}Il;l iprotKB Entry name (organism full name |oglcnacscore oplcnac p.h osphorylation PMIDS |[sequence intracellular [extracellular cytosol [nucleus mitochndrion em!oplasmlc golgi plasma extl'"acellular
sites sites reticulum |apparatus membrane region
P09547 SWI1_YEAST |Saccharomyces [SWI/SNF  (24.475439 NaN NaN 33229814 MDFFNLNNNNNNNNTTTTTTTTN (None None None |[None None None None None None
cerevisiae chromatin- NNNTNNNNTNNNNNPANNTNNN

remodeling NSTGHSSNTNNNTNNNNTNTGAS

complex GVDDFQNFFDPKPFDQNLDSNNNN

subunit SNSNNNDNNNSNTVASSTNFTSPT

SWI1 AVVNNAAPANVTGGKAANFIQNQSP

QFNSPYDSNNSNTNLNSLSPQAILA
KNSIIDSSNLPLQAQQQLYGGNNNN
NSTGIANDNVITPHFITNVQSISQNS
SSSTPNTNSNSTPNANQQFLPFNNS
ASNNGNLTSNQLISNYAASNSMDR
SSSASNEFVPNTSDNNNNSNNHN
MRNNSNNKTSNNNNVTAVPAATPA
NTNNSTSNANTVFSERAAMFAALQ
QKQQQRFQALQQQQQQQQNQQQQ
NQQPQQQQQQQQNPKFLQSQRQQ
QQRSILQSLNPALQEKISTELNNKQY
ELFMKSLIENCKKRNMPLQSIPEIG
NRKINLFYLYMLVQKFGGADQVTRT
QQWSMVAQRLQISDYQQLESIYFRIL
LPYERHMISQEGIKETQAKRIFLQQF
LQELLKKVQQQQQAAALANANNNI
NSASSAPTPAAPGASVPATAAPGTEA
GIVPVSANTPKSLNSNININVNNNNI
GQQQVKKPRKQRVKKKTKKELELER
KEREDFQKRQQKLLEDQQRQQKLL
LETKLRQQYEIELKKLPKVYKRSIVR
NYKPLINRLKHYNGYDINYISKIGEKI
DSNKPIFLFAPELGAINLHALSMSLQ
SKNLGEINTALNTLLVTSADSNLKIS
LVKYPELLDSLAILGMNLLSNLSQN
IVVPYHRNTSDYYYEDAGSNQYYVTQ
HDKMVDKIFEKVNNNATLTPNDSN
DEKVTILVDSLTGNQLPTPTPTEMEP
DLDTECFISMQSTSPAVKQWDLLPE
PIRFLPNQFPLKIHRTPYLTSLKKIKD
EIDDPFTKINTRGAEDPKVLINDQLS
TISMILRNISFSDNNSRIMSRNFYLK
RFISDLLWLVLIHPENFTCNRKILNF
KKDLVIVLSNISHLLEIASSIDCLLILI
LVISFGQPKLNPMASSSSFGSESLTF
NEFQLQWGKYQTFGVDILAKLFSLE
KPNLNYFKSILLNKNTGNNLYDRNS
NNNHKDKKLLRRLLNLYNDNNKN
NNNRHNLLNDVVSFLFSAIPLQQVL
SQSADPSLLIDQFSPVISQSLTSILVIV
QKILPLSNEVFEISENNSDSNSNNN
GNKDSSFNFNKNLPFVWLSSEENIG
SGLLKLSEIILNINNSTSKNTLLQQQ
NYSKVLLPSINISCVQLIKCLVEKSIC
FENCLNNDPEILKKIASIPNLFPTDL
EIFQLFTNPSVDIQIINQYQLLYNLKN
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