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Abstract ; [ Objective ] The objective of this study is to explore the relationship between lipid biosynthesis and source
and sink genes’ expression in seabuckthorn ( Hippophae L. ) pulp. [ Method] Two close — related trains ‘ TF2-36’
(with higher oil content) and ‘Za 56’ (with lower oil content) were selected as test samples. Their pulps were
harvested in eight developmental stages. The oil content in pulp was tested by the method of chloroform methanol,
and the differential expression of source gene ‘ GPDI’ and sink genes ‘ DGATI and DGAT2’ involved in lipid bio-
synthesis between high and low oil content lines were determined using qRT-PCR, and the effects of the three genes
on lipid biosynthesis and accumulation were analyzed. | Result] (1) The oil contents in pulp of ‘ TF2-36" were
higher than that of ‘Za 56’ at all stages, but it first increased, and then kept stable for two lines; (2) the peak
values of GPDI, DGATI and DGAT2 expression in pulp of TF2-36 were significantly higher than that in ‘Za 56°
during pulp development. The peaks of GPDI gene appeared in the period of rapid lipid biosynthesis, and the peaks
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of DGATI and DGAT?2 genes appeared in the period of stable lipid accumulation. The high expression of source gene

(GPDI) contributed to synthesis more G3P of TAG precursor in early stages of pulp development, but the high ex-

pression of sink genes ( DGATI and DGAT2) accelerated high TAG accumulation in later stages of pulp develop-

ment. [ Conclusion | The high coordinated expression of source gene ‘ GPDI’ and sink gene ‘ DGATI and DGAT2’

resulted in the high lipid biosynthesis and accumulation in seabuckthorn pulp. These results provided basis for un-

derstanding lipid biosynthesis mechanism in seabuckthorn non-seed (pulp) tissue.
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Fig. 1 Morphology and color of fruits of lines ‘ TF2-36’ and ‘Za56’
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Fig.2  Changes of oil contents in fruit pulp of lines
‘TF2-36° and ‘Za56’
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Fig.3 Differences of GPD1, DGATI and DGAT2 genes expression in fruit pulp between the lines ‘TF2 -36’ and ‘Za56’
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