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Ishihama, Yasushi

2,900,000

LC-MS
HILIC -
46%
10,000
200 1 6 1

We aimed to develop a deep proteomics analytical system to identify and quantify
complete human proteome expressed in human cells. We developed ultrahigh resolution LC-MS systems using
meter-scale monolithic silica capillary columns in combined with meter-scale HILIC columns for
fractionating or slicing samples. As a result, when using the slicing mode, the number of identified
proteins increased b{ 46%, compared with the conventional method, Further, using the fractionation
method, we successfully identified 10,000 human proteins with 200-fold sensitivity and 6-times

throughput.
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HHE 50 pg 10 mg
DE(RINTELAL) il FILERASE)
ERHLER Trypsin Trypsin, Lys-C, Glu-C
FERTFELAL) HILIC(65 H) SAX(65 )
PRS- 2B (3E5H x 6) 12B (4858 x 4x3 x6)
AURYERER 9,567 (9.235 genes) 10,160 (9,843 genes)

RIFFERH 85,014 117.330
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