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Abstract: Seven strains of wild Morchella spp. collected from Shandong area were identified by molecular identification and
phylogenetic analysis by traditional morphological analysis combined with ITS, efI— o and rpbI sequence alignment techniques.
The results of Blast comparison showed that the similarity between strains numbered Me25, Me27, Me51 and M. robusia was
more than 99%, the similarity between Me30 and M. esculenta was more than 99%, the similarity between Me91 and Mes—19
(Morchella sp.) was more than 99%, the similarity between Mel-2 , Me4—1 and M. spongiola is more than 99%. Phylogenetic
analysis also found that clustering was consistent with Blast results. Combined with traditional morphological observation and
molecular phylogenetic analysis, Me25, Me27, M51 were identified as M. robusta, Me30 was identified as M. esculenta, Mel-2
and Me4-1 were M. Spongiola, and Me91 was identified as Morchella sp. This study provided a more simple and accurate
method for the identification of Morchella spp., supplemented the wild Morchella resources in Shandong Province, and was bene—
ficial to the breeding of Morchella spp. in North China.
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Tab.1 PCR and sequencing primers
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Fig.1  Morchella spp. with different morphological characterisrics
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Fig.2 The result of amplification of genomic ITS, rpb/ and

efl- a sequences of Morchella spp.
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Me25. Me4—-1., Mel-2,

Note: Numbers 1-7 denote the strains Me27, Me51, Me30, Me91,
Me25, Me4—1, Mel-2, respectively.
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Fig.3 Phylogenetic tree of Morchella spp. inferred from the most parsimony analysis based on ITS, rpb1 and ef1-a dataset
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Tab.2  Sequencing results of Morchella spp. ITS.
rpbl and efl-a fragment
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