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Genetic study of susceptibility to the
development of mouse thymic lymphoma
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Fig. 1.

Schematic draw of a part of chromosome 5 in homozygous
congenic mice.

(A) Homozygous congenic mice were obtained by
backcrossing MSM mice to BALB/c mice or crossing
among themselves.

(B) In the course of the cross, we obtained 3 homozygous
congenic mice, 13 heterozygous used for backcrossing and
their 121 progeny were subjected to irradiation.
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Fig. 3.

Location of the resistance locus on chromosome 5.

x * values were obtained by Mantel-Cox test and y? test
with StatView-] 5.0 software. Dotted line shows p=0.0053
(x® =7767) corrected threshold.
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Fig. 2.

The cumulative frequencies of thymic lymphoma in
congenic mice.

Lymphoma frequencies in C/M heterozygotes and M/M
homozygotes at D5 Mit7 of 114 hybrids that were
produced by crossing heterozygous congenic mice to MSM.
x * value and P-value of Mantel-Cox test are shown.
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Fig. 4 .

Composite genetic map of the congenic region for Lys 3.
The congenic region on mouse chromosome 5 with the
human homologues and their approximate chromosomal
locations is shown. The highly probable region (a false
positive rate 5% or less) is displayed according to Map

Manager QTX 13 software.
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