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Preliminary study on fluorimetric RT-PCR in estimating postmortem interval in rats
ZHU Fang-cheng' ,REN Liang’,LIU Liang”, WANG Shu-fa’, ZHU Chuan-hong’ ,ZHU Shao-hua® (' Department of Forensic
Medicine , Yunyang Medical College, Shiyan 442000 ; * Department of Forensic Medicine, Tongji Medical College, Huazhong University of Sci-
ence and Technology , Wuhan 430030 Faculty of Spy, Hubei Police College , Wuhan 430034 :* Department of Criminal Police, Wuhan Public
Security Bureau, Wuhan 430019, China)

Abstract; Objective To investigate the application of {luorimetric reverse transcriptase-polymerase chain
reaction( RT-PCR) to estimate postmortem interval ( PMI) in rats. Methods A tolal of 44 rais were killed by
cervical dislocation and placed in a chamber with temperature-controlling system at 20°C for 0 to 8 d postmor-
tem. Changes of the relative content of glyceraldehyde phosphate dehydrogenase( GAPDH) mRNA in the brain
and liver were examined by fluorimetric RT-PCR. Results The amplification of GAPDH mRNA could be de-
tected within 7 d in the brain and 2 d in the liver postmortem respectively,in a fashion of decreasing. Conclu-
sion  Fluorimetric RT-PCR can detect the time-dependent degradation of GAPDH mRNA in the brain and the
liver, so it maybe provide a new index for estimating PMI.
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