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Genetic analysis of a silent-type butyrylcholinesterase
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Fig.l Family trees of silent form of BChE variant.
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Fig.2 Electrophoresis of Taql digests of
amplified DNA. PCR product(779bp) was purified,
digested with Taql, electrophoresed on 2.5%
agarose gel and stained ethidium bromide. The
mutant allele yield bands of 438bp and 341bp,
while normal allele remained undigest. Lane 1:
Ladder DNA digested with HindO . Lane 2: 16-0 -
1(heterozygote), Lane 3: 10-0 -2(homozygote), Lane
4: normal control
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Fig.3 Pedigree of F-13 family with the silent
phenotype of BChE.
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Fig4 Family trees of the three propositi. . Three silent BCHE alleles are indicated by the different symbols.
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Fig. 5 A Examination by SSCP method in four members of F-34 family. B Dot blot hybridization of

amplified DNA from three carriers in F-36 family.
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Fig.6 Pedigree of F-41 family with the silent
phenotype of BChE.
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Fig.7 A BChE activity staining of the propositus
and her three family members. B Peroxidase
staining of immunoreactive BChE protein on nylon
membrane. Note that the propositus and other
family members demonstrated immunoreactive
BChE protein in their serum.
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Fig.8 Pedigree of F-30 family with the silent
phenotype of BChE.
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Fig.9 Capillaly gel electrophoregram of DNA
fragments resulting from Tsp45l digestion of
PCR product obtained from the propositus(A),
30-0-1(B) and a control subject(C).
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Fig.10 Pedigrees of the six propositi and their
family members. Three silent BCHE alleles are
demonstrated by the different symbols.
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Fig.ll Family tree of F-49 with the silent
phenotype for BChE.
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Fig.12 Pedigrees of three families with the
silent phenotype for BChE. Four silent BCHE
alleles are demonstrated by the different
symbols.
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