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

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q5SWW4 MED13_MOUSE Mus
musculus

Mediator	of
RNA
polymerase
II
transcription
subunit	13

38.223321 NaN S395;S500;S504;S530;S537;S825;S
889;S1028

40997131 MSSSFVSNGASLEDCHCNLFCLADL
TGIKWKRYVWQGPTSAPILFPVTEED
PILSSFSRCLKADVLGVWRRDQRPG
RRELWIFWWGKDPNFADLIHHDLS
EEEDGVWENGLSYECRTLLFKAVH
NLLERCLMNRNFVRIGKWFVKPYEK
DEKPINKSEHLSCSFTFFLHGDSNV
CTSVEINQHQPVYLLSEEHVTLAQQ
SNSPFQVILSPFGLNGTLTGQAFKM
SDSATKKLIGEWKQFYPISCGLKEM
SEEKQDDMDWEDDSLAAVEVLVAG
VRMIYPACFVLVPQSDIPAPSSVGAS
HCSASCLGIHQVPASTRDPAMSSVT
LTPPTSPEEVQTVDPQSAQKWVKFS
SVSDGFSTDSTSHHGGKIPRKLANH
VVDRVWQECNMNRLQNKRKYSATS
SGLCEEETADKIGCWDFVEATQRTS
CSCLRHKSLKTRNTGQQGQAPSLGQ
QQQVLPKHKTNEKQDKSEKPQKRP
LTPFHHRVSVSDEIGMDTDSASQRL
VISAADSQVRFSNIRTNDVAKTPQM
HGTELANSPQPPPLSPHPCDVVDEG
VTKTPSTPQSQHFYQMPTPDPLVPT
KPMEDRIDSLSQSFPPPFQEAVEPTV
YVGTAVSLEEDEANVAWKYYKVPKK
KDVEFLPPQLPNDKFKDDPVGPFGQ
ESVTSVTELMVQCKKPLKVSDEIVQ
QYQIKNQYLSAIASDTEQEPKIDPYA
FVEGDEEFIFTDKKDRQNSEREAGK
KHKVEDGTSAVTVLSHEEDAMSLFS
PSKQDAPRPTNHARPPSTSLIYDSDL
AVSYTDLDNLFNSDEDELTPGSKKS
ASGSDDKASSKESKTGNLDPLSCIST
ADLHKMYPTPPSLEQHIMGFSPMN
MNNKEYGSVDTAPGGTVLEGNSSS
VGTQFRIEVEEGFCSPKPSEIKDFSY
VYKPENCQVLVGCSMFAPLKTLPSH
CLPPIKLPEECVYRQSWTVGKLDLLP
SGPSMPFIKEGDGSNLDQDYGPAYT
PQTHASFGMPPSSAPPSNGGAGILP
SPSTPRFPTPRTPRTPRTPRGAGGPA
SAQGSVKYENSDLYSPASTPSTCRPL
NSVEPATVPSIPEAHSLYVNLILSESV
MNLFKDCNFDSCCICVCNMNIKGA
DVGVYIPDPTQEAQYRCTCGFSAVM
NRKFGNNSGLFLEDELDIIGRNTDC
GKEAEKRFEALRASSVENVNGGLKE
SEKVPDELILLLQDQCTNLFSPFGAA
DQDPFPKVGISSNWVRVEERDCCSD
CCLALEHGRQFMDNMSGGKVDEAL
VRSSCLHPWAKQNDASVQCSQDILR
MLLSLQPVLQDAIQKKRTVRPWGVQ
GPLTWQQFHKMAGRGSYGTDESPE
PLPIPTFLLGYDYDFLVLSPFALPYW
EKLMLEPYGSQRDIAYVVLCPENEA
LLNGARSFFRDLTAIYESCRLGQHRP
ISRLLTDGIMKVGATASKKLSEKFVT
EWFSQAADGNNEAFSKLKLYAQVC
RYDLGPYLASQPLDSSLLSQPNLVAP
PNQSLVTAPQMTNTGNANAPSATLA
SAASSTMTMTSGVPISTSVATANSTL
TTTSSSSSSSLSSGVSSNKLPSFPPF
GSMNTSGTGSMSAQASTVQSGQLG
GQQSSSLQAAGISGESASLPTQPHP
DVSESTMDRDKVGIPTDGDSHAITYP
PAIVVYIIDPFTYENKDESTNSSNVW
TLGLLRCFLEMVQTLPPHIKSTVSVQ
IVPCQYLLQPVKHDDRQIYSQHLKSL
AFSVFTQCRRPLPTSTNVKTLTGFGP
GLAMETALKSPDRPECIRLYTPPFIL
APVKDKQTELGETFGEAGQKYNVLF
VGYCLSHDQRWILASCTDLYGELLE
TCIINIDVPNRARRKKGSARRFGLQK
LWEWCLGLVQMSSLPWRVVIGRLG
RIGHGELKDWSCLLSRRNLQSLSKR
LKDMCRMCGISAADSPSILSACLVA
MEPQGSFVIMPDSVSTGSVFGRSTT
LNMQTPQLNTPQDTSCTHILVFPTS
ASVQVASATYTTENLDLAFNPNNDG
ADGMGIFDLLDTGDDLDPDIINILPA

True False 1.27 5.0 1.782 1.305 False 2.565 1.383



SPTASPVHSPGSHYPHGGDAGKGQG
TDRLLSTESHDEVTNILQQPLALGYF
VSTAKAGPLPDWFWSACPQAQYQCP
LFLKASLHLHVPSVQSDELLHSKHS
HPLDSNQTSDVLRFVLEQYNALSWL
TCDPAVQDRRSCLPVHFVVLNQLYN
FIMNML


