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[ Abstract ] Objective:To screen differentially expressed microRNAs ( miRNAs ) in tumor and the corresponding para-
cancerous tissues of renal cell carcinoma ( RCC ) by massively parallel signature sequencing ( MPSS ), and to identify the
expression of miR-660 in RCC. Methods: The expression of miRNAs in tumor and the corresponding paracancerous tis-
sues of 10 RCC patients was examined by MPSS, and the differentially expressed miRNAs were screened. Expression of
miR-660 in tumor tissues of 5 patients and the paracancerous tissues of 40 RCC patients were further examined by RT-PCR
and qPCR, respectively. Results: The MPSS results showed that 283 miRNAs were up-regulated and 187 were down-reg-
ulated in RCC tissues, and the expression level of miR-660 in RCC tissues was only 19.5% of that in the paracancerous
tissues. The MPSS results were primarily confirmed by RT-PCR, and qPCR results further showed that miR-660 expres-
sion in 34 of 40 RCC tissues was significantly lower than that in the paracancerous tissues, with the average level being on-
ly 11.7% of that in the paracancerous tissues. Conclusion: A total of 283 miRNAs are up-regulated and 187 down-regu-
lated in RCC tissues; and miR-660 is lowly expressed in RCC, which may be a new target for the diagnosis and treatment
of RCC.
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Tab.1 Clinical data of 40 renal cell carcinoma patients

Tumor stage

Sex Tumor stage Total

T1 T2 T3 T4

Male <20 0 1 0 0 1
21 ~40 4 1 0 1 6

41 ~60 39 0 1 13

>60 32 0 O 5

Famale <20 0o 1 0 O 1
21 ~40 4 2 1 0 7

41 ~60 2 2 1 0 5

>60 1 1 0 O 2

Total 17 19 2 2 40
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TCACGAATTTG CGT-3". 5|¥I i Invetrigen 23 7] &
o ARIEAF B UL BIEAT RT-PCR S o 3555 5%
(4444 37 °C .1 h,95 °C.5 min, PCR £1F:95
°C \5 min,9% C .30 5,55 °C .30 5,70 C .30 s,35
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Fig.1 Hierarchical cluster analysis of differentially
expressed miRNAs in tumor and paracancerous

tissues of 10 patients with renal cell carcinoma

2.3 RT-PCR 3&iE B 40 feL s 40 22 ¥ miR-660 #9 % ik
RT-PCR £5 5 & 2 ) 7R, miR-660 457 HL ik T
TENL BT RN, B A M 2 20 1Y miR-660 1
g A e R Y = e R A SN o
660 MFRIAL TS5 AL,
2.4 qPCR B&if B4 i 40 2% F miR-660 #4 & ik
W RS- 730 7 B A 49 10 191 £ 3 1R A
AT qPCR K EE , 10 51130 6 REAS B qPCR 5
UEZE S5 KA1 700 5 45 2R — 2, 5 41 A g 4 41

miR-660 LM ACT {H K 10.76 +3. 84, i 5320 41
ACT{H ] 7.21 £3.41, BHIIEH L miR-660
RIS 8.6%( K 3),

PL qPCR KU 42358 40 FIREAS B 20 i Ji 2 20
miR-660 2615 ACT {54 9.19 +3.84 55 HH ACT
H 6.87 £3. 44, F A4S 4 21 miR-660 ik i
sz A I 19, 5% . 40 Blds A A 33 4
(182.5% ) 40 ML bR A H miR-660 2 ik 12 B A%
FHImFHLP ) RE, I KM T 98% , /M T
WT 60% XA 7 41 17.5% )& 4 kR A H miR-
660 FZik = T HIH SR AL, K B 20 g 41 4055 40
TS ACT HHET ¢ K36, 45 R 875, miR-660
TE B AN g v 20k RN P <0.05 ),

il -l

|l

E 2 RT-PCR & 5 51'E MM C )RESE
A N )F miR-660 HJRi%
Fig.2 RT-PCR analysis of miR-660 expression
in tumor and paracancerous tissues of 5 renal

cell carcinoma patients
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Fig.3 ¢PCR analysis of miR-660 expression in tumor
and paracancerous tissues of 10 renal cell carcinoma patients
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