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Studies _of genetic stability on GH transgenic Amago salmon using protein
expression and epigenesis
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GH transgenic amago salmon was generated by injecting the OnMTGH1 gene. We
generated Heterozygous (Tg/+) GH transgenic and Homozygous (Tg/Tg) GH transgenic amago salmon. We
have studied GH transgenic amago salmon using iTRAQ-based proteomics, analysis of transcription and
signal transduction based on the transcriptome, and further we examined modification using histone
from fish. These data indicated that the most increased protein in the liver tissue from Homozygous

was Cytochrome P450 1A3, and amount of A -6 desaturase protein was decreased to 0.3 times compare
to that of control. The pathway analysis using these protein expression data showed the most
variable molecular type was relating to chemical compound (43%), the next value being the kind of
transcription regulator (16%). The result of histone modification was analyzed using purified
histone from Homozygous and controlled fish, and showed that the number of methylation site was
three times greater than that of control.
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