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NTDB id 414 AAK55818.1 838..2187( ) MLDLLKQT.IFTRDFIFILILLGFILVVTLLLLENRRDNIQLKQINQKVKDLIAGDYSKVLDMQGGSEITNITNNLNDLS 79
NTDB id 1121540 EL133 RS07640 WP 006738842.1 MNDNIIGNLSLFELAILLLLVFVA.FYFIYLAFRDYRNVKMIRTMSHKIRELIKGQYTEDITLKGDAELVELSEQLNDLS 79
NTDB id 375 SMU RS06880 WP 002262929.1 MTNVFESSPLFLRILLAVLIILLF.FYFIFLNYREYKNNNQVKQLNAKVRSLITGHYTDKLKVEDNSDLSELVNNVNDLS 79
consensus ! *** * ** ** * *!***** *****! ******* ****** !***!! ! !** * * * **********!!!!

logo EVI
FRLTQHENLAEQESKKNRLANTS I LAFSYMTDGVLATNDRRSGQKI ITVMINDMTAKQKQLGNVLSTVRKEDEQVALEKNCLRSNLIVLEDI

LLKDDISEDENSNYETLYNREDLVI STQKRSTP
NTDB id 414 AAK55818.1 838..2187( ) EVIRLTQENLEQESKRLNSILFYMTDGVLATNRRGQIIMINDTAKKQLGLVKEDVLNRSILELLKIEENYELRDLITQSP 159
NTDB id 1121540 EL133 RS07640 WP 006738842.1 EVFRLTHENLEQEKNRLASILAYMTDGVLATDRSGKITMINDTAQKQLNLSKEEALKLNLVDLLDSENNYTYRELVSKRP 159
NTDB id 375 SMU RS06880 WP 002262929.1 EVFRLTHENLAQEKNRLTSILSYMTDGVLATDRSGKITVINDMAQKQLNVTREQALECNILDILDD.DSYTYNDLITKTP 158
consensus !!*!!!*!!!*!!**!! !!! !!!!!!!!!*!*!*!**!!!*!*!!!****!**! *****!* ***!****!****!
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NTDB id 414 AAK55818.1 838..2187( ) ELLLDSQDINGEYLNLRVRFALIRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGAL 239
NTDB id 1121540 EL133 RS07640 WP 006738842.1 ELAINKRNELGEFITLRIRFALNRRESGFISGLVAVLHDTTEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDEGAI 239
NTDB id 375 SMU RS06880 WP 002262929.1 EIVLTRRDEYDEFITLRIRFALNRRESGFISGLIAVLHDATEQEKEERERRLFVSNVSHELRTPLTSVKSYLEALDDGAL 238
consensus !*** **** *!***!!*!!!!*!!!!!!!!!!*!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!*
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NTDB id 414 AAK55818.1 838..2187( ) CETVAPDFIKVSLDETNRMMRMVTDLLHLSCIDNATSHLDVELINFTAFITFILNRFDKMKGQEK..EKKYELVRDYPIN 317
NTDB id 1121540 EL133 RS07640 WP 006738842.1 KEDVAPSFIKVSLDETNRMMRMISDLLNLSRIDNQVTRLEVEMTNFTAFITSILNRFDRIRNQHTINDKHYDIIRNYPLT 319
NTDB id 375 SMU RS06880 WP 002262929.1 TESVAPSFIKVSLDETNRMMRMITDLLSLSRIDNQTSHLDVELTNFTAFMNYILDRFDQIQSQQST.NKVYEIIRDYPDK 317
consensus !*!!!*!!!!!!!!!!!!!!!**!!! !!*!!!****!*!!**!!!!!***!!*!!!*** ! * *! !***!*!!*
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KTTEDDTQML IVLS I SDHQGLGIPKQKDLPRL I FDRFYRVDRKARSRAQGGT

NTDB id 414 AAK55818.1 838..2187( ) SIWMEIDTDKMTQVVDNILNNAIKYSPDGGKITVRMKTTEDQMILSISDHGLGIPKQDLPRIFDRFYRVDRARSRAQGGT 397
NTDB id 1121540 EL133 RS07640 WP 006738842.1 SIWVEIDNDKMTQVIDNIVNNAIKYSPDGGKITVSIKTTDTQLIVSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGGT 399
NTDB id 375 SMU RS06880 WP 002262929.1 SVWIEIDTDKMTQVIDNILNNAIKYSPDGGKVTITMQTTDTQLILSISDQGLGIPKKDLPLIFDRFYRVDKARSRAQGGT 397
consensus !*!*!!!*!!!!!!*!!!*!!!!!!!!!!!!*!****!!**!*!*!!!!*!!!!!!*!!!*!!!!!!!!!*!!!!!!!!!
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logo GLGLSAIAKE I IVKQHNKGYF IWANKSEEYGEKGSTFTIVLPYEDNKTDANSDVAIKDEIDEVEWEEDEDEIVDEDES
NTDB id 414 AAK55818.1 838..2187( ) GLGLSIAKEIIKQHKGFIWAKSEYGKGSTFTIVLPYDKDAVKEEVWEDEVED* 449
NTDB id 1121540 EL133 RS07640 WP 006738842.1 GLGLAIAKEIVKQHNGYIWAKSEYGKGSTFTIVLPYDKTS.IDEEWEDDIE.. 449
NTDB id 375 SMU RS06880 WP 002262929.1 GLGLAIAKEIVKQHKGFIWANSEEGEGSTFTIVLPYENDNDAIDEWEEDEDES 450
consensus !!!!*!!!!!*!!!*!*!!!*!!*!*!!!!!!!!!!*** ***!!*****



X non conserved
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X ≥ 50% conserved


