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Methylation control of p16 gene expres-
sion in early phase of deep second de-
gree burn and hypertrophic scar after

burn healing
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Abstract AIM To investigate the methylation level of p16
gene one tumor suppressing gene in genome in early
phase of deep second burn and different phases of hyper-
trophic scars after burn healing. METHODS Samples of
17 d 30 d and 44 d were selected as early phase of deep
second degree burn and the samples of 4 mo 8 mo 18 mo
and 32 mo as different phases of hypertrophic scars. Five
cases were assigned to each group and the methylation lev-
el of pl6 gene was observed by methylation specific poly-
merase chain reacton MS PCR . RESULTS The pl6
gene methylation level was significantly higher in 17 d and
30 d after bumn. It was lower in 4 mo but higher in 18 mo
and 32 mo of hypertrophic scars compared with that in
normal skin. CONCLUSION The high methylation level of
p16 gene in early phase of deep second degree burn may
promote the wound healing. The low methylation level of p16
gene in 4 mo hypertrophic scars may suppress the rapid
growth of hypertrophic scars. But the high methylation level
of p16 gene in 8 mo hypertrophic scar may be responsible
for the rapid growth of hypertrophic scars.
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