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Fig. 10 Flow chart of 16S rRNA gene analysis

000000000 VNTROODOD DNA
0000000 O0O0Oog30CACACA...O
ob0d200000000o0obOoboboooo
gbobobooooooobobobobooo
UOORFLPOODODODO HLAOODODOOOO
gbobobooooooobobobobooo
gogboopobooboobboobooboo
gboobobooopCcROODOOOODOODODO
gooooooboooo
1ogoooooobooooo
gogoooobooobboobboboboobbo
AOUOO0OOBOOOODOOOOOOODOOO
vinoooooo IXgooooobooooood
obooboboooooooboobobobooon
gogboopoboobooboboobooboo
obooboboooooooboobobobooon
gogboopoboobooboboobooboo
obooboboooooooboobobobooon
gogboopoboobooboboobooboo
obooboboooooooboobobobooon
ggobbooob Aboobooboboooobd
vinooooooooooooooooooo
gogboopoboobooboboobooboo
obooboboooooooboobobobooon
gvinooogogooooooXooooao
DNAOOOOOOOOOODOOoOooOOOoooo
O000Fig20000 VINOODODOODDO
OO0 HndiNOOOODOOOOODOO PCR-
RFLPOODOOOODOODOOOODODODDODO

Japanese Journal of Transfusion Medicine, Vol. 48. No. 3

1 2

— 239bp
— 159bp

— 80bp

Fig. 2 Carrier detection in a hemophilia A family by
use of the Hindlll PCR-RFLP.
Open square, healthy fatherd semi-solid circle, defi-
nite carrierd open circle, examined female O solid
square, hemophiliac patient. The female 11-10 had
a paternal Hindlll-undigested 239bp band and ma-
ternal Hindlll-digested 1590 80bp bands. The pa-
tient had a maternal Hindlll-undigested 239 bp
band, indicating that the maternal Hindlll-digested
1590 80bp bands were not related to the defective
F-VI111 gene. Thus the female 11-10 was diagnosed
as not a carrier.
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A Transfusion-associated GVHD

Recipient Engrafment of donor lymphocyte

Dornor lymphocyte
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Fig. 3 Transfusion-associated graft versus host dis-
ease.

O ADO Schematic presentation of the mechanism of
transfusion-associated graft versus host disease.
When the donor is homozygous for one of the recipi-
ent’ s HLA haplotypesC AAQC and the recipient has
an HLA type that is haploidentical with that of the
donord AB[] the recipient is unable to reject the do-
nor’ s T lymphocytes, which can react against the
recipient’ s tissues. B(J Representative electrophero-
grams of five short tandem repeat loci in a case of
transfusion-associated graft versus host disease.
Nail, electropherogram obtained with DNA from
the patient’ s naild lymphocyte, electropherogram
obtained with DNA from the patient’ s CD80 lym-
phocytes. Arrows indicate peaks not present in the
patient’ s somatic cells.
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Gene cloning

0
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Fig. 4 Strategy of positional cloning.

Positional cloning is an approach to cloning a gene on the basis of its chromosomal lo-
cation. Initial localization of the disease gene to a particular chromosomeld Chromoso-
mal mapping may be achieved through a unique chromosomal aberration or by link-
age analysis. High-resolution physical mapping for cloning and analysis of a disease
gene is then necessary. Now that the DNA sequences of the human genome have
been elucidated, disease genes are likely to be identified by combining genetic map-
ping with mutational analysis in a positional candidate approach.
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