Supplementary Information

Species Distribution

Morchella_conica (74.68%)
Lentinula_edodes (6.32%)
Gymnopus_luxurians (0.96%)
Choiromyces_venosus (0.75%)
Spizellomyces_punctatus (0.72%)
Tuber_aestivum (0.72%)

Others (15.87%)

Supplementary Figure S1. Species distribution of NR annotation results of the Morchella transcripts.

Table S1. Primers for the selected DEGs.

Table S2. Sequencing data Statistics.

Table S3. Trinity assembly results.

Table S4. Annotation results of the Unigenes.

Table S5. Gene annotation result using NCBI non-redundant protein database.
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Table S7. All DEGs in red-stipe symptom.
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Table S19. Summary of the DEGs in tyrosine metabolism pathway.



