Additional file 1. Identification of proteins differentially expressed in esophageal cancer specimens by MALDI-TOF MS and MS/MS

Protein name Accessi  Gene Theoretical Mascot Matched Covera Sequence confirmed by MS/MS
onNo. name MW (Da)/pl score peptide ge (%) MS/MS score
W TPAQFDADELR™ 72
_ 2PGTDVNVFNTILTTR?Z 29

Annexin Al P04083 ANXA1L 38690/6.57 334 16 42 189
SEDFGVNEDLADSD 39
AR204
“DELNADHPFIYIIR®™ 23
“®GDTANEIGQVLHFEN 53

Serpin B5 precursor P36952 SERPINB5 42111.5/5.72 230 14 42 VK
$22\/CLEITEDGGDSIEVP 20
GAR34O

Transthyretin [Precursor] P02766 TTR 15877/5.52 47 5 11 - -

Thioredoxin P10599 TXN 11729.7/4.82 106 8 21 BCMPTFQFFK® 32
2/QPYLDDFQK™* 22

Apolipoprotein A-1 [Precursor] P02647 APOAL1 30758.9/5.56 243 12 32 S THLAPYSDELR™® 60
DYVSQFEGSALGK® 21

_ _ *WVPADTEVVCAPPTAY 22

Triosephosphate isomerase P60174 TPI1 26652.7/6.45 103 7 24 IDEAR®

_ 1Y QTSVESVDFANAP 83
Serpin B3 P29508 SERPINB3 44536.5/6.35 158 14 29 EESRI®
Translationally controlled tumor protein P13693 TPT1 19582.6/4.75 58 6 13 - -




HHPeptidyl-prolyl cis-trans isomerase A

Profilin-1
Cystatin-B

Galectin-7

Tropomyosin beta chain

Tropomyosin alpha-3 chain

Myosin light chain 1

Myosin light chain 3

Serum amyloid P-component [Precursor]
Myosin light chain 6B

Myosin regulatory light chain 2

Myoglobin

P62937

PO7737
P04080

P47929

P0O7951

P06753

P05976

P08590

P02743
P14649

P10916

P02144

PPIA

PFN1
CSTB

LGALS7

TPM2

TPM3

MYL1

MYL3

APCS
MYL6B

MYL2

MB

18000.9/7.68

15044.6/8.44
11132.6/6.96

15065.8/7.03

32830.6/4.66

32798.7/4.68

21131.8/4.97

21917/5.03

25371.1/6.1
22749.7/5.56

18777.4/4.92

17172.9/7.14
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2| QLVEEELDR**

18K LVILEGELER'®
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188K LVIIEGDLER""®
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2| QLVEEELDRAQER'®
ITLSQVGDVLR®
15DQATYEDFVEGLRY
2 ALGQNPTQAEVLR*
I DTGTYEDFVEGLR™®
¥GQGTYEDYLEGFR™
“DGFIDKNDLR®

S EAFTIMDQNR®

%2 GADPEETILNAFK%

69
106

51
62
34
54
54




Alpha-crystallin B chain

Transgelin

Phosphatidylethanolamine-binding
proteinl

Carbonic anhydrase 1

Carbonic anhydrase 3

Creatine kinase M-type

Fructose-bisphosphate aldolase A

P02511

Q0199
5

P30086

P00915
P0O7451

P06732

P04075

CRYAB

TAGLN

PEBP1

CAl

CA3

CKM

ALDOA

20146.4/7.7

22596.4/8.87

21043.7/7.01

28852.4/6.59

29538.7/6.86

43073.9/6.77

39395.3/8.3
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