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Abstract: Tyrosine phosphorylation is one of the important protein phosphorylations in eukaryotes responsible for a
variety of biological processes including cell signaling transduction, cell migration, and apoptosis. In the study of
phosphoproteomics, due to the low stoichiometry of tyrosine phosphorylation (pTyr) proteins and sometimes limited initial
sample, traditional phosphoproteomics enrichment technology is inefficient for the enrichment of pTyr peptides. Here, we
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review the substantial progress in tyrosine phosphoproteomics by preparation of limited amount sample and the newly

introduced SH2 superbinder.
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Fig. 1 Structure of SH2 domain.
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Fig. 2 Structure of SH2 superbinder domain®®4.
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Tablel Enrichment method and identification amount of tyrosine phosphorylated peptide

Strategy_sample pTyr peptide pTyr site References
IP(G410)_5 mg Jurkat T (untreated) / 262 [2]
Ti**-IMAC+SH2_5 mg Jurkat T (untreated) / 343 [2]
IP(G410)_2 mg Jurkat T (pervanadate treated) / 1400 [2]
Ti**-IMAC+SH2_2 mg Jurkat T (pervanadate treated) / 1 800 [2]
Ti**-IMAC+SH2+NeutrAvidin_2 mg Jurkat T (pervanadate treated) / 3480 [5]
Ti**-IMAC+SH2_3 mg Jurkat (untreated)*** 97 75 [13]
SH2_3 mg Jurkat (untreated)*** 316 245 [13]
Ti**-IMAC+SH2_1 mg Jurkat (pervanadate treated)*** 2394 1871 [13]
SH2_1 mg Jurkat (pervanadate treated)*** 2172 1 666 [13]
SH2 microreactor_100 pug Hel a (pervanadate treated) / 796 [8]
IP_6 mg Hela (EGF treated) / 1475 [25]
IP(pY99)_4 mg Hela (EGF treated) 1112 / [26]
SCX+TiO, 505 [27]
IP (pY1000)_20 mg MCF10A_pik3ca mutant 651 / [28]

Note: *** represents the average of three repeated experiment.
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