o E A S BF 2k 2012 4E 4 145 12 %5 4 1) Chin J Min Inv Surg, April 2012, Vol. 12. No. 4 - 359 -

- FahorsT -

s PR S5 40 1 (4L o B

M X TERIT xisdm k H £2Hs” B o#wY w1 #Y

(b K245 = ER AL B, Jb st 100191)

[(HE] B HEHS5ERENRESHBEIRMMCEN .  FE RARE 2 G b bR, B RE K]
IR A A i, L AR oA g Jm ek A EIO T A0 R 2 A, 8 /0N 2 00 b L 35 T DL o e 6 o 0 AR O 7 A R 2k 9 I o L LA
HE 2 0UE R UK 25 B R A ZUE A RUER 13 ] PDQuest BOPFHEAT R 24T, $R 20 15 B £ bk 2 45 e A% A0S B AR I
AR 22 5 AR BT o IO O A AT I ) F 168 357 3 066 5% ( Q-TOF) M85 22 53 Rk Y B 1 Bt s fe S JH Mascot U4k B #E 47
MR, HR S5EREAEMOCSEBMAL, BREERCSEERBTA 2 AEORAS RS, UK Es R B RO A
(pepsin A) | E WA LN #8 25 1 (macrophage-capping protein) ; 75 B R A PR A5 R A8 i AT 1 A8 B o i 3R 3, BRI 48 7 45
RPRPEIRE M « HEIHE X (Igk chain C region) .  Z5iE B WEANIINIE & 7R LR L4556 78 8 B A1 40 rb g 335 4 DI
T RETE 5 i I L 5 e R R AL b R 1R — e R .

[x#|m] BEME, WHULgHE, |AR4H

hES%E S R735.2 X RkFRIR : A NXEHS 1009 - 6604 (2012)04 - 0359 - 05
Proteomic Analysis of Gastric Adenocarcinoma with Lymph Node Metastasis Chen Mo, Ding Shigang, Liu Linna, et al.
Department of Gastroenterology, Peking University Third Hospital, Betjing 100191, China

[ Abstract) Objective

Methods Specimens were collected from 2 patients with moderately differentiated adenocarcinoma without lymph node invasion, 1

To screen out the protein that plays a role in lymph node metastasis of gastric adenocarcinoma.

patient with poorly differentiated adenocarcinoma, 1 patient with poorly differentiated adenocarcinoma with focal signet ring cell
carcinoma and invasion to the lymph node of the arcus minor ventriculi. We extracted whole-tissue protein from the gastric
adenocarcinoma by using lysis buffer and sonication, and then obtained the protein maps of the gastric adenocarcinoma by two-
dimensional gel electrophoresis. Differentially expressed protein spots were analyzed by PDQuest software and identified by electrospray
ionization quadrupole time of flight tandem mass spectrometry ( Q-TOF ), afterwards all these proteins were searched in Mascot
database.  Results Compared with gastric adenocarcinoma without lymph node metastasis, two protein spots were highly expressed
in gastric adenocarcinoma with lymph node metastasis. Mass identification identified that the two proteins were Pepsin A and
Macrophage-capping protein; On the contrary, in gastric adenocarcinoma without lymph node metastasis, one protein was significantly
expressed and the protein was Igk chain C region. Conclusion Macrophage-capping protein in gastric adenocarcinoma with lymph
node metastasis is highly expressed, suggesting that the protein plays a potential role in the lymph node metastasis of gastric
adenocarcinoma.
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