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1. MAT1-1-10 Verpa bohemica strain No. 20020 Gene05695
2. MAT1-1-10 Verpa bohemica strain No. 20124 Gene05694
3. MAT1-1-10 Verpa bohemica strain No. 21108 Gene05692
4. MAT1-1-10 Verpa conica strain No. 21110 Gene05312

5. MAT1-1-10 Morchella sp. Mes-20 NC AV161143

6. MAT1-1-10 Morchella rufobrunnea NC QQL94651
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