!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!! !!!!! *!!!!!!!*! ! !!

logo RVVI FGTGSDLSEESDVDFNMTDEEQYIYGI FDDDKTANTTVGSTVKVNVFKDSDHMSGDGGLLEKQNVLRTQRDNDENKTLFLTDNNYKARSDGGSAGDNKGWVVK
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 RVVIFGTGSDLSESDVFNTDEQYIYGIFDDDKANVSVKVKDHMGDGLLKQNLTQ..ENKTLFLTNNKASGGSADKGWVVK 873
NTDB id 1090 CAA90909.1 1..3114( ) RVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVK 860
consensus !!!!!!!!!!!!! !! ! *!!!!!!!!!!! ! * ! !!! ! ! ***!!!!!!! ! ! !!* !!!!!!

logo LKRDEGEQRVTVKPTVVLRTAFVTIHRKSYTGNTDKCGAEQTAI LG INTADGGAKLTKPKRSARP IVPDEAHNTASVAQYSGHKKGTSTKNGKS IP
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 LREGERVTVKPTVVLRTAFVTIRSYTGNDKCGAQTAILGINTADGGALTPRSARPIVPDHN.SVAQYSGHKKTSKGKSIP 952
NTDB id 1090 CAA90909.1 1..3114( ) LKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIP 940
consensus !**! !!!!!!!!!!!!!!!!!* !!! !!!!! !!!!!!!!!!!! !!**!!!!!!!**!* !!!!!!!!! * !!!!!

logo IGCMEQKGSGNEKI
TVCPNGYVYDKPVNVRYLDEKKTDDGFPSTVTADGDAGGSGI
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D
F
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A
EGKKRPSAGKRNNRCFSGQKGVRTLLMNDLDSLDI

NTDB id 315753 TFGB2 RS00370 WP 064662110.1 IGCMEKGGKTVCPNGYVYDKPVNVRYLDEKKTDDFPVTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLMNDLDSLDI 1032
NTDB id 1090 CAA90909.1 1..3114( ) IGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDI 1020
consensus !!!! ! !!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!!!!! * !!****!!!!!! !!!!!!!!!!!!!!!!
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logo TGPMTCGI
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LSWREVFFYO
NTDB id 315753 TFGB2 RS00370 WP 064662110.1 TGPMCGIKRLSWREVFF. 1049
NTDB id 1090 CAA90909.1 1..3114( ) TGPTCGMKRISWREVFY* 1037
consensus !!! !!*!!*!!!!!!*
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X ≥ 50% conserved


