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B Ubiquitylation profile NT only (364 proteins)

Description
408 ribosomal protein S7
Histone H2A type 2-B
408 ribosomal protein S10
Ubiquitin-B
Core histone macro-H2A.1
Transcription elongation factor A protein-like 4
Ubiquitin-conjugating enzyme E2 N
14-3-3 protein beta/alpha
Polymerase | and transcript release factor
14-3-3 protein zeta/delta
Histone H2B type 2-B
Proliferating cell nuclear antigen
NSFL1 cofactor p47
Histone H2A type 2-A
Histone H2A type 1-H
14-3-3 protein epsilon
Histone H2A type 1-B/E
Histone H1.2
Histone H2B type 2-E
Queuine tRNA-ribosyltransferase subunit
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Biological Process



