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TOM TAT

Cong nghé giai trinh ty thé hé méi da gop phan vao sy phat trién cla cac nghién cru vé trinh tw bd gen cla
nhiéu loai khac nhau va cac ¢ng dung lién quan. Trong nghién cteu nay, bd gen luc lap cla hai loai thye vat ngoai
lai (Cenchrus longispinus) va cay dwoc liéu (Crepidiastrum denticulatum) dwoc gidi trinh tw béng céng nghé giai
trinh tw thé hé mai. B6 gen luc lap cda C. longispinus va C. denticulatum cé kich thwéc 1an lwot [a 137,144 bp va
152,779 bp. Khao sat thanh phan gen trén hai bé gen luc lap cho thay c6 78 gen ma hoa protein & C. longispinus
trong khi c6 80 gen mé héa protein & C. denticulatum. Ca hai loai déu c6 bdn gen ma hda RNA ribosome (rRNA)
va 30 gen ma héa RNA van chuy&n (tRNA). Phan tich cac da hinh don nucleotide (SNP) clia cac gen ma hoa
protein ctia luc lap d& cho thdy mot s6 vi tri trén gen matK c6 tiém nang dé phat trién chi thi phan tt nhan dién
loai. Do d6 cac SNP dwoc str dung dé& thiét ké cac méi cho phan (rng PCR da mdi. K&t qua cho thay sy déc hiéu
ctia cac trinh tw mdi déi véi hai loai C. Ionglsplnus va C. denticulatum. Bén canh do, cac trinh gen mé hoa protein
trong bo gen luc lap ciing dwoc st dung d& xay dwng cay phat sinh loai dé& khdo sat méi lien hé gitra
C. longispinus, C. denticulatum, va céc loai lién quan.
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SUMMARY

Next-generation sequencing technique has contributed to development of studies on genomics of various species
and related applications. In this study, complete chloroplast genome sequences of an invasive plant (Cenchrus
longispinus) and a medicinal plant (Crepidiastrum denticulatum) were completed using next-generation
sequencing. The size of chloroplast genomes of C. longispinus and C. denticulatum are 137,144 bp and 152,779
bp, respectively. There are 78 protein-coding genes in C. longispinus while C. denticulatum has 80 protein-coding
regions. Both species have four rRNAs and 30 tRNAs. Results of simgle nucleotide polymorphisns (SNP) analysis
revealed potential sites in matK of chloroplast genome for developing molecular markers. Therefore, these sites
were used to design primers for multiplex PCR which showed specific effectiveness of primers for C. longispinus
and C. denticulatum. Additionally, protein-coding genes from chloroplast genome were used to reconstruct
phylogeny among C. longispinus, C. Denticulatum, and related species.
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