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Step 1: SWATH MS analysis 1
! LC-MS/MS analysis with DIA mode (Samples are listed in Table 1) i
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E Step 3: Mean peak area ratio of top 3 transitions of each peptide !
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' Step 8: ROC analysis of absolute protein concentrations determmed 5
E by PRM mode with reference peptides: Odds ratio > 5.0
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Up-regulated proteins
LRG1, C9, CRP, SERPINA3, APO
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GSN , IGHA1, APOA4
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Identification of blood biomarkers in '-@'PLOS | ONE

glioblastoma by SWATH mass spectrometry
and quantitative targeted absolute
proteomics PLoS One. 2018

Eisuke Miyauchi’, Takuya Furuta®’, Sumio Ohtsuki®, Masanori Tachikawa’', IEI L— é *’L 1‘— 5@% d) éé/\%ﬁ ? — jj —
Yasuo Uchida', Hemragul Sabit®, Wataru Obuchi’, Tomoko Baba', Michitoshi Watanabe', L-E - =4

Tetsuya Terasaki' *, Mitsutoshi Nakada®
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1-Specificity 1-Specificity 1-Specificity 1-Specificity 1-Specificity

SEE
EEom#iE (n=15) &
GBM%%@[ﬂlﬂ}% (n=4) D LRG1 (leucine-rich alpha-2-glycoprotein)

o — o~ INAE [ — /8 C9 (complement component C9)
7/ E\Tj_ T ATMICE > TR/ LN IGHA1 (lg alpha-1 chain C region)
-2~ —H—DOROCHIHR APOA4 (apolipoprotein A-1V)
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