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P38041 BOB1_YEAST Saccharomyces
cerevisiae

Protein
BOB1

24.475439 NaN S104;S106;S128;T151;T158;S209;S
393;S412;S525;S528;S589;S590;S5
93;S644;S655;S735;T919

33229814 MSLEGNTLGKGAKSFPLYIAVNQYS
KRMEDELNMKPGDKIKVITDDGEYN
DGWYYGRNLRTKEEGLYPAVFTKRI
AIEKPENLHKSPTQESGNSGVKYGN
LNDSASNIGKVSSHQQENRYTSLKS
TMSDIDKALEELRSGSVEQEVSKSPT
RVPEVSTPQLQDEQTLIQEKTRNEE
NTTHDSLFSSTADLNLSSESLKNISK
SNISTKSLEPSSESVRQLDLKMAKS
WSPEEVTDYFSLVGFDQSTCNKFKE
HQVSGKILLELELEHLKELEINSFGI
RFQIFKEIRNIKSAIDSSSNKLDADYS
TFAFENQAAQLMPAATVNRDEIQQQ
ISSKCNKLSSESSDRKSSSVTTELQR
PSSVVVNPNFKLHDPAEQILDMTEV
PNLFADKDIFESPGRAPKPPSYPSPV
QPPQSPSFNNRYTNNNARFPPQTTY
PPKNKNPTVYSNGLIPNSSTSSDNST
GKFKFPAMNGHDSNSRKTTLTSATI
PSINTVNTDESLPAISNISSNATSHH
PNRNSVVYNNHKRTESGSSFVDLF
NRISMLSPVKSSFDEEETKQPSKAS
RAVFDSARRKSSYGHSRDASLSEMK
KHRRNSSILSFFSSKSQSNPTSPTKQ
TFTIDPAKMTSHSRSQSNSYSHARS
QSYSHSRKHSLVTSPLKTSLSPINSK
SNIALAHSETPTSSNNKEAVSQPSE
GKHKHKHKHKSKHKHKNSSSKDGS
SEEKSKKKLFSSTKESFVGSKEFKRS
PSELTQKSTKSILPRSNAKKQQTSAF
TEGIRSITAKESMQTADCSGWMSKK
GTGAMGTWKQRFFTLHGTRLSYFT
NTNDEKERGLIDITAHRVLPASDDD
RLISLYAASLGKGKYCFKLVPPQPGS
KKGLTFTEPRVHYFAVENKSEMKA
WLSAIIKATIDIDTSVPVISSYATPTIP
LSKAQTLLEEARLQTQLRDAEEEEG
RDQFGWDDTQNKRNSNYPIEQDQF
ETSDYLESSAFEYPGGRL

None None None None None None None None None


