}Jl;l iprotKB Entry name |organism full name oglcnacscore oglcnac phosphorylation sites PMIDS |[sequence intracellular |extracellular [cytosol [nucleus mitochndrion | .. | golgi plasma extr:
sites reticulum apparatus membrane [regic
P53836 CA120 YEAST [Saccharomyces [CCR4-NOT 24.475439 NaN S491;S510;S518;S538;S556;S871;S (33229814 |MRIFSGDNKVVDSLASNPGLMSPSN [None None None [None None None None None None
cerevisiae transcriptional 885 FGGDFGSRLKVNVTSKKKLNDSSPT
complex SPMESSPVSPELVPILTLLNAHTHRR
subunit YHEGVFLILQDLNNNGTHAARKWK
CAF120 DVYGVLLGTQLALWDAKELAEFTDP

SCPVSEKKLKEVASKPTYINLTDATL
RTLDNSDNIVMECGKNLTNALVVST
TLKNRYFLQFGNKESFNAWNSAIRL
CLYECSSLQEAYTGAFISSRGAKLGD
IRILLTNRKYDYKDWVSVRFGAGMP
WKRCYAVISQSSSKKKGHFGEINLY
ENDKKVKKNHAMATIVEAKALYAVY
PSSPKLIDSSTIIKVVGSVKFEKKESA
QEKDVFIMPEKHQAVPSYDTIIRFLIP
AMDTFKLYGRPEKLLSSKNDPHSLL
FGLPVLPHIYYLEVEDLLPLTNSVSS
LHWSNNEWKEHISDILQRKIAQGYC
GCNSTSNITSPLPSPFLGSADLFERA
DGVLSPKLSYGSKSSSNNSSKNSLP
KRERVKLSSSSEQDLNNSDSPSIKR
KSPPLVISESPHKVHTPTDASFRTRV
TEGSPYAKQRHPKPFASSVNDSPSD
RAKSRTVPYNNNDRKATTPEKFERG
ETSCGKNVDESLEKVRNMKLEIPES
NFDKFMTDKNLLSVDSKCSNEKKL
SVESDLSAIYEKYSNGPFGHTEGLN
GSSDETYLRFQRASVHSESNYNSRK
SFTPSDFSNGNEEEHAVLQELNSLT
QRINELGMESINSNSDSDRINGSYS
QVDFGNNNDEDDMNLFDPDFMAQ
DQLRAEERDYNKDDRTPLAKVPAAF
QSTGLGITPDDDIERQYITEHRSRHE
VPKRSPEKPSNPLEIGNPYAKPGTRL
NTTHTHSKTDRSITPQRGQPVPSGQ
QISSYVQPANINSPNKMYGANNSAM
GSPRNPKTRAPPGPYNQGWNNRPS
PSNIYQRPHPSDTQPQAYHLPGNPY
STGNRPNMQAQYHPQQVPMPILQQ
PNRPYQPYAMNTHMGSPGGYAGAA
PPFQPANVNYNTRPQQPWPTPNSPS
AHYRPPPNLNQPQNGSAGYYRPPAP
QLQNSQARPQKKDGFSQFMPSATT
KNPYAQ




