
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

0

E9Q784 ZC3HD_MOUSE Mus
musculus

Zinc
finger
CCCH
domain-
containing
protein	13

36.743721 S907;S909 S64;S77;S198;S207;S209;S211;S24
2;T263;S265;S316;S318;S324;S327;
T353;T363;S369;S371;S380;S704;S
907;S909;S913;S921;S924;S929;S9
49;S951;S953;T958;S1069;S1086;S
1090;S1093;T1109;S1256;S1259;S1
273;S1275;S1295;S1427;S1443;S14
47;S1467;S1470;S1499;S1526

40997131;40885482 MSKIRRKVTVENTKTISESTSRRPSV
FERLGPSTGSTTETQCRNWLKTGSC
LYGNTCRFIHGPSPRGKGYSSNYRR
SPERPTGDLRERMKNKRQDVDSES
QKRNTEEPSSPVRKESSRGRHRDKE
DIKIVKERTPESEEENVEWETNRDD
SDNGDINYDYVHELSLEMKRQKIQR
ELMKLEQENMDKREEIIIQKEVSPE
VVRSKLSPSPSLRKSSKSPKRKSSPK
ASSAGKKERKAAVVASPLLDQQRNS
KGNQSKKKGPRTPSPPPPILEDIILGK
KYKEKYKVKDRIEEKPRDGKDRGRD
FEKQREKRDKPRSSSPGQHHSPLSS
RHHSSSSQSGSSIQRHSPSPRRKRT
PSPSYQRTLTPSLRRSASPYPTHCLS
SPQRKQSPPRHRSPMREKGRHDHE
RTSQSHDRRHERREETRGKRDREK
DTREERESEHDHRDDREPRDSRDR
RDTRDRRELRDSRDMRDSREMRDY
SRDAKESRDPRDSRSARDVHDYRDR
EARDAHARDVRDARDARDARDARDI
RDVRDVRDVRDVRDVRDVRDVRDV
RDVRDARDVRDVRDARDVRDVRDV
RDGHRKEDVYQEEARSYGRNHLRE
ESSRVELRNDSRNESRSEIRNDRMG
RSRGRGPELPEKGSRGTRGSQMDS
HSSGSNYHDSWETRSSYPERDRYPE
RDTRDPARDSSFERRHGERDRRDN
RERDQRPSSPIRHQGRSEELERDER
REERRIDRVDERRDDRVRDRDRDRE
REREREREREREREKERERELERER
AREREREREKERERERERERDQRDR
DHDREREREREREREKEREREREE
RERERERERERERERERERERERER
ERERERAREREKERERQREWEDKD
KGRDDRREKREDIHVREDRIPRDSH
EERKSKKRYRNEGSPSPRQSPKRRR
EHSPDSDTYHSGDDKNEKHRLLSQ
VVRPQESRSLSPSHLTEDRQGRWKE
EDRKSERKESSRRYEEQELKEKLSC
GDRQREQAESVDSSRVRAQDLLSHR
QAEDRDRDGSDRAHDEKKKAKAPK
KPVKKKKEEDVGVERGNLETHEDS
QVFSPKKGQKKKNIEKKRKRSKGDS
DVSDEEAAPQNKKKRGPRTPPLAIK
EELADISTDKDGVLEDPLKKENTAFS
DWSDEDVPDRTEGLEAEHTAATATP
GSTPSPLSSLLPPPPPVAAASTAATAL
ASSAVSATTSATSSSSAATSNTNGSE
DSHRKCHRARGEKVEVSHVTLEDTP
HRKLVDQKRSSSLGSNRSHRSHTSG
RLRSPSNDSAHRSGDDQGSRKRVL
HSGSRDREKTKSLEITGERKSRIDQL
KRGEPSRSTSSDRQDSRSHSSRRSS
PESDRQVHSRSGSFDSRDRLQERDR
YEHDRERERDRRDPRQREWDREAE
KEWPRTRDRDRLRERDRDRDRRRD
LDRERERLISDPMERDRERERTFET
SQLESGKRSEVKLESEHERDLEGSS
RDSVALDKERMDRDLGSVQGFEDV
SKAERTESLEGDDESKLDDAHSLGS
GAGEGYEPISDDELDEILAGDAEKRE
DQQEEEKMPDPLDVIDVDWSGLMP
KHPKEPREPGAALLKFTPGAVLLRV
GISKKLAGSELFTKVKETCQQLVEKP
KDADSLFEHELGALNMAALLRKEER
ASLLSDLGPCCKALCFRRDSAIRKQL
VKNEKGTVKQAYTNTPMVDNELLRL
SLRLFKKKATCHAPGQEKTEDGKLG
PCSIQQELCVS

True False 2.546 5.0 1.526 0.996 False 1.185


