UniprotKB

D Entry name |organism [full name |oglcnacscore |oglcnac sites iphosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndri
Q14676 MDC1_HUMAN [Homo Mediator |37.233678 S72;5108;S112;T1116;T1121;S1132 [T4;S108;T146;S168;S176;S196;S21 [29237092;23301498;27458206;332 [MEDTQAIDWDVEEEEETEQSSESLR [True False 2.813 5.0 1.7
sapiens |of DNA ;T1133;T1138;T1246;S1337;S1417; |8;T220;S299;T301;5329;T331;S372; (14551;31492838;16408927;405965 |(CNVEPVGRLHIFSGAHGPEKDFPLH
damage S1419;S1570;T1582;S1583 S376;T378;5394;5397;5S402;T404;S |16;32574038;35289036;35254053;3 |[LGKNVVGRMPDCSVALPFPSISKQH
checkpoint 411;T449;S453;T455;S485;5S495;S4 [2119511;40914422;35132862;3062 |AEIEILAWDKAPILRDCGSLNGTQIL
protein 1 98;5504;5505;S513;T523;S590;S78 |0550;39302247;34019948;3953149 [RPPKVLSPGVSHRLRDQELILFADLL

0;5793;5955;5998;51033;S1068;S1
086;T1157;T1198;S1235;T1239;T12
80;T1302;S1399;S1400;T1403;T142
5;T1466;T1548;S1564;T1567;T1589;
S1604;T1608;T1630;T1664;T1671;S
1681;T1697;S1702;S1711;S1775;T1
800;5S1820;T1858

7

CQYHRLDVSLPFVSRGPLTVEETPRV
QGETQPQRLLLAEDSEEEVDFLSER
RMVKKSRTTSSSVIVPESDEEGHSP
IVLGGLGPPFAFNLNSDTDVEEGQQP
IATEEASSAARRGATVEAKQSEAEVV
TEIQLEKDQPLVKERDNDTKVKRGA
GNGVVPAGVILERSQPPGEDSDTDV
DDDSRPPGRPAEVHLERAQPFGFID
SDTDAEEERIPATPVVIPMKKRKIFH
GVGTRGPGAPGLAHLQESQAGSDTD
IVEEGKAPQAVPLEKSQASMVINSDT
DDEEEVSAALTLAHLKESQPAIWNR
DAEEDMPQRVVLLQRSQTTTERDSD
TDVEEEELPVENREAVLKDHTKIRAL
IVRAHSEKDQPPFGDSDDSVEADKSS
PGIHLERSQASTTVDINTQVEKEVPP
GSAITHIKKHQVSVEGTNQTDVKAVG
GPAKLLVVSLEEAWPLHGDCETDAE
EGTSLTASVVADVRKSQLPAEGDAG
IAEWAAAVLKQERAHEVGAQGGPPV
IAQVEQDLPISRENLTDLVVDTDTLG
ESTQPQREGAQVPTGREREQHVGGT
KDSEDNYGDSEDLDLQATQCFLEN
QGLEAVQSMEDEPTQAFMLTPPQEL
GPSHCSFQTTGTLDEPWEVLATQPF
CLRESEDSETQPFDTHLEAYGPCLS
PPRAIPGDQHPESPVHTEPMGIQGR
GRQTVDKVMGIPKETAERVGPERGP
LERETEKLLPERQTDVTGEEELTKG
KQDREQKQLLARDTQRQESDKNGE
SASPERDRESLKVEIETSEEIQEKQV
QKQTLPSKAFEREVERPVANRECDP
IAELEEKVPKVILERDTQRGEPEGGS
QDQKGQASSPTPEPGVGAGDLPGPT
SAPVPSGSQSGGRGSPVSPRRHQKG
LLNCKMPPAEKASRIRAAEKVSRGD
QESPDACLPPTVPEAPAPPQKPLNSQ
SQKHLAPPPLLSPLLPSIKPTVRKTR
QDGSQEAPEAPLSSELEPFHPKPKIR
TRKSSRMTPFPATSAAPEPHPSTSTA
QPVTPKPTSQATRSRTNRSSVKTPEP
IVVPTAPELQPSTSTDQPVTSEPTSQV
TRGRKSRSSVKTPETVVPTALELQPS
TSTDRPVTSEPTSQATRGRKNRSSV
KTPEPVVPTAPELQPSTSTDQPVTSE
PTYQATRGRKNRSSVKTPEPVVPTAP
ELRPSTSTDRPVTPKPTSRTTRSRTN
MSSVKTPETVVPTAPELQISTSTDQP
IVTPKPTSRTTRSRTNMSSVKNPEST
VPIAPELPPSTSTEQPVTPEPTSRATR
GRKNRSSGKTPETLVPTAPKLEPSTS
TDQPVTPEPTSQATRGRTNRSSVKT
PETVVPTAPELQPSTSTDQPVTPEPT
SQATRGRTDRSSVKTPETVVPTAPEL
QASASTDQPVTSEPTSRTTRGRKNR
SSVKTPETVVPAAPELQPSTSTDQPV
TPEPTSRATRGRTNRSSVKTPESIVPI
IAPELQPSTSRNQLVTPEPTSRATRCR
TNRSSVKTPEPVVPTAPEPHPTTSTD
QPVTPKLTSRATRRKTNRSSVKTPKP
IVEPAASDLEPFTPTDQSVTPEAIAQG
GQSKTLRSSTVRAMPVPTTPEFQSP
IVTTDQPISPEPITQPSCIKRQRAAGN
PGSLAAPIDHKPCSAPLEPKSQASRN
QRWGAVRAAESLTAIPEPASPQLLET
PIHASQIQKVEPAGRSRFTPELQPKA
SQSRKRSLATMDSPPHQKQPQRGE
VSQKTVIIKEEEEDTAEKPGKEEDVV
TPKPGKRKRDQAEEEPNRIPSRSLRR
TKLNQESTAPKVLFTGVVDARGERA
VLALGGSLAGSAAEASHLVTDRIRRT
IVKFLCALGRGIPILSLDWLHQSRKAG
FFLPPDEYVVTDPEQEKNFGFSLQD
IALSRARERRLLEGYEIYVTPGVQPPP
PQMGEIISCCGGTYLPSMPRSYKPQ
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