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Features

Showing features for initiator methionine’, modified residue’, glycosylation', chain', modified residue (large scale data)’, peptide’.
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+ Initiator methionine

+  Modified residue

+  Modified residue

+  Glycosylation

+  Chain PRO_0000052976

+  Modified residue (large scale data)
+  Glycosylation

+ Modified residue

Data processing
and Calculations

POSITION(S)

NN N e

2-147

SOURCE

Al DESCRIPTION

UniProt Removed [ ey Siminy] (3 Pubicaton)

UniProt N-acetylvaline (¥ ey simsany

UniProt N-pyruvate 2-iminyl-valine; in Hb Alb

UniProt N-linked (Glc) (glycation) valine; in Hb Alc [ 1 pusicatca

UniProt Hemoglobin subunit beta & Toolsy @ Add
PRIDE Phosphothreonine [ Combined Sources

UniProt N-linked (Gc) (glycation) lysine [ 1 pubicaon

UniProt Phosphoserine (¥ Carbnea Souces

Return Final Results
to the User




RESULT

Jaccard Modified
Index residues

Protein 1 : Protein 2 0.9 K23Me:K28Me
Protein 1 : Protein 3 04 L21Me:L16Me

Protein 2 : Protein 3 0.2 T13Ac:S18Ac
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