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Identification of the morphological and molecular characteristics of the Histiostoma sapromyzarum
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[ Abstract])

hypopus and to understand its morphological and molecular characteristics.

Objective ~ Morphological and molecular methods were used to identify Histiostoma sapromyzarum
Methods The Histiostoma saprom yzarum
hypopus was isolated from the colected ginger samples, and its external morphology and ultrastructure were observed
under light microscope and scanning electron microscope for identification. Meanwhile, genomic hypopus DNA was
extracted for sequencing and analysis of coxl and ITS genes. Results The Histiostoma feroniarum hypopus was
composed of 4 pairs of feet, the ventral surface was concave but dorsally convex,the body wall was hard,and it was clearly
seen that the forefoot and hindfoot bodies were separated by the dorsal sulcus. There were bristles on the feet, short
dorsal hair,and a suction disc plate was clearly visible at the end of the soma in 4 pairs. The size of cox1 gene fragment
obtained by PCR amplification was 417 bp, and the total sequence length of ITS was 1 613 bp.  Conclusion The
morphology of the Histiostoma saprom yzarum hypopus under light microscope and electron microscope combined with

the cor1 and ITS gene sequences, identify Histiostoma sapromyzarum hypopus, which provide a basis for biological

studies of it.
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Fig. 1 Histiostoma sapromyzarum hypopus light microscopic
features structured (200X )
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Fig.2 H. sapromyzarum hypopus structural features by electron microscopy
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Fig. 3 Phylogenetic tree based on cox1 gene sequences
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