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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 803,609 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 
for evolutionary analysis, molecular biology and taxonomy 
in genus Triosteum and other higher plants.

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

ÏÎÐ²ÂÍßËÜÍÈÉ ÀÍÀË²Ç ÏÎÂÍÎ¯ 
ÏÎÑË²ÄÎÂÍÎÑÒ² Ì²ÒÎÕÎÍÄÐ²ÀËÜÍÎÃÎ 
ÃÅÍÎÌÓ ÀËÜÏ²ÉÑÜÊÎ¯ ÐÎÑËÈÍÈ 
TRIOSTEUM PINNATIFIDUM

Ó öüîìó äîñë³äæåíí³ áóëî âïåðøå ïðîâåäåíî âèâ-
÷åííÿ ïîâíîãî ì³òîõîíäð³àëüíîãî ãåíîìó (ìò-ãå-
íîìó) Triosteum pinnatifidum. Ìò-ãåíîì ñêëàäàºòüñÿ 
ç 803 609 ï.í., 62 ãåí³â, âêëþ÷íî ç 19 òÐÍÊ ãåíàìè, 
3 ðÐÍÊ ãåíàìè òà 40 á³ëîê-êîäóþ÷èìè ãåíàìè. Ìè 
âèÿâèëè ãåíè, ùî êîäóþòü á³ëîê, âèêîðèñòàííÿ êî-

äîí³â, ó÷àñòêè ðåäàãóâàííÿ ÐÍÊ ³ ïîâòîðþâàí³ 
ïîñë³äîâíîñò³. Áóëî çãåíåðîâàíî ð³âí³ çàì³ùåííÿ 
ãåí³â, ùî êîäóþòü á³ëîê, ì³ãðàö³þ ñåãìåíò³â ÄÍÊ 
³ ïðîâåäåíî ïîð³âíÿííÿ øåñòè âèä³â ãåíîìíèõ ðèñ. 
Òàêîæ áóëî ïðîâåäåíî ô³ëîãåíåòè÷íèé àíàë³ç 32 
âèä³â. Çàãàëîì ó 40 ãåíàõ, ùî êîäóþòü á³ëîê, áóëî 
çíàéäåíî 463 ó÷àñòêè ðåäàãóâàííÿ ÐÍÊ. Áóäó÷è äå-
ùî ïîçèòèâíèìè, àñèìåòðè÷í³ñòü GC òà AT ñòà-
íîâèòü 0,0060 òà 0.0004, â³äïîâ³äíî. Ó á³ëüøîñò³ 
PCG áàëàíñ Ka/Ks áóâ ìåíøèì í³æ 1, ùî âêàçóº 
íà íàÿâí³ñòü î÷èñíîãî àáî íåãàòèâíîãî â³äáîðó â 
öèõ ãåíàõ. Öå ïåðøå ïîâ³äîìëåííÿ ïðî ìò-ãåíîì ó 
ñ³ìåéñòâ³ Caprifoliaceae. Âîíî ìîæå ñòàòè êîðèñíèì 
ï³ä´ðóíòÿì äëÿ åâîëþö³éíîãî àíàë³çó, ìîëåêóëÿðíî¿ 
á³îëîã³¿ òà òàêñîíîì³¿ ðîäó Triosteum òà ³íøèõ âèùèõ 
ðîñëèí.

Êëþ÷îâ³ ñëîâà: ì³òîõîíäð³àëüíèé ãåíîì; Triosteum 
pinnatifidum; õàðàêòåðèñòèêè ñòðóêòóðè òà åâîëþö³¿, 
ô³ëîãåí³ÿ.
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