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Pedigree analysis of pre-mutation of FMR1 gene by PCR combined with capillary electrophoresis technique
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Abstract: Objective To detect the CGG gene repetition number of FMR1 gene by polymerase chain reaction
PCR

combined with capillary electrophoresis technique was adopted to detect the CGG repetition number of the

(PCR) combined with capillary electrophoresis technique and to analyze a family of pre-mutation. Methods
members in a family of FMRI1 gene pre-mutation. Results The results:the CGG repetition number of consult-
ant was 54/55,the father was 56, the mother was 32/55,the sister was 33/58,the brother was 54 and the hus-

band was 37. Conclusion PCR combined with capillary electrophoresis technique can rapidly detect the CGG

repition numberof FMRI1 gene and conduct the accurate diagnosis of FMR1 gene pre-mutation.
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