UniprotKB Entry name |organism full name |oglcnacscore o-glcnac iphosphorylation sites PMIDS |[sequence intracellular|extracellular |cytosol nucleus mitochndrion em!oplasmlc golgi plasma eXtI:aCEIlu

ID sites reticulum apparatus membrane [region

Q9P2F8 SI1L2_HUMAN [Homo Signal- 26.250033 S1491 |S148;S379;S383;51029;51244;5146 30620550 MSDPRQSQEEKHKLGRASSKFKDPP [None None None [None |None None None None None
sapiens |induced 1;S1472;S1478;S1488;S1549;S1552 RIMQSDDYFARKFKAINGNMGPTTS

proliferation-
associated 1-
like protein

2

;51591

LNASNSNETGGGGPANGTPAVPKM
GVRARVSEWPPKKDCSKELTCKALW
ESRSQTSYESITSVLQNGQSDQSEG
QQDEQLDLDFVEAKYTIGDIFVHSPQ
RGLHPIRQRSNSDVTISDIDAEDVLD
QNAVNPNTGAALHREYGSTSSIDRQ
GLSGENFFAMLRGYRVENYDHKAM
VPFGFPEFFRCDPAISPSLHAAAQIS
RGEFVRISGLDYVDSALLMGRDRDK
PFKRRLKSESVETSLFRKLRTVKSEH
ETFKFTSELEESRLERGIRPWNCQR
CFAHYDVQSILFNINEAMATRANVG
KRKNITTGASAASQTQMPTGQTGNC
ESPLGSKEDLNSKENLDADEGDGKS
NDLVLSCPYFRNETGGEGDRRIALS
RANSSSFSSGESCSFESSLSSHCTN
IAGVSVLEVPRENQPIHREKVKRYIIE
HIDLGAYYYRKFFYGKEHQNYFGIDE
NLGPVAVSIRREKVEDAKEKEGSQF
NYRVAFRTSELTTLRGAILEDAIPSTA
RHGTARGLPLKEVLEYVIPELSIQCL
RQASNSPKVSEQLLKLDEQGLSFQH
KIGILYCKAGQSTEEEMYNNETAGP
IAFEEFLDLLGQRVRLKGFSKYRAQL
DNKTDSTGTHSLYTTYKDYELMFHV
STLLPYMPNNRQQLLRKRHIGNDIV
TIVFQEPGALPFTPKSIRSHFQHVFVI
'VKVHNPCTENVCYSVGVSRSKDVPP
FGPPIPKGVTFPKSAVFRDFLLAKVI
NAENAAHKSEKFRAMATRTRQEYL
KDLAENFVTTATVDTSVKFSFITLGA
KKKEKVKPRKDAHLFSIGAIMWHVI
IARDFGQSADIECLLGISNEFIMLIEK
DSKNVVFNCSCRDVIGWTSGLVSIK
VFYERGECVLLSSVDNCAEDIREIVQ
RLVIVTRGCETVEMTLRRNGLGQLG
FHVNFEGIVADVEPFGFAWKAGLRQ
GSRLVEICKVAVATLTHEQMIDLLRT
SVTVKVVIIQPHDDGSPRRGCSELCR
[PMVEYKLDSEGTPCEYKTPFRRNTT
'WHRVPTPALQPLSRASPIPGTPDRLP
CQQLLQQAQAAIPRSTSFDRKLPDG
TRSSPSNQSSSSDPGPGGSGPWRPQ
VGYDGCQSPLLLEHQGSGPLECDGA
REREDTMEASRHPETKWHGPPSKV
LGSYKERALQKDGSCKDSPNKLSHI
GDKSCSSHSSSNTLSSNTSSNSDDK
HFGSGDLMDPELLGLTYIKGASTDS
GIDTAPCMPATILGPVHLAGSRSLIH
SRAEQWADAADVSGPDDEPAKLYSV
HGYASTISAGSAAEGSMGDLSEISSH
SSGSHHSGSPSAHCSKSSGSLDSSK
VYIVSHSSGQQVPGSMSKPYHRQGA
VNKYVIGWKKSEGSPPPEEPEVTEC
PGMYSEMDVMSTATQHQTVVGDAV
IAETQHVLSKEDFLKLMLPDSPLVEE
GRRKFSFYGNLSPRRSLYRTLSDESI
CSNRRGSSFGSSRSSVLDQALPNDI
LFSTTPPYHSTLPPRAHPAPSMGSLR
NEFWFSDGSLSDKSKCADPGLMPL
PDTATGLDWTHLVDAARAFEGLDSD
EELGLLCHHTSYLDQRVASFCTLTD
MQHGQDLEGAQELPLCVDPGSGKE
FMDTTGERSPSPLTGKVNQLELILR
QLQTDLRKEKQDKAVLQAEVQHLR
QDNMRLQEESQTATAQLRKFTEWF

FTTIDKKS




