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HERG1F GACGTGCTGCCTGAGTACAA S1—S3
HERG2R GTCGAAGGGGATGGCGGCCACCATG 0381 bpO 45
HERG3F TGCCCCATCAACGGAATGTGC S4—S6
HERG4R GCCCGCCCCTGGGCACACTCA 0430 bpO 45
KVLQT1-1F GAGATCGTGCTGGTGGTGTTCT S2—S4
KVLQT1-2R TGCGGGGGAGCTTGTGGCACAG [0 800 bpO 55
KVLQT1-3F GGGCATCCGCTTCCTGCAGA S4—S5
KVLQT1-4R ACACACAGTTCGGGCTCCAGGA [0 835 bpO 55
KVLQT1-4F TCCTGGAGCCCGAACTGTGTGT S5—pore
KVLQT1-5R TGTCCTGCCCACTCCTCAGCCT [0 200 bpO 35
KVLQT1-6F CCCCAGGACCCCAGCTGTCCAA pore—S6
KVLQT1-7R AGGCTGACCACTGTCCCTCT 0194 bpO 35
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Cleavase fragment length polymorphism analysis in a family with long QT syndrome.

Yuichi Nomura MD, Junko Kamimura MD, Masao Yoshinaga MD,
Jun-ichiro Nishi MD, Yukiharu Kono MD, Koichiro Miyata MD.
Department of Pediatrics, Faculty of Medicine, Kagoshima University

Cleavase fragment length polymorphism analysisd CFLPO for HERG and KVLQT 1 genes were
performed in a family with long QT syndrome. CFLP analysis showed a difference between normal
genes and the patient’ s genes in the part between S 4 and S 5 of the KVLQT 1 gene in terms of an in-
creased density of a patient’ s band whose size was around 50 base. A heterozygous mutation

0 CCGTGG - CCATGGO was indicated using direct sequencing, and the mutation was confirmed by
restriction fragment length polymorphism using the enzyme of Nco I.

This mutation of codon 1251 Val —» MetChas been previously reported by Wang et al. CFLP analy-
sis expresses stable reproducibility and has the possibility of analyzing much longer DNA fragments
than those possible by single-strand conformation polymorphism SSCPO In the present study, one
point heterozygous mutation in 835 base pair polymerase chain reaction product was detectable. It is
suggested that CFLP analysis is a useful method for the screening of unknown mutatiofl s(Jin large

genes.




