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MEEEL (EX) Investigation of Brachionus plicatilis species complex
classification based on full mitochondrial genome
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MFPERRREOBEEE (3€32) : RFLP analysis using mtDNA was performed to establish a new classification
method matched with biological characters on Brachionus plicatilis species complex. RFLP finger
print patterns of mtDNA were inconsistent with its biological characters. Mate Recognition
Pheromone gene sequences similarity analysis on B. plicatilis was nearly matched with its biological

character classification.
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