UniprotKB Entry name |organism [full name |oglcnacscore °g lenac phosphorylation sites PMIDS |sequence intracellular [extracellular|cytosol nucleus mitochndrion enc:!oplasmlc gol
ID sites reticulum |app
Q925]9 MED1_MOUSE Mus Mediator of |46.033135 S1021;S1265|S588;5664;5795;T805;S887;5953;S [22645316;40997131;40885482;368 |MKAQGETEDSERLSKMSSLLERLH |True False 2.443 [5.0 1.54 1.069 0.51
musculus [RNA 955;T1032;T1051;T1057;S1158;S12 |52467 IAKFNQNRPWSETIKLVRQVMEKRV
polymerase 09;T1217;5S1225;S1304;S1349;S140 'VMSSGGHQHLVSCLETLQKALKVTS

11
transcription
subunit 1

5;51435;T1442;T1459;51465;S1467
;51481;51483;51484

LPAMTDRLESIARQNGLGSHLSASG
TECYITSDMFYVEVQLDPAGQLCDV
KVAHHGENPVSCPELVQQLREKNF
EEFSKHLKGLVNLYNLPGDNKLKTK
MYLALQSLEQDLSKMAIMYWKATN
AAPLDKILHGSVGYLTPRSGGHLMN
MKYYASPSDLLDDKTASPIILHEKNV
PRSLGMNASVTIEGTSAMYKLPIAPL
IMGSHPADNKWTPSFSAVTSANSVD
LPACFFLKFPQPIPVSKAFVQKLQNC
TGIPLFETPPTYLPLYELITQFELSKD
PDPLPLNHNMRFYAALPGQQHCYF
LNKDAPLPDGQSLQGTLVSKITFQH
PGRVPLILNMIRHQVAYNTLIGSCVK
RTILKEDSPGLLQFEVCPLSESRFSV
SFQHPVNDSLVCVVMDVQDSTHVS
CKLYKGLSDALICTDDFIAKVVQRCM
SIPVTMRAIRRKAETIQADTPALSLIA
ETVEDMVKKNLPPASSPGYGMTTG
NNPMSGTTTPTNTFPGGPITTLENM
SMSIKDRHESVGHGEDFSKVSQNPI
LTSLLQITGNGGSTIGSSPTPPHHTP
PPVSSMAGNTKNHPMLMNLLKDNP
AQDFSTLYGSSPLERQNSSSGSPRM
EMCSGSNKAKKKKSSRVPPDKPKH
QTEDDFQRELFSMDVDSQNPMFDV
SMTADALDTPHITPAPSQCSTPPATY
PQPVSHPQPSIQRMVRLSSSDSIGPD
'VTDILSDIAEEASKLPSTSDDCPPIGT
PVRDSSSSGHSQSALFDSDVFQTNN
NENPYTDPADLIADAAGSPNSDSPT
NHFFPDGVDFNPDLLNSQSQSGFG
EEYFDESSQSGDNDDFKGFASQALN
TLGMPMLGGDNGEPKFKGSSQADT
'VDFSIISVAGKALGAADLMEHHSGS
QSPLLTTGELGKEKTQKRVKEGNGT
GASSGSGPGSDSKPGKRSRTPSNDG
KSKDKPPKRKKADTEGKSPSHSSSN
RPFTPPTSTGGSKSPGSSGRSQTPPG
'VATPPIPKITIQIPKGTVMVGKPSSHS
QYTSSGSVSSSGSKSHHSHSSSSSS
LASASTSGKVKSSKSEGSSSSKLSGS
MYASQGSSGSSQSKNSSQTGGKPGS
SPITKHGLSSGSSSTKMKPQGKPSSL
MNPSISKPNISPSHSRPPGGSDKLAS
PMKPVPGTPPSSKAKSPISSGSSGSH
VSGTSSSSGMKSSSGSASSGSVSQK
TPPASNSCTPSSSSFSSSGSSMSSSQ
NQHGSSKGKSPSRNKKPSLTAVIDK
LKHGVVTSGPGGEDPIDSQMGASTN
SSNHPMSSKHNTSGGEFQSKREKS
DKDKSKVSASGGSVDSSKKTSESKN
'VGSTGVAKIIISKHDGGSPSIKAKVTL
QKPGESGGDGLRPQIASSKNYGSPLI
SGSTPKHERGSPSHSKSPAYTPQNV
DSESESGSSIAERSYQNSPSSEDGIR
PLPEYSTEKHKKHKKEKKKVRDKDR
DKKKSHSMKPENWSKSPISSDPTAS
'VTNNPILSADRPSRLSPDFMIGEEDD
DLMDVALIGN




