}Jl;l iprotKB Entry name organism (full name |oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi plasmi
sites reticulum )apparatus memb:
Q99MR9  |PPR3A_MOUSE Mus Protein 29.151474 NaN S40;544;S48;S51;T58;S67;5821 (36288343;39927985;37507081 [MEPAEEPGQISKDNFLEVPNLSDSV |False False 1.078 |[1.783  |False 0.469 False 0.188
musculus |[phosphatase CEDEEVKATFKPGFSPQPSRRGSGS
1 regulatory SEDMYLDTPTSASRRVSFADSLGFS
subunit 3A LVSVKEFDCWELPSVSTDFDLSGDV

FHTDEYVLSPLFDLPSSKEKLMEQL
QVQKAVLESAEHLPGSSMKGIIRVL
NISFEKLVYVRMSLDDWQTHYDILA
EYVPNSCDGETDQFSFKISLVPPYQK
EGGKVEFCIRYETSAGTFWSNNNGT
NYILVCQKKRKEPEPVKPLEEAPSRQ
IKGCLKVKSRSKEEPLLAPEENKFET
LKFTESYIPTIICSHEDKDDLGANHP
NVDDINKKHDEHNGKELDLMINQR
LITSQDEKNTFATDTVNFTNKAEGS
EKKQAYHEINTDLFMGPLSPSLSAE
SSLKRDFYHSRSSSPGNEYGHPHSE
EIISDMGEKGPSLGDTSSDELMQLE
LCSKEDLDDNANPANGSGRVCSSF
DQRMACGLKNNEAGIKKTGIQDYKY
SHGDSTKLEESNASSRDDYAKVDNK
KEKQTCLGVNENPSKNFQSVFQTQ
EGHMGYPKISTEGDKANNQDLTSLL
SKDITANTWAVTVDPCPSTNAKRSW
REVGSGSNLEPGTSDLSSPRNFSPL
TDDHLFQADRENSDSSNPENQNM
NTRHRKKWNVLETQSETSETESDIA
KHTKEQAEYKDMWEKTDNSRNLKA
TPTEHLFTCRETECYGLSSLADHGIT
EKAQAVTAYIIKTTLESTPESASARGK
AITAKLPQETAGNDRPIEVKETAFDP
HEGRKDDSHYSLCHGDTAGVIHDN
DFERESHLDICNLRVDEMKKEKTTS
TCFPQKTYDKEKHGIGSVTSIDEPSQ
'VITGNQKATSKLDLHLGVLPTDRAIF
QANADLELLQELSRRTDFNAVPSAF
NSDTASASRDSSQVYRHCSKKSVPS
YGEEKAVTNTTLQSIPTKSEYNWHP
ESEVLGHAMSKPEDVFKSSEIMKSG
SGGERGGGPILQQKEGSLENSQGP
MFFTNEPLENLDEASSENEGLMHS
GQSQCYLGDKGLVSSASATVSTQEL
EAQGRESLLSISTNSKIPYFLLFLIFL
ATVYYYDLMIGLAFYLFSLYWLYWE

GGRQRESVKKK




