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Abstract Monoamine oxidase (MAQ) catalyzes the
oxidative deamination of a number of biogenic amines
in the brain and peripheral tissues by the production
The cloning of MAO

A and B genes has demonstrated that the enzymes are

of hydrogen peroxide (H203).

made of different polypeptides. MAO A and B genes
are located on the X-chromosome ( Xpll.23) and
of with

organization, which suggests that they are derived

consist 15 exons identical intromexon
from the same ancestral gene. MAO A and B exhibit
distinet differences in the substrate selectivity and
inhibitor sensitivity and play different role in the
neurotrasmitter metabolism and behavior.
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Abstract The study on mitochondrial genome is one
hot field in recent molecular biology. The progress of
mtDNA research now concentrate on the expression,
controll and heteroplasmy of mtDNA, and the
relationship between the mitochondrial genome and
the nuclear genome. However, the discovery in the
paternal inheritance of mtDNA brings new sight on
traditional inheritance of mtDNA. With the widely
using of mtDNA as a genetic marker in population
and evolutionary biology, the neutral evolution of
mtDNA with respect to fitness and the nuclear DNA
has been challenged by nonneutral evolution behavior
of mtDNA.
Key words

inheritance, population and evolutionary biology,

mitochondrial genome, copy, maternal

heteroplasmy, neutral evolution

DL 30 B T AR
I B 2001 FEF2 AR FITI5

H 2001 “Fid, FAKEAEIRY WX RS Sy AT A T T
B, T VERTIRRFFEER N, Ay KTIYAGL,  Faki iR 3], 3] e 78 AR s i i wi

WR¥ TS HAT 114 s3] 132 w1 .

95, eEEE PR, FRTFILE 2000 4 EARAT P SE SIS SCHEI . 2001 A IR TR 4k SR REIX ) L[]
W, AP SRR B (%) 8. E (R 3. E (R BRSSO ESCRE, o S i

SIS SOV 2 )

i, O A RAT A A BE 0 G,

H 2001 45k, B HREH BB B MU B AT A, D9 BRRR SCEE AR S e 0t 20 fr . [A
TR phr e R O A HE R .

S04, FA T IORT 2001 4F 1 1 FEY T . i) OR8N R e S ) N 4 2 R

TEH, IR fE I H ARG

A, AR, BT R #E R RICEE ML, INssmtFe T AR A,  [R]S  4 R i s

ST . AR TR S R % 5 e SRR O AR A

ATV BAEH THEIT A 2 br,  BRFCA A8 (TR B KU AT, Ay 2 3 32 0L 0 4 31

W . TS, BRI 25
FREH L2 A%

AR AL M, S TRAE D RESFF, FRANAR





