BRI ZE 68-2(2017)

-
x

IVRTERAREEIZEITS qPCR EETIILTRTA—ILEDLLE

Comparison between qPCR and ergosterol methods in Tricholoma matsutake biomass quantification
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Abstract: A qPCR assay that specifically quantifies Tricholoma matsutake biomass in natural soil was developed. In this study,
qPCR and ergosterol analysis, which is a conventional mycelium assay, were compared. A strong correlation was found between
mycelium and ergosterol quantity and between mycelium and DNA quantity. This result showed that both methods could estimate
the quantity of mycelium. In addition, the quantitative association of mycelium with ergosterol and DNA was clarified.
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Fig.1 quantification of mycelium by qPCR
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Fig.2 quantification of mycelium by ergosterol
analysis
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