Supplemental Figure S1A

Peak ID: 1740

MS/MS Fragmentation of SVLGQLGITK
Found in gi|24438, alpha-1-antitrypsin (aa 268-394) [Homo sapiens]
Match to Query 6: 1014.645800 from(508.330176,2+)
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Monoisotopic mass of neutral peptide Mr(calc): 1014.6073

Matches (Bold): 19/92 fragment ions using 81 most
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Peak ID: 11165

Supplemental Figure S1B

MS/MS Fragmentation of HPNSPLDEENLTQENQDR
Found in gi|443345, Chain A, Alphal Antichymotrypsin
Match to Query 2: 2134.980774 from(712.667534,3+)
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Monoisotopic mass of neutral peptide Mr(calc): 2134.9515
lons Score: 28 Expect: 0.93
Matches (Bold): 41/196 fragment ions using 64 most
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Supplemental Figure S2
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Supplemental Figure S3
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Supplemental Figure S4
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LEGENDS FOR SUPPLEMENTAL FIGURES ONLINE

Supplemental Figure S1 online

MS/MS spectra and database search results of two representative MS peaks [ID 1740
(A) and ID 11165 (B)] identified as being derived from al-antitrypsin and
al-antichymotrypsin, respectively. Peptides that matched the amino acid sequences in

the database are highlighted in red.

Supplemental Figure S2 online
Kaplan-Meier plots of overall survival in relation to al-antitrypsin (A),
al-antichymotrypsin (B) data, and Total Point score (C) in 244 samples that were not

used in the 2DICAL analysis.

Supplemental Figure S3 online

Plasma/serum levels of al-antitrypsin and ol-antichymotrypsin according to tumor
response (RECIST guideline). Horizontal lines represent the average levels. Forty-two
patients whose tumor response was not evaluable were excluded. PR, partial response;

SD, stable disease; PD, progressive disease.

Supplemental Figure S4 online

First, draw a vertical line (red) upward to the Points row (top) to obtain the number of
points for each variable (top). Then, total the points and drop a vertical line (blue) from
the Total Points row to obtain the estimated probability (Prob) of survival 6, 12, and 24
months (mo) after gemcitabine treatment (bottom). This particular patient was estimated
to have no chance of surviving more than 24 months using the current gemcitabine

treatment.



	Revised Supplemental Figures S1-5 20100215
	スライド番号 1
	スライド番号 2
	スライド番号 3
	スライド番号 4
	スライド番号 5

	LEGENDS FOR SUPPLEMENTAL FIGURES ONLINE

