SWATH-based proteomics identified carbonic anhydrase 2 as a

potential diagnosis biomarker for nasopharyngeal carcinoma
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Supplementary Figure S1. Raw image of tissue microarray. Normal samples are shown in the
dashed square box. Each sample has a replicate at the next vertical row. For example, samples in

line B are replicates of line A at each donor tissue point. (NPC donor n = 52 and normal donor n =
13).



P00918 Carbonic anhydrase 2

23e+002 Seq: VVDVLDSIK 2+ vy Y
1ooe-+ i VerDjer DSI K
b3

90
80
704
60
501
40
30

Relative Intensity (%)

(M+-+ 494 28

20

b3+ 314.19

o

T
500 600 700

w
(=]
o
N
oS-
(=]

Seq: SADFTNFDPR 2+ ¥ v ¥e v
210:002 ¢ SADIFTNFDPR
1007 s
90
801
704
60
50 8

401 9
30 3
20
0

-T—TT T 7T 7T T rrrr—T7T T T T T T

T T
300 400 500 600 700 800 900 1000 1100 1200 1300

Relative Intensity (%)
2

-0.5

1.7e+002 Seq: ILNNGHAFNVEFDDSQDK

3+ T 1 12 1 .3 5 a4 5 2
1170 | (LN N G HIAMF N VIE F DIDfS(@lD K

1 \ N

T LI B S e e T 1T T
700 800 900 1000 1100 1200 1300 1400

m/z

904

W B O @ N ®
o O O O o o
I L I n 1 1

Relative Intensity (%)

= N
A

o

T ‘m.‘i | DR ||| ‘ ™1 .||h n\".n
200 300 400 500 600

Da o — =

+0.5

-0.5

Supplementary Figure S2. MS spectra of CA2 peptides detected in the shotgun library
construction identification.
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Supplementary Figure S3. Raw image of the immunoblotting analysis on CA2 (a) and actin
(b) with multiple exposures.



Supplementary Table S1. Donor feature summary.

Gender
Total
Male Female <50 >50
NPC 11 8 3 6 5
Normal 13 9 4 11 2
P 1.0000 0.1819

Supplementary Table S2. Differentially expressed proteins of SWATH-MS determined by

PLGEM analysis.
) NPC/normal
Swiss-Prot . PLGEM PLGEM HGNC
No. Protein name abundance
ID ) STN P-value gene name
ratio
Serine/threonine-protein
1 P62136 phosphatase PP1-alpha 22.04 1.2 1.61 x 10>  PPPICA
catalytic subunit
Inter-alpha-trypsin
2 P19827 L . 21.02 1.22 1.43 x 103 ITIH]
inhibitor heavy chain H1
Ubiquitin-60S ribosomal
3 P62987 . 19.52 1.61 3.96 x 10° UBA52
protein L40
4 P48444 Coatomer subunit delta 11.61 1.08 4.53 x 103 ARCNI
HLA class I
5 P30511 histocompatibility 114 1 7.40 x 103 HLA-F
antigen, alpha chain F
P04004 Vitronectin 8.56 1.26 9.53 x 10* VTN
P16157 Ankyrin-1 8.48 0.98 8.64 x 10° ANK1
Macrophage migration
8 P14174 o 7.88 1.12 3.24 x 10° MIF
inhibitory factor
28S ribosomal protein
9 P82650 . . 7.4 1.01 6.93 x 10°  MRPS22
S22, mitochondrial
Interferon-induced
10 Q53G44 . . 7.36 0.96 9.87 x 10° IFI44L
protein 44-like
Keratin, type I
11 Q04695 7.21 1.5 1.10 x 104 KRTI17
cytoskeletal 17
Interferon-induced
protein with
12 P09914 . . 6.88 1.05 5.39 x 10° IFITI]
tetratricopeptide repeats
1
13 P00918 Carbonic anhydrase 2 5.71 1.01 7.05 x 103 CA2
14 P02675 Fibrinogen beta chain 5.27 1.33 5.17 x 10* FGB
15 P50454 Serpin H1 4.77 0.97 8.84 x 10° SERPINHI
16 P02671 Fibrinogen alpha chain 4.73 1.16 2.36 x 10° FGA
17 P62857 408 ribosomal protein 4.29 0.96 9.40 x 10° RPS28




S28

18 P61626 Lysozyme C 4.17 0.99 8.14 x 10° LYz
Hemoglobin subunit
19 P02042 3.85 1.18 1.89 x 103 HBD
delta

20 P59666 Neutrophil defensin 3 3.83 0.96 9.58 x 10° DEFA3
Marginal zone B- and

21 Q8WU39 . . 3.44 1.02 6.74 x 10 MZBI
B1-cell-specific protein

22 Q15661 Tryptase alpha/beta-1 0.2 -1.06 6.69 x 10° TPSABI

23 P35237 Serpin B6 0.18 -1.06 6.71 x 10> SERPINB6

Polymerase I and
24 QONZI2 i 0.13 -1.26 1.36 x 103 PTRF
transcript release factor

HLA class I
25 P01892 histocompatibility 0.1 -1.1 4.86 x 103 HLA-A
antigen, A-2 alpha chain

Transmembrane protein

26 QI9BVC6 109 0.1 -1.33 7.29 x 104 TMEMI109
Dynein light chain 2,
27 Q96FJ2 . 0.09 -1.07 6.03 x10°  DYNLL2
cytoplasmic
Alcohol dehydrogenase
28 P00325 B 0.09 -1.25 1.43 x 103 ADHIB
Translationally-
29 P13693 0.06 -1.11 4.61 x 103 TPTI

controlled tumor protein

Supplementary Table S3. Identification and quantitation results of SWATH MS.
(Separate excel file)

Supplementary Table S4. Identification and quantitation results of super-SILAC MS.
(Separate excel file)

Supplementary Table SS5. Clinicopathological information and CA2 staining results of the
tissue microarray analysis.
(Separate excel file)



