Supplementary Figure 1. Maximum likelihood (ML) phylogeny of black morels (Elata clade) inferred from the combined ITS-28S-RPB1-RPB2-EF1α dataset comprising 3916 bp aligned DNA sequences, rooted on sequences of M. rufobrunnea. The ML analysis was run in MEGA 6.06 v using TN93+G+I model. Bootstrap values based on 1000 pseudoreplicates (> 70%) are indicated above. Collections and species taxonomically revised in this study are highlighted and boxed in grey. The GenBank accession of the sequences is shown in SUPPLEMENTARY TABLE 1.
Supplementary Figure 2. Maximum likelihood (ML) phylogeny of yellow morels (Esculenta Clade) inferred from the combined ITS-28S-RPB1-RPB2-EF1α dataset comprising 4076 bp aligned DNA sequences, rooted on sequences of M. rufobrunnea. The ML analysis was run in MEGA 6.06 v using TN92+G+I model. Bootstrap values based on 1000 pseudoreplicates (> 70%) are indicated above. Collections and species taxonomically revised in this study are highlighted and boxed in grey. The GenBank accession of the sequences is shown in SUPPLEMENTARY TABLE 1.
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Supplementary  Fig ure   1.   M aximum likelihood   (ML)   p hylogen y   of black morels (Elata  c lade )  inferred from the combined ITS - 28S - RPB1 - RPB2 - EF1 α   dataset   comprising 3916   bp aligned  DNA sequences ,   rooted on sequences of  M. rufobrunnea.   The ML analysi s  was  run in MEGA  6.06 v   using TN93+G+I model. B ootstrap values  based on 1000 pseudo replicates  (>   7 0%) are  indicated above.   Collections and species taxonomically revised in this study are highlighted an d  boxed in grey. The GenBank accession of the sequences is shown in  SUPPLEMENTARY  T ABLE   1.   Supplementary  Fig ure   2.   M aximum likelihood   (ML)   p hylogen y   of   yellow   morels (E sculenta  Clade ) inferred from the combined ITS - 28S - RPB1 - RPB2 - EF1 α   dataset   comprising 4076   bp  aligned DNA sequences ,  rooted on sequences of  M. rufobrunnea.   The ML analysis was run in  MEGA 6.06 v   using TN92+G+I model. B ootstrap values  based on 1000 pseudo replicates (>   7 0%) are indicated above.   Collections and species tax onomically revised in this study are  highlighted and boxed in grey. The GenBank accession of the sequences is shown in  SUPPLEMENTARY  T ABLE   1.    

