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Abstract Objective To extract genomic DNA from the fixative solution of bone marrow cells after the analysis of chromosome kar-
yotyping and detection of the quality. Methods We extracted genomic DNA from the fixative solution of bone marrow cells and the sam-
ples of fresh bone marrow (frozen in —80°% ) with TTANGEN kit. The concentration and purity were detected by ultraviolet spectropho-
tometer. The integrity of DNA was measured by agarose gel electrophoresis and polymerase chain reaction. Results The ratio of 4260/
A280 of genomic DNA extracted from the fixative solution of bone marrow cells and the samples of fresh bone marrow were 1.93 +0.03,
1.92 +0. 04 respectively and the statistical significant difference of the DNA purity wasn’t found between them. The ratio of A260/4280 of
genomic DNA extracted from the three groups of fixative solution of bone marrow cells divided by different preservation time (less than 3
years,3 to 5 years,more than 5 years) were 1.94 +0.03,1.91 £0.03,1.93 +0. 04 respectively and also the statistical difference didn't
exist among them. All of the experimental samples could amplify the target fragments with different sizes. Conclusion The quality of ge-

nomic DNA from the fixative solution of bone marrow cells was qualified. The fixative solution of bone marrow cells can be used as the

source of specimen for molecular biology research.
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