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Advance in M olecular Biology of AnmalM itochondr ial D NA

Zhang Fang M i Zhiyong
(Institute of D evelopmental Biology, Chinese A cadamy of Sciences, B eijing, 100080)

Abstract Themitochondrial genome of vertebrates is a double-stranded and circular DNA
molecule The complete sequencesof several Pecies have been detemined It contains genes cod-

ing for 13 proteins, wwo rRNA s, 22 tRNA s, and onemajor nonconding region (D-loop) that con-

tains the origin of H-strand DNA replication (Ox) and the promotersof H-and L -strand (HSP,
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L SP). Now adays scientists pay more attention to themechanisn of replication and expression of
mitochondrial genome The replication and transcription are believed to be strictly related The
RNA primer of H-strand DNA replication is the RNA which is transcripted from L SP and cleaved
at On by RN aseM RP. Them itochondria-gecified RNA polymerase, transcription factor A and B
w hich are required for initiation of transcription have been isolated Them itochondrial transcripts
are processed by two kindsof RN ase at 5'- and 3'-end of tRNA s A Translation initiation factor,
mtlIF-2,w hich coding gene also has been cloned This paper summarizes these recent advances of
miIDNA in detail
Key words mitochondrial DNA , structure, replication, gene exp ression



