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Morphological and DNA molecular identification of invasive
alien weed Cyclachaena xanthiifolia ( Nutt.) Fresen.
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Xinjiang 830011, China; *Tacheng Customs District P. R. China, Tacheng, Xinjiang 834700, China

Abstract: In 2019, plants suspected to be Cyclachaena xanthiifolia (Nutt.) Fresen. were found during the field trek of invasive
pests in Tacheng, Xinjiang in 2019. The traditional morphological identification method was used to identify the root, stem, leaf,
flower, fruit and other external morphological characteristics of the plant. Then specific primers (IXR, IXP and IXM respectively)
were designed for polymerase chain reaction (PCR) amplification and sequencing based on the Rps16 psbA and matK gene se-
quences. The morphological and DNA molecular identification showed that the wild weed from Tacheng area was C. xanthiifolia, and
the similarity between the plant gene sequencing fragment and the psbA and matK gene sequences of C. xanthiifolia was up to 98% ,
which are one of the entry plant quarantine pests. In this study, a rapid detection method for false celandine was established, which
can provide reference for the inspection and quarantine and effective prevention and control of false celandine in Xinjiang region.
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Table 1 Primer sequence and reference gene GenBank sequence number

SHERE AR BIIEAI(5-3) PRI GenBank FFAV
Reference gene  Primer name Primer sequence (5'-3") Product GenBank serial
length/bp number
matK IXM CATTTATTAAGATTCTTTCTTAGCCGCACACTTGAAC 505 MK519975.1
PsbA IXP CTGCTATTGAAGCTCCATCATCCACTTGGCTACATCC 461 KY215766.1
Rps16 IXR GTCATTGGTTCAGTCGGTCAAGGTTCTCTTTCAAGGTC 860 KY215798.1

500 pm

1 mm

500 pm

500 um

200 pm

B 1 BREENESEHE
Fig.1 The morphological characteristics of C. xanthiifolia
AHE B 25 Co M D SRR s BB R S F o3 G S H AR PR L RS s 1R
A: Root; B: Stem; C: Leaf; D: Capitulum; E: Bract; F: Sepal; G Pistil; H: Specialized pistils in male flowers; 1. Achene.
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Fig.3 Sequence alignment of matK gene of C. xanthiifolia and sequencing fragments of tested species
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Fig.4 Sequence alignment of psbA gene of C. xanthiifolia and sequencing fragment of tested species
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Fig.5 Sequence alignment of Rps16 gene of C. xanthiifolia with the sequencing fragment of the tested species
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