}Jl;l iprotKB Entry name |organism [full name |oglcnacscore oglcnac phosphorylation |,y g sequence intracellular |extracellular [cytosol [nucleus [mitochndrion | .. golgi plasma extr:
sites  [sites reticulum  |apparatus [membrane |regic
QI9HIY6 RPA2_HUMAN |Homo DNA- 21.026192 S894 S1051 30379171;40596516;40914422;285 [MDPGSRWRNLPSGPSLKHLTDPSY |True False 4.645 |5.0 2.717 0.729 False 0.889 0.94¢
sapiens directed 10447;38253038 GIPREQQKAALQELTRAHVESFNYA
RNA VHEGLGLAVQAIPPFEFAFKDERISF
polymerase 'TILDAVISPPTVPKGTICKEANVYPAE
I subunit CRGRRSTYRGKLTADINWAVNGISK
RPA2 GIIKQFLGYVPIMVKSKLCNLRNLPP

QALIEHHEEAEEMGGYFIINGIEKVI
RMLIMPRRNFPIAMIRPKWKTRGPG
YTQYGVSMHCVREEHSAVNMNLHY
LENGTVMLNFIYRKELFFLPLGFALK
ALVSFSDYQIFQELIKGKEDDSFLRN
SVSQMLRIVMEEGCSTQKQVLNYLG
ECFRVKLNVPDWYPNEQAAEFLFN
QCICIHLKSNTEKFYMLCLMTRKLF
ALAKGECMEDNPDSLVNQEVLTPG
QLFLMFLKEKLEGWLVSIKIAFDKKA
QKTSVSMNTDNLMRIFTMGIDLTKP
FEYLFATGNLRSKTGLGLLQDSGLC
'VVADKLNFIRYLSHFRCVHRGADFA
KMRTTTVRRLLPESWGFLCPVHTPD
GEPCGLMNHLTAVCEVVTQFVYTAS
IPALLCNLGVTPIDGAPHRSYSECYP
VLLDGVMVGWVDKDLAPGIADSLR
HFKVLREKRIPPWMEVVLIPMTGKP
SLYPGLFLFTTPCRLVRPVQNLALGK
EELIGTMEQIFMNVAIFEDEVFAGVT
THQELFPHSLLSVIANFIPFSDHNQS
PRNMYQCQMGKQTMGFPLLTYQDR
SDNKLYRLQTPQSPLVRPSMYDYYD
MDNYPIGTNAIVAVISYTGYDMEDA
MIVNKASWERGFAHGSVYKSEFIDL
SEKIKQGDSSLVFGIKPGDPRVLQKL
DDDGLPFIGAKLQYGDPYYSYLNLNT
GESFVMYYKSKENCVVDNIKVCSND
' TGSGKFKCVCITMRVPRNPTIGDKFA
SRHGQKGILSRLWPAEDMPFTESG
MVPDILENPHGFPSRMTIGMLIESM
AGKSAALHGLCHDATPFIFSEENSA
LEYFGEMLKAAGYNFYGTERLYSGIS
GLELEADIFIGVVYYQRLRHMVSDKF
QVRTTGARDRVTNQPIGGRNVQGGI
RFGEMERDALLAHGTSFLLHDRLF
NCSDRSVAHVCVKCGSLLSPLLEKP
PPSWSAMRNRKYNCTLCSRSDTIDT

'VSVPYVFRYFVAELAAMNIKVKLDVV




