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Abstract: Objective To clarify the members of Anopheles hyrcanus group in some regions of China. Methods The members
of An. hyrcanus group were identified by morphology, and the sibling species of An. hyrcanus group were determined by PCR and
molecular identification. The molecular identification was based on the analysis of rDNA-ITS2 and rDNA-28S-D3 sequences.
Results
results showed that 1237 of the samples belonged to An. hyrcanus group, and the remaining 22 belonged to 3 other species of

A total of 1259 Anopheles samples were collected from 20 sites in 12 provinces of China. The molecular identification

Anopheles. The members of An. hyrcanus group were An. sinensis, An. lesteri, An. yatsushiroensis, An. kweiyangensis, An. junlianensis,
An. kleini, An. belenrae, and 3 unidentified species (LL1, LL2, and LL3). The population density of An. sinensis was the highest in

most collection sites. Conclusion The An. hyrcanus group is complex. It is important to identify the members of this group and

their distribution by comprehensive analysis.
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Table 1 Collection sites and times of Anopheles samples
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Table 2 PCR identification results of Anopheles samples
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Table 3 Identification results of Anopheles samples by sequences analysis
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Figure 2 Sequence alignment of An. hyrcanus group sp. LL1

(The arrow denotes double peaks; the box denotes the insert fragment of LL1-17)
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