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Identification of Anthurium andreanum cultivars by using DNA barcodes
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ABSTRACT: The chloroplast maturase K (marK) gene is one of the most variable coding genes of angiosperms
and has been suggested to be a “barcode” for land plants. Therefore, the marK sequences were used as the DNA
barcode for identification of Anthurium andreanum by using 10 standard cultivars and 2 unknown samples. The
length of marK sequences from these cultivars ranged from 535 to 956 bp and the average length was 753.3 bp. The
alignment results showed that the marK sequence of only 3 cultivars, Koa Pathumwan, Red Hot and Cherry Pink,
were similar to marK sequence of other plants. The phylogenetic analysis indicated that the genetic distance had an
average of 0.52. The lowest value (0.18) was between Cherry Pink and Red Hot and the highest value (0.62) was
between Chompoo Nopon and Meringue. Identification of 2 unknown samples, clearly identify one sample as Sun
Red and identification result was consistent with the morphology and color of spathe. Since the DNA barcode from
this study was not cover for all cultivar available, further research should be conducted.
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Figure 1 Agarose gel electrophoresis of genomic DNA from various cultivars of Anthurium andreanum (A) and

PCR products (B). Lanes are numbered according to the taxon list shown in Table 1.
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Table 2 Summary of matK sequences of 10 cultivars of Anthurium andreanum.

Sequences Genetic distance
No. Taxon Thai name
Length (bp) 1 2 3 4 5 6 7 8 9 10
1. Sang Tien NG 719 0.00
2. Plewtien Lampang  \daaifiauaniig 778 0.59 0.00
3. Chompoo Nopon  THWUNNT 910 0.45 0.54 0.00
4. KoaPathumwan — 21919udu 919 0.59 0.41 0.57 0.00
5. Red Bar 19ALNG 902 0.22 0.57 0.48 0.57 0.00
6. Red Strong LIAARTEY 956 0.59 0.33 0.56 0.38 0.57 0.00
7. Red Hot LIAZAN 641 0.51 0.58 0.55 0.57 0.51 0.57 0.00
8. Sun Red F1L30 615 0.58 0.56 0.60 0.54 0.57 0.57 0.51 0.00
9. Cherry Pink L“ﬂ@dilﬁ\iﬁr 535 0.50 0.58 0.56 0.57 0.49 0.57 0.18 0.52 0.00
10. Meringue) wasiaud 558 0.58 0.57 0.62 0.55 0.59 0.57 0.54 0.20 0.53 0.00
Average 753.3 0.52
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Figure 2 The phylogenetic tree of various cultivars of Anthurium andreanum was inferred using the UPGMA

method. Evolutionary analyses were conducted in MEGA 6.0 (Tamura et al., 2013).
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