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In this study, the complete mitochondrial genome (mt
genome) of Triosteum pinnatifidum was investigated for the
first time. The mt genome consisted of §03,609 bp, comprised
of 62 genes including 19 tRNA genes, 3 rRNA genes and 40
protein-coding genes. We detected protein-coding genes and
codon usage, RNA editing sites and repeat sequences. The
protein-coding genes substitution rates and DNA segments
migration were generated, the comparison of six species
genomic features was performed. The phylogenetic analysis
of 32 species was also taken. A total of 463 RNA editing
sites were found in 40 protein-coding genes. Being slightly
positive, the GC-skew and AT-skew were 0.0060 and 0.0004,
respectively. Most of PCGs had Ka/Ks ratio less than 1,
indicating the existence of purifying or negative selection in
these genes. This is the first report of the mt genome in the
Caprifoliaceae family and could provide a useful foundation
Jfor evolutionary analysis, molecular biology and taxonomy
in genus Triosteum and other higher plants.

Key words: mitochondrial genome; Triosteum pinnatifidum;
structure and evolution characteristics; phylogeny.

MMOPIBHAJILHUM AHAJII3 ITOBHOI
MNOCIIAOBHOCTI MITOXOH/IPIAJILHOI'O
T'EHOMY AJIBITIMCBKOI POCIIMHU
TRIOSTEUM PINNATIFIDUM

VY 1mpoMy HOCHiIXeHHi Oyja0 BIeplle IPOBEIeHO BUB-
YeHHsSI IIOBHOTO MIiTOXOHIpPiaJJbHOIO TeHOMY (MT-Te-
Homy) Triosteum pinnatifidum. MT-TeHOM CKJIaJa€ThCs
3 803 609 m.H., 62 rexis, BkiouyHo 3 19 TPHK renamu,
3 pPHK renamu ta 40 6isoK-KOAylOUMMM TeHamMu. Mu
BUSIBWIN T€HM, 1110 KOAYIOTh OiJTOK, BUKOPUCTAHHS KO-
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NMOHiB, ydactku penaryBaHHsa PHK i mnoBroproBaHi
MOCJiTOBHOCTI. Byno 3reHepoBaHO piBHI 3aMillleHHS
TeHiB, IO KOAYIOTh OiToK, Mirpamito cermeHTiB JJHK
i IpOBEIEHO MOPiBHSHHS IIECTU BUAIB TEHOMHUX PUC.
Takox Oyao mpoBeneHO GITOreHeTUYHUI aHamiz 32
BuaiB. 3araiom y 40 reHax, 110 KOAYIOTh OiJIOK, OyJi0o
3HaineHo 463 yuactku penarysaHHs PHK. Bynyun ne-
mo mno3utuBHUMHU, acuMmeTpuuHictb GC T1a AT cra-
HoButh 0,0060 Ta 0.0004, BimmosigHo. Y 6imbIIOCTI
PCG 6ananc Ka/Ks 6yB MeHIIMM HiX 1, 1110 BKasye
Ha HAasIBHICTb OYMCHOTO ab0 HeraTMBHOIO BinOOpYy B
nux reHax. Lle mepiie MoBimoMJIeHHS PO MT-TEHOM Yy
cimeiictBi Caprifoliaceae. BoHo MoXe ctaTh KOPUCHUM
MiATPYyHTSIM JUTSE €BOJIIOLIIHHOTO aHali3y, MOJIEKYJISIPHOI
Oiostorii Ta TakcoHOMIi pony Triosteum Ta IHIINX BUILIAX
POCJIMH.

Karouoei caosa: mitoxoHmpianbHUiI TeHOM; Triosteum
pinnatifidum; XxapakTepuCTUKU CTPYKTYpPU Ta €BOJIOLIII,
disoreHis.
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