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It was suggested that the amount of mRNA reguired per amount of protein
produced was low in CHO cells with a high chromosome number isolated naturally. From the karyotype
analysis, the average number of each chromosome was calculated, and stable chromosomes with low
fluctuation values were identified. Next, chromosome aneuploidy was artificially induced and clones
with significantly increased chromosome number were isolated. When these cells were tested for
production, high productivity tended to be obtained when cells with a high chromosome number were
used as a host. When the antibody gene was introduced into the obtained cell line, the specific
production rate of the IgGl antibody was about 65 times higher, that of the 1gG3 antibody about 7
times higher, that of the bispecific antibody about 33 times hi?her, and that of the triple-specific
antibody about 3 times higher than when the cell without aneuploidy induction was used as the host.
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