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Fig. 1 Result of electrophoresis of RNA
I: normal control group RNA:; 2: db/db mice group RNA:

3: ri]ﬁill []"ﬂ"ﬂ] group I{l\-."\,
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Table 1 Expression level of some genes in db/ db mice and rhein treated db/ db mice compared with normal control mice

Chip ID Change A Change B GenBank No.
98423 _ at l1.661 2.6 M 81445
102914_ s_ at 8.81 4.01 U23778
98477_ s_ at 1.351 2.31 140632
92590_ at 2.21 1.6 U12791
98447 _ at 1.31 2.31 M 62362
101441_ i_ at 1.71 2.91 AF031127
97411_ at 331 7.214 L11316
99475_ al 6.61 3.21 U88327
104701_ at 2.31 1.514 Y07836
98555_ at 1.41 2.21 ABOOB516
96110_ at 1.71 2. 81 U31966
94777_ at 3.1 1.814 X 13060
103288_ at 2.31 1.614 AF053062
160514_ at 2.51 NC 78255
100771_ at 2.31 NC AF068182
95725_ at 2.1 NC Al1314227
92904 _ at 10.51 NC U08185
92767_ at 5.0¢ NC D16250
101307_ at 4. 41 3.0t Y 10221
93435_ at 2.1t 4.91 D8Y66Y
93996_ at 2.0t 371 X01026
94297 _ al 2.61 2.31 U 16959
99197_ at 3.91 2.51 M 55413
96796_ f_ at NC 3.0t X06358
100213_ f_ at NC 2.0t U93862
92898 _ at NC 4.51 U36993
103674_ f_ at NC 5. 81 AJO06584
102401_ at NC 5.51 M 21065
95597_ at NC 311 M 34141
93573_ a NC 2.01 V00835
100412_ g_ at NC 2.514 AF053943
92484 _ at NC 2.41 Y 15907
103639_ at NC 7.81 U 43085

Gene
Gap junction membrane channel protein beta 2
hematopoietic- specific early- response A I-b protein gene
Ankyrin 3
3 hydroxy-F methylglutaryl coenzyme A synthase 2
CCAAT/ enhancer binding protein ( C/ EBP)
nositol trisphosphate receptor type 2 ( Itpr2) gene
Eet2 oncogene
suppessor of eytokine signalling-2 (SOCS-2) mRNA
mRNA for basic- helix- loopr helix protein
tetratricopeptide repeat domain
carbonyl reductase
serum albumin gene with LINE-1 repeat
receptor interacting protein 140 mRNA, complete cds
mRNA for PAP-1, complete cds
B cell linker protein BLNK mRNA
“REKEN ¢DNA 0610006H 10" ¢DNA
B lymphocyte induced maturation protein
hone morphogenetic receptor for Bmp2 and Bmp4
eytochrome P450, 4al2
cytochrome P450, 24
mouse mRNA fragment for repetitive element B2
FK506 binding protein 5
group specific component
UDP- glucuronosyltransferase 2 family, member 5
Mus musculus ribosomal protein L41 mRNA
eytochrome P450, 7hl
mRNA for translation initiation factor elF2 gamma Y
interferon regulatory factor 1
prostaglandin- endoperoxide synthase 1
metallothionein 1
aortic carboxypeptidase like protein ACLP mRNA
mRNA for myc intror binding proteir 1

interferom induced protein with tetratricopeptide repeats 2

c I]illlgl‘. .'\Z c I]a]’lgl‘. f{)Id ()f dh’ (") gruup' 5 gene (-?xprm»;inn I('?\'('?I l'UI]II'IiIrl‘.l] wil I'I IIlII'I'I'IiII (U]"llrlll Eroupy c I]illlgl‘. n: c I]illlgl‘. rlll(l ()f I'I]l‘.i]"l 1rl‘illl‘.l] gruu|; L]

gene expression level compared with normal control group. | :

decrease:

increase; NC: not changed.
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Fig. 2 Result of RT PCR
I': normal control group; 2: db/db mice group; 3: rhein

treated group: M: DNA Marker DL2000.
2.4 “REKEN cDNA 0610006H10” %t [F 45 f&
SR 1 pUCm-6AB B 9] %5 WL IE 3. &
3a /& pUCm-6AB TUN &5 H 7 i ;14 3b A2 XS 15
FI 1 40 v e PR o0 AT 5 . D45 B S U
pUCm-6AB &5 FIAHTT.
2.5 mEFYNFER
(ERFD) S AR L, FRATTE— 20 R 23 3
F4E N v B AR B ST 7 M3
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Fig. 3 Result of endonuclease analysis of pUCnr 6AB
E: EeoR1; H: Hindll: M: DNA Marker DL15000.

(P& 3a) X)) 3 1) TR 20 4K pUM m- 6AB 2EAT T 343
W, Mras 3Bk, pUMm-6AB 1.1 kb i A
HEMFS (K 4), 558 MWK REMSHMN
“REKEN ¢DNA 0610006H 107 3 X ¥ 1) 5¢ 42— 3,
HAry 8 m B % T “REKEN cDNA
0610006H 10" JEKI MR UH% 1S 1 ATG 2% 1%
T TAA M58 B HE, MU X — B HE, P
P 2 T S S5 318 AN RUIEIRIEIE (F 4).

1 gasgagggactgaggtigcaagggggaacaaaaattitgectgctggtetettgaactiggctictgggtacagttettececacactgggag 92

93 ATG TCC TCC CTA CCT GGG TCC CGG GAG CCC CTG CTC CGT GTG GCT GTG ACT GGA GGC ACC 152

1 ¥ §$ $ L P 6 S R E P L L R YV A V T G 6 T 20

153 CAC GGG AAT GAG ATG TGT GGT GTC TAC CTG GOC CGG TAC TGG CTA CAG AAC CCA GGG GAG 212

21l H ¢ N E M ¢ G VvV Y L A R Y ¥ L Q N P G E 40

213 CIG CAG AGA CCC AGC TTC TCA GCC ATG CCG GTT CTG GCC AAC CCA GCA GCC ACA GCT GCC 272

4L Q R P S F S A M P VYV L A NP A A T A A 60

273 TGT TGC CGT TAC CTG GAC CGT GAT CTC AAC CGC TCC TGC ACC CTC ACC TTC CTT GGT TCC 332

66 ¢ ¢ R Y L D R D L N R S C T L T F L G 5 8

333 ACC GCT ACC CCT GAT GAC CCC TAT GAA GTG AAA AGA GCC CGA GAG TTG AAC CAG CTG CTG 392

8 T A4 T P D D P Y E V K R A R E L N Q L L 100
393 GGT CCC AAG GGC ACA GGC CAG GCT TTT GAC TTT ACC CTA GAC CTG CAC AAC ACC ACA GCA 452

16 P K 6 T ¢ @ A F D F T L D L H N T T A 120
453 AAC ACT GGA GTC TGC CTC ATC TCT GAA TCC AAC ATC TCC TTC AAC TTG CAC CTG TGC CAC 512

120N T 6 VvV ¢ L I 8 E S N I 8 F N L H L C H 140
513 TAC CTA CAG (GG CAG AAC CCG GGG ATG CCC TGC CGC CTC TTT CTG TAT GAG CCA GCT GGG 572

141Y L @ R Q N P G M P C R L F L Y E P A G 160
573 ACG GAG ACC TTC AGC GTG GAA TCT ATA TCC AAG AAT GGA ATC TGT CTG GAG ATG GGC CCA 632

1T E T F § v E 8§ I s K N 6 I € L E M G P 180
633 CAG CCT CAG GGC GTG CTG CGG GCC GAC CTG TTC TCC CGG ATG CGA GCT CTG GTG GCA TCC 692

81 P @ 6 V L R A D L F S R M R A L V A § 200
693 ATT CTG GAC TTC ATC GAG CTC TTC AAC CAA GGC ATG GAC TTA CCC GCC TTT GAG ATG GAT 752

2001 L b F I E L F N @ G ¥4 D L P A F E MW D 22
753 ATC TAC AGG AAC TTG GGC AGT GTG GAC TTC CCA CGC ACT GCA GAT GGT GAC CTG 6CT GGC 812

221 Y R N L 6 $S Vv D F P R T A D G D L A G 240
813 ACT GTG CAC CCT CAA CTG CAG GAC CAT GAC TTT GAG CCA CTG AGG CCT GGT GAA CCC ATC 872

241T V H P @ L Q@ D H D F E P L R P G E P I 260
873 TTC AAG CTT TTC AGC GGA GAA GAC GTA CTG TAT GAG GGG GAC TCC ATT GTG TAC CCT GTG 932

%1F XK L F §$ 6 E D vV L Y E G D S I V Y P V¥V 28
933 TTIC ATT AAT GAG GCT GCC TAT TAT GAG AAG CAC GTG GCA TTC CTG AAG TCT GAG AAG ATC 992

28lF I N E A A Y Y E K H V A F L K 8 E K I 300
993 AGG GTC ACA GTG CCT GCC CTG CTG AGG TTG ACC CCC CGC TCC ACC CAG ACT CCC TAA cccaaatl056
300R v T v P A4 L L R L T P R S T Q T P38 *

Fig. 4 Sequence of 1. 1 kb inserted fragment of pUMnr 6AB, which is identical to “ REKEN c¢DNA 0610006H10”

gene cDNA, and the potential sequence of the protein coded by it
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Analyzing and Cloning of Diabetic Nephropathy Relative Gene From db/ db Mice

. . . *E . o
ZHENG JingMin, LIU ZhrHong , ZHANG Xin, LI Ler Shi
( Research Institute of Nephrology. Jingling Hospital, Nanjing 210002, China)

Abstract Eight weeks old db/db mice were treated with or without rhein at a dosage of 150 mg/ kg for 12
weeks. Kidney s total RNA was extracted and renal gene expression profiles were tested using the gene chip
GM-U74A from Affymetrix company. Among the total 12 437 tested genes, 1 085 genes were down-regulated
and 37 genes were up-regulated in untreated db/db mice when compared with normal control. Among them,
166 genes were dow irregulated and 29 genes up-regulated more than 2 fold. It was found that 384 genes were
dowr regulated and 155 genes up-regulated in rhein treated db/db mice as compared with untreated db/ db mice.
About 47 genes were downrregulated and 30 genes up-regulated more than 2 fold. Then, an EST, which was
dowr regulated by about 2 fold in db/db mice and recover to normal level in rhein treated mice, was further
analyzed by bioinformatical method and proved to be part of “ REKEN ¢DNA 0610006H10” gene, which
function is unknown. After its expression level was further proved by RT-PCR, diabetic nephropathy relative
gene, “REKEN ¢DNA 0610006H 10” gene, was cloned for further study.

Key words gene expression profile, diabetic nephropathy, “RIKEN ¢DNA 0610006H 10" gene, db/db mice
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