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Fig. 3. Detection of deleted region in mice mutant by RLGS.
The dilute mutant carrying the deleted allele induced by
chlorambucil was established. The drug was administrated at 6
mg/body weight kg to wild type male C3H/He(D/D) io-
traperitoneally, and the drug-treated mice were crossed with(d/d)
homozygous female mutants which were on the PW back-
ground. The F1 progeny which carries the chlorambucil-induced
deletion allele(d/d" "} was screened by the phenotype, because the
F1 mouse with deletion allele should show the dilute phenotype.
The progenitor female mutant with d/d genotype alse carries
short ear mutation(se/se) homozygously, which is located on the
1 cM separate from the d locus. A part of the RLGS profile for
each mouse was shown. The spot indicated by the arrowhead
was located at 2.5 ¢cM from dilute locus. D, wild type allele of
d gene; d, functional defective allele of d genes; d, deletion al-
lele of d gene; x, the restriction enzyme sites.
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Fig. 4. Detection of DNA amplification and loss of het-
<-ozygosity in cancer DNA. “T" and "N’ indicate the RLGS
pattern of the DNA isolated from tumor and normal tussue,
rispectively. The spot amplified in cancer DNA is indicated by
the arrow.
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wected. The DNA sample of each tissue was prepared from the
s:me C57BL/6 inbred mouse. The spot indicated by the ar-
rowhead is one of the 66 spots(out of 1500 spots) which show
tizsue-specific methylation

dilute locus2}= 2.5 cM "oz gl A &3 4 9lgdnt

().

OncogeneS9| amplification0|L} deletion®] £101 LI &3]

subel 2213} MAF 22 9] Al DNAZ £2)3lo] RLGSE
4 g% A 29 RLGSS profiled WL 243816 Fig, 4o
g} Zro] rzA ool Aut Bold o2 j FEH Hg ¥
i) 245 A3} int-22 W A TH).

=3 50|y REXQ 22

RLGS #tijella] Abgsoix]= g se]
w thylationsensitive S o]-§-3te] C5S7BL/6 F|] 73} = 2]
it kel Al DNAZ2| RLGS profile B]32o|| 2f8] 23] Eo]
% methylationg 9 &= 9l.ow Fig. 5ol = e67]2] wistsl &
20 NE CE HeErh SRR vehd H2 o 24
o4 T alleleel] 25 methylation®le] 1%} 22w Flollx
- 7Re] alleleqte] methylation®od gl F2 FAloil=
allele 2.5 methylation=] o] §]-3-& Wo|Fri4).

=3
E4

o

>

4 e

\ . LN
- - - -

1(8/3)
F1 F1 n‘“ ]

BSS 883

| BSS 2559
A\ R N
B C ) W Sy )
(B/S) (S/S)
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backcross progeny(BS2559 and BSS889) are shown in this fig-
ure.
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