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GuE (X B4 W RE g B 44,0 % Ok £ & RT-PCR # A Il ® HSIGVL022 f# TOMI mRNA W £ * E. A e R 4k 7= b %
HSIGVL022 H a1, &% :%tx & RT-PCR B & HSIGVL022 1 TOM1 mRNA # % % & T2DM-IR 4 #n xt B 41 2 5 %
(34 14046 160) ,(4 440£617)F1(5 9304661) . (1 360+82)# I /& H F & X ¥ F (P<C0.05); HSIGVL022 % TOM1 ki &
B (P<<0.01), A 5 HOMA-IR 2 # & 4 % (P<C0.05) ; %% 4 L 8 & HSIGVL022 & & 7 T2DM-IR 4 #n 3t [ 41 [H M 2 451
(12.4342.41)% ,(2.31420. 48) %, 3 I M & 4 31 # (6. 622 1. 69) %, (2. 1240. 34) %, P<C0. 05, # # : HSIGVL022 #o
TOMI % A F & fig B 4 42 % 3 4 % 38 ,HSIGVL022 k35 B8 & ; &£ T2DM-IR # # 3 2 L] %35, HSIGVL022 & B &k 3k M &
¥ HSIGVL022 mRNA %% &5 HOMA-IR E A& M x ;X 2 £ XA T 4% 5 T2DM-IR # % .
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Expression of recombined human immunoglobulin A light chain 022 and TOM1 mRNA in omental adipose tis-

sues of patients with type 2 diabetes and insulin resistance
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[ABSTRACT] Objective: To investigate the expression of recombined human immunoglobulin A light chain 022 and TOMI1 gene
and to determine the protein expression of HSIGVL022 in omental adipose tissues of patients with type 2 diabetes and insulin re-
sistance(T2DM-IR). Methods: Fat tissues from greater omentum of T2DM-IR patients and normal controls were obtained. The
mRNA levels of recombined human immunoglobulin A light chain 022 and TOM1 were measured by fluorescent quantitative RT-
PCR;expression of HSIGVL022 protein was identified by immunohistochemistry. Results: The mRNA levels of HSIGVL.022
and TOMI1 in T2DM-IR patients were (34 1406 160) copy/million house-keeping genes and (4 440£617) copy/million house-
keeping genes, respectively; those in control group were (5 930£661) copy/million house-keeping genes and (1 360£82) cop-
y/million house-keeping genes,respectively. There were significant difference between the 2 groups(P<C0. 05). The mRNA
level of HSIGVL022 was significantly higher than that of TOM1(P<C0. 01) and was linearly correlated with homeostatic model
assessment-insulin resistance(HOMA-IR) index(P<C0. 05). The positive rates of HSIGVL.022 protein in T2DM-IR and control
group were (12.434+2.41)% and (2.3140.48) % , respectively; the strong positive rates were (6. 62=+1.69)% and (2.12+
0.34) %, respectively(P<C0.05). Conclusion: Both HSIGVL.022 and TOMI are expressed in the fat tissues of greater omen-
tum, with the level of HSIGVLO022 higher than that of TOMI1. The 2 genes are up-regulated in patients with insulin resistance
and the HSIGVL022 protein increases correspondingly. The mRNA level of HSIGVL022 is linearly correlated with HOMA-IR
index. The 2 genes are possibly related with insulin resistance in type 2 diabetes.
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A HE A K E M A BEE(HSIGVL) 022(Gen-
Bank: X57812) mRNA Al TOM1 (GenBank: NM-
004588) mRNA Fik B @B # &, 7 8 T2DM-1IR
MR 3L R, A0 20 AR T 1 3 R 3 PR 7 A )
FE AR 5 20 2 g 23k, DLl — 2 BT H 5 T2DM-1R
RR,
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1.1 #rRs % #EHEA 2004 4F 10 H £ 2005 4F 3
HIRBE % S0 B 12 4 04 R B F R B E L iR
40~60 4,2 RUBE R 505 BRI R <3 4F, M IRBE
253497 25 i LB <<8 mmol/L, HbAlc<<8. 0%,
2 BB DR 9% TR 5 2R AR BT R AT A 1999 4F WHO

WE 12 W b 1 BB B R 85T HOMA-IR > 4. 00,
HERBR 2 RAE W b8 ™ H T B 5 B B R
AR OB i 1 W o — ) ) B 0 IR 9T B R
PR A S BB R A AR
g 2 TME R B 5 R KT 4L (T2DM-IR 4) Fi 3R H
PR AR RS FHEPT O LD A 7 B 9 Lo .
PR 5T i 48 0 (BMD | B & L (WHR) ¥ AH R0, 1 25 15
M4, 25 16 1% 2% 5 HOMA-IR 7778 W & 1k 2% &=
(F D JHZE M N T2DM-IR 4 (B SUIK 6 41 | fif
2 10 ) % BRSNS FH 25, 0 e v 0 I v o 5
25 A bE AL T DU I 2 o BE s HOMA-IR A28
JE I H TR 5 R (pU/ml) X %5 1 B (mmol/L)/
22. 5 R L ZUES IR 5 B AR TRAT
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Tab 1 Comparison of general characteristics between type 2 diabetes patients with insulin resistance and normal control

(n=16,x+s)
. ) BMI FBS FINS HbAlc
Group Age(year) (kg/m?®) WHR (en/mmol « L) (ep/pU » ml™1) %) HOMA-IR
T2DM-IR 54.0+£8.5 25.8+1.1 0.93+0. 04 7.24+0.5% 16.54+2.0" 7.03+0.43" 5.29+0.60"
Control 49.5+8.8 25.4740.9 0.94+0. 05 4.740.4 9.440.5 4.7840.19 1.9440.19
* P<C0. 05 vs control group
L2 RAAAEME SIYm e T Y TR A 10 min,

A, & RNA 42600 & W T Gibeo BRL 2 H],
P E i RT-PCR 7 & L e e A il f & 7
TaKaRa 72 A) , S BEBK (A 555 B0 s BEPLAR W T
EE Neo Merkers A Fl, 2% m PCR Y (EH
Bio-Rad A ), 5 & & .0 Ll (SORVALL pico A
i]) , WM (SORVALL pico /A ), Axioplan 2 im-
aging WM EME BT R 58 (1 ZEISS ARD .

1.3 MMM 4R % RNA @ i2 f» mRNA 4
& RNAFHE . 76 A R 4 8V B8 5 7 8 1) 51 0K
#5825 g 4410 10 ml TRIzol; fil 200 pl S A5/ 5
REEC24 + D IRGIRS) 30 s, UE 5 min; 5 E R %
BLOHLES L 8 min(12 000 r/min) ; ¥ b 1 /N0 %%
# %] RNase-free B0 B, MA Y L IE R SR
SENEER 3.0 pl BYBEE, B T ACE 5 mins B0 10
min(12 000 r/min) ; /N0 25 B3 W, B 1k U0 TE &
P 709 CREVEY: 2 R XA RE I IS W ) B U
By 1k E 2 RNA JiiE; a5 8.0 T8 5 min; JL3EH
50 ul DEPC-H,O % . mRNA 4lifk. )Rk & 20
p1:0. 1 mmol/L DTT 2 ;11,40 U/pl RNasin 0.5 pl,
10 mmol/L dNTP 1.0 pl.BEFLEIH 1.0 pl, 5 X st
Strand Buffer 4.0 ul,5 U/ ul DNase [ 1. 0 ul,RNA
10. 5 plo & BB JF S 37°C 30 min; 75°C

1.4 % k&% RT-PCRME #ifkst, (1) 7RIk
5 min, f 1A 40 U/ul 9 RNasin 0.5 ;1,200 U/
pl B9 SST10.5 pl, () RMFEF :25°C 10 min;42°C
1 h;52°C 15 min;70°C 15 min; 4°CIRTF, PIGE &
PCR: (1) HSIGVL022 51 ¥ J¥ %5 K iE X 5'-TGT
GCT GGT CGT CTA TGG TG-3', X X 5'-AGG
GCG GGA ACA GAG TGA-3'; TOMI1 519 F51 K
1E X 5'-CAC TGG CTG ACC AAC GGA A-3', %
X 5'-GGT GAC CCC CTT AGG CTC TT-3"; EX
B G951 R IE L 5'- AAG GTC GGA GTC
AAC GGA TT-3", X 5'- AAG GTC GGA GTC
AAC GGA TT-3', (2) IR F (25 p):5 X R-
PCR Buffer 5. 0 pl; 250 mmol/L Mg®" 0. 3 ul; 10
mmol/L dNTP 0. 75 pl;10 pmol/L 514 1. 0 pl;
25X SYBR Green [ 1. 0 ul; 107° X Calibration 1. 0
1135 U/pl Tag-E 0. 25 plsddH,O 13. 7 pls B4R 2.0
pls (D) R ARIF:95°C 90 $;95°C5 5,60°C 30 s( X 40
AEF) 395°C 1 min;55°C 1 min;55°C10 s4-0.5°C/
EIR X 80 MG ;4°C R A7, 60°C30 s HKNAFS
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min; PBS ¥ 5 min; Il —Pi R BEERE M A B RS
FEREPTAAR L 10 Y0 1l 3 1 7 B AR RE 1 100 ,4°Cad
W3 PBS PR 32X 5 mins il e, L/ Ryt ik, 37°C
30 min; PBS ¥EH 3 X5 min; zEMZE ,37°C 30 min;
PBS & H 3X5 min; DAB (45 /K bk ; IR AKE B
P 1 min; IhR LB 1L s BRE O BEMR K45 5 min; —
BRI 90 10 ming oA e 3 BT 5 08 1 | 0 Ao T W
2 W airE e E, il Axioskop? plus
BE S UG A3 AT RGeS AT BT A U1 L 153 BE A 2R i B
M,

1.6 %itFae ESSMH zts Fom, 5ExR
FH SPSS 10. 0 FAFAL#EAT G310 B L 64T IE S 7
ZF R, HOMA-IR 245010 , B H S8 6 Bk
RIS GERL AT ¢ K5 oS A g I 5 A G
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2.1 RAZE RT-PCR &R

2,101 Apof 2 MR AN R EE A B A A A A
PR T B kB E B BRE I BT 28 3 64 47 2 80 (CT

1B 2 Tl A v M 45 L 3X 2 2% 56 DR 1 s o i 28 A DG 1R 3
KA (Y=—3.983X+44.272,r=0.996,P<0.01),
K F] 5Ot RT-PCR B 23R, B0 22 19 mRNA
TR RE,

2.1.2 T2DM-IR 4 5 xt # 4 HSIGVL022 mRNA
A1 TOM1 mRNA &3k & W& 78K W B E 5 4141
i, T2DM-IR 41 HSIGVL022 mRNA #il TOMI
mRNA 135 & (5 0/ 4 1 0 & A D 7390 0
(34 14046 160), (4 440 4+ 617), X W& 24 43 % A
(5 930+661),(1 360+82), T2DM-IR £ % % #a 21
3 I (P <C0. 05) 5 7F T2DM-IR 4 1% i 41
L HSIGVL022 mRNA 78 K W B i 15 41 20 rh i 3
KRB TOM1 mRNA ) %5 & B #Fm P<
0.01),

2. 1.3 HOMA # % 5 HSIGVL022 mRNAI &
TOMI mRNAl %k # E #8 x ¥ 2 & M
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(r=0.891,P<0.05),
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Fig 1 HSIGVL022 mRNA level was
linearly correlated with HOMA-IR
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Fig 2 HSIGVLO022 protein expression in omentum fat tissues

(Caesalpinia sappan refined dyeing, X400)
A':Control group; B: T2DM-IR group
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ST 9T R B R G 8 BR AR 1 IR R R R R AR R (GM
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5B R T A O K B SRR NE-«B B [H] 7R AT
M, AE 2 ROBE R | R 5 2R HEHT L IE BEAE L 3 koK
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ek TL-1B B IR IE K - 15 Y X NF-«B
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JE Wi 2 vh 34 52 i i SRk, H HSIGVL022 mRNA
FIF A RS HOMA-IR 2 B 28 5% ; Sy 4l 1L 48 m
HSIGVL022 & H %A & 1 T2DM-IR & & M % i
reH b 2 B RA, N HKF i — RS T
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T2DM-IR W & A | & J ik it v e ke 1 4 34 75 22 F
— AT
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FRURER AR BN, AR LR i) 28 45 4E
HE— 254 RAEAS 12 FEE 40 £ 43 20 DA AT 3O
BT 5 A 0 5 DR 25 B 1) 2 19 3 57 DR ) R IR AR
DA 2B AR AR A5 A1 32 W7 FR T T2DM-IR B9 57 HE
S5 T DR BRI B R WL AR O 3k K] 5 5% 2 F9 119 A1 JH
A 0y = R0 TR T HG R 4 D, s — 2 T X 2R
HIE S5 S HLE, R B W TR A EA
e [Nl HG A2 R B 5 1 e 5 B0 T JBR B 3R AU R
12 BUBE DRI o Sk 0 22 5%
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