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Table S1 Information of the strains of Hypsizygus marmoreus

No. Strain Code Origin Strain Type
1 ACCC50474 Dalian University of Technology, Dalian, Liaoning, China storage stain
2 ACCC51149 Xin Yu Edible Fungi Institute, Wuhan, Hubei, China storage stain
Institute of Agricultural Resources and Regional Planning,
3  ACCC51533 storage stain
Chinese Academy of Agricultural Sciences, Beijing, China
4  ACCC51661 Huan Yu Edible Fungi Institute, Jiayu, Hubei, China storage stain
5 ACCC51729 Nanjing Agricultural University , Nanjing, Jiangsu, China storage stain
6 ACCC51800 Shandong Agricultural University, Taian, Shandong, China storage stain
7 GDGM26168  Shanghai Finc Bio-tech Inc., Shanghai, China commercial cultivar
8 GDGM26169 Shandong Ronfun Group, Ltd., Dongying, Shandong, China commercial cultivar
9 GDGM26171  Shanghai Tianchu Mushroom Co., Ltd., Shanghai, China commercial cultivar
10 GDGM26713  Starway Bio-technology, Dongguan, Guangdong, China commercial cultivar
11  FINK-1 Fujian Academy of Agricultural Sciences, Fuzhou, China commercial cultivar
12 FINK-2 Fujian Academy of Agricultural Sciences, Fuzhou, China commercial cultivar
13 GSGY-2 Gaoyou Institute of Edible Fungi, Gaoyou, Jiangsu, China commercial cultivar
14  HN-1 Hunan Academy of Agricultural Science, Changsha, Hunan, China  commercial cultivar
No. Strain Code Origin Strain Type
15 HN-2 Hunan Academy of Agricultural Science, Changsha, Hunan, China commercial cultivar
Yichang Kanghuiyuan Biology Technology Co., Ltd., Yichang,
16 HBYC commercial cultivar
Hubei, China
17 SM-4 Sanming Mycological Institute, Sanming, Fujian, China commercial cultivar
Mianyang Edible Fungi Research Institute of Sichuan, Mianyang,
18 MYSYB commercial cultivar
Sichuan, China
Sichuan Academy of Agricultural Science, Chengdu, Sichuan,
19 SCNK commercial cultivar

China




20 CBS-1 Changbaishan, Jilin, China storage stain




Table S2 Fixed and arbitrary primers used in the TRAP analysis of Hypsizygus marmoreus

Primers Sequence(s'—3") Origin

Fixed primers

EF69R1 TTGTGAGCTTAGGCGTTA  H. marmoreus serine protease mRNA
EF153269.2

GQ76L1 CGTTCCTGCATACTTCAA  H.marmoreus heat shock protein 70 GQ246176.1

GQ76R1 GCCTCTTCGATGAGATTC  H. marmoreus heat shock protein 70 GQ246176.1

EU9%4L1 CGGAAAGCGTTATAGGTT  H. marmoreus laccase mRNA EU375894.1

JNOOR1 TCCTCGGTGTACTCAACA  H. marmoreusgene glyceraldehyde-3-phosphate

INOOL1 GGGAGAAAGGGGTAGATT defydrogenase JNO48500.1

Arbitrary

primers

ME1 TGAGTCCAAACCGGATA  Li & Quiros (2001)

ME?2 TGAGTCCAAACCGGAGC

ME4 TGAGTCCAAACCGGACC

ME6 TGAGTCCAAACCGGACA

ME7 TGAGTCCAAACCGGACG Budak et al.(2005)

MES8 TGAGTCCAAACCGGACT

ME9 TGAGTCCAAACCGGAGG

ME11 TGAGTCCAAACCGGAAC

ME13 TGAGTCCAAACCGGAAG

EM1 GACTGCGTACGAATTAAT  Li & Quiros (2001)

EM2 GACTGCGTACGAATTTGC

EM4 GACTGCGTACGAATTTGA




EM5

EM6

EM9

EM10

EM16

EM17

EM24

EM26

GACTGCGTACGAATTAAC

GACTGCGTACGAATTGCA

GACTGCGTACGAATTCAG

GACTGCGTACGAATTCAT

GACTGCGTACGAATTGTC

GACTGCGTACGAATTTAG

GACTGCGTACGAATTATG

GACTGCGTACGAATTCGG

Budak et al.(2005)

Ren et al (2012)




Table S3 Information of the sequences used to designed specific primers for Hypsizigus

marmoreus.
Name Sequence (3’-5) Length  Size of prediction
Forward: CGA CGA ACG AGA CTG AAT 18
KC906199SP 321
Reverse: ATA CTG CGA AGA TGT GAT GA 20
Forward: TCA GAA CAT CCAGCG TAAG 19
KC906204SP 323
Reverse: ACCTCT ACCATCCACCATT 19
Forward: TCA GAA CAT CCAGCG TAAG 19
KC906207SP 323
Reverse: ACCTCT ACCATCCACCATT 19
Forward: ATG CTG AGT TGT TGA ATG C 19
KC906214SP 190
Reverse: GCC ATC CGA TTG CTA CAT 18
Forward: TTG CTG GTATTT GGC TGT A 19
KC906215SP 191
Reverse: CGA CTG GAG TAATGT GAA TAG 21
Forward: GCT TGT ATC CGT CGT GTAT 19
KC906223SP 244
Reverse: GGT AGT GGT AACCTG AGT C 19
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