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Saprolegnia isolate from wild brook lamprey was identified on the basis of its morphological and molecular

characteristics. The isolates showed aseptic hyphae and clavate zoosporagium. Zoospores discharge was typically

saprolegnoid. Neither oogomia nor antheridia was observed in this study. ITS sequence obtained from the isolate was

compared with other Saprolegnia spp. to analyse their phylogenetic relationships. Results showed that the isolate

belongs to clade I including Saprolegnia parasitica. Based on the asexual organs, zoospore discharge manner and

ITS sequence analysis, the isolate was identified as S. parasitica.
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Fig. 1. Morphological characteristics of Saprolegnia parasitica. Cotton like colony (A) and branched

aseptic hyphae (B). Bar = 50 yum

Fig. 2. Light micrographs of Saprolegnia parasitica. Pyriform zoosporagium (A) and release of zoospores

(B). Bar = 50 um
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Fig. 3. Phylogenetic relationships among 15 saprolegnia isolates based on internal transcribed spacer (ITS) sequence homology.

The scale represents 0.01 nt substitutions per position.
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