R REBUR B AT R A AR E S

AR AR

(R XFAMEFHMRIL, L& 200032)

B 6 R e R AR TRV BB FR Ao M AR 2L 43 B (41 S R AL B (I LI 2 S 3Rk, I A
I bR ICIE— AT EL T 18 BB ERAT ALY (3 BIEF R 15 Bl % I w3
HH 8700 4>, BERRILE L 3000 4>, BERRALAL AT 8100 PAE. Z55RH, 1ZAER 0 R
w, RREVELF, EOrENEE S, R T AR EWIAITE .

REEW: EOT, ZREL BRRE R TR

HEDES: Q516 SCRRAR ARG :

Based ultra-sensitive liquid mass spectrometry analysis of proteomics and

phosphoproteomics of certain human tissue
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Abstract: The differential expression of proteomics and phosphoproteomics of human tissue was
analyzed by ultra-sensitive liquid phase mass spectrometry (UHMS)and isotope label reages. A
total of 18 cases of certain tissues ( normal tissue*3and disease tissue*15) were analyzed
synchronously in an experiment. More than 8700 proteins, about 3000 phosphorylated proteins
and more than 8100 phosphorylated sites were identified and quantified. The results show that
the UHMS has high resolution, good stability and high throughput, and can be used for the
preliminary screening of biomarkers.
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2.4 BH4SH
B 28 BE
Enzyme Trypsin
Digestion specificity Full specific
Max Missed Cleavages 2
Fixed modifications Carbamidomethyl(C), TMTpro(K),TMTpro(N-Term)
Variable modifications Oxidation (M),phoshoprylation(S/T/Y)
Peptide Tolerance 10ppm
MS/MS Tolerance 0.02Da
Fragmentation HCD
Site Probabilitie >75
3 SRES®R
3.1 EIWER
Proteomics Phosphoproteomics
Proteins 8786 3185
Peptide Groups 77960 10256
Modification Sites / 8122
PSMs 194059 12885
MS/MS Spectrum Info 479730 116006
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