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Reference genes selection and expression of water channel protein 5

for drowning rats

Tang Chenghuai,She Chongyang,Wan Lihua
(Teaching and Research Section of Forensic Medicine ,College of Basic Medicine ,
Chongqing Medical University)
[ Abstract]Objective : To select stable expression of reference gene and to explore the water channel protein 5 mRNA expression for
drowning rat model in different time points. Methods ;: Drowning rat was modeled in different time points(0 min,n=6;15 min,n=6;4 h,
n=6;16 h,n=6;48 h,n=6;72 h,n=6). Total RNA was extracted from samples and reversed transcription was conducted for cDNA syn—
thesis. Candidate reference genes were detected by real-time PCR. In order to screen out the most stable reference gene,geNorm and
NormFinder was used to rank the expression of each gene. Then, AQP-5 mRNA expression was detected by qRT-PCR. Results . ACTB
was the most stable reference gene. Our study showed that the expression of AQP-5 mRNA was downloaded except 72 h in this model
(15 min/0 min=0.51,P<0.001;4 h/0 min=0.53,P<0.001;16 h/0 min=0.63,P<0.001;48 h/0 min=0.81,P<0.05;72 h/0 min=0.89,P>
0.05). Conclusion ; AQP-5 mRNA expression has some positive meaning and improves forensic identification in drowning model.
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Tab.1 Genes full names, primer sequences, amplicon lengths, R? and amplification efficiencies

AR G Eeii S 50 -3 PYIRAN TEReE R
Glyceraldehyde—3—phosphate CAACTCCCTCAAGATTGTCAGCAA
GAPDH  NMO017008 118 101 0.999
dehydrogenase GGCATGGACTGTGGTCATGA

CAGGGTGTGATGGTGGGTATGG

ACTB NMO31144  Beta—actin 115 103 0.998
AGTTGGTGACAATGCCGTGTTC
GTCAACCCCACCGTGTTCTTC

PPIA NMO17101  peptidylprolylisomerase A 133 94 0.992
ATCCTTTCTCCCCAGTGCTCAG
TAGAGGGTGTCCGCAATGTG

ARBP NMO022402  Acidic ribosomal phospho protein PO 137 102 0.994
CAGTGGGAAGGTGTAGTCAGTC
CGAGACCGATGTATATGCTTGC

B2M NMO012512  Beta—2 microglobulin 114 93 0.991
GTCCAGATGATTCAGAGCTCCA
ACGGACCAGAGCGAAAGCAT

18sTRNA M11188 18s subunit ribosomal RNA 310 103 0.995
TGTCAATCCTGTCCGTGTCC
CTCTGCATCTTCTCCTCCAC

AQP-5 NMO012497  aquaporin 5(Aqp5) 335 104 0.994

TCCTCTCGATGATCTTCCCAG
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