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Identification of Medicinal and Edible Fungi( Agaricales ) Through Internal Transcribed SpacerBarcode
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(1 Institute of Chinese MateriaMedica ,China Academy of Chinese Medical Sciences , Beijing 100700,
China; 2 Beijing Qianjunfang Academy of Fungal Science ,Beijing 100005 , China )
Abstract Objective: With abundant fungi species and rich biodiversity, Agaricales comprises a variety ofmedicinal, edible and
poisonous fungi. To identify these fungi have important significance for the discovery of new medicinal edible fungi resources, and
the prevention of mycotoxin hazard. Methods: In this study,50 species belong to 23 genus of 13 families in Agaricales were identi-
fied by DNA barcode. The internal transcribed spacer (ITS) were amplified and sequenced. Sequence lengths, base compositions
were compared ,and sequences results were analyzed using BLAST. A phylogenetic neighbor-joining( NJ ) tree was also constructed
for the identification of above-mentioned species. Results: The results indicated that the ITS sequence lengths of 50 fungi species
ranged from 463 to 751 bp and the GC content intermediate between 37. 1% and 59. 4% . Finally,all 50 species were clearly identi-
fied by BLAST and NJ tree. It is concluded that the ITS region can rapidly and accurately identify Agaricales species. Conclusion:
The proposed DNA barcode has great application value in fungi species identification.
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x1 CEEXBMER
4 T4 HAKL  GenBank %55 AU P E bp Y GC %
Lyophyllaceae Hypsizygusmarmoreus 6 KU836539 ~ KU836544 iRz 2EX 606 45.7
Lyophyllumconnatum 1 KU836558 bk 575 47
Lyophylluminfumatum 2 KU836559 ~ KU836560 P B E 580 46
Lyophyllumshimeji 1 KU836561 = 591 46.2
Tricholomataceae Tricholomavirgatum 1 KU836578 PuJIEEE 597 42.5
Tricholomamatsutake 4 KU836579 ] 595 44.3
KU836580 ~ KU836581 i e
KU836582 P
Tricholomapopulinum 3 KU836583 ~ KU836585 N HIAKX 608 43.6
Tricholomasquarrulosum 1 KU836586 DY R E 591 44
Tricholomapsammopus 1 KU836587 PU IR E 596 44. 8
Clitocybefragrans 1 KU836517 DU E 609 43.3
Clitocybephyllophila 2 KU836518 ~ KU836519 PuJIFEE 608 43.5
Lepistanebularis 2 KU836549 ML 581 44. 6
KU836550 PN ERE
Lepistanuda 1 KU836551 = 591 40.9
Leucopaxillusgiganteus 1 KU836592 EIIT 642 37.9
Laccariaproxima 1 KU836593 PUI R E 605 42.5
Pleurotaceae Pleurotuscitrinopileatus 5 KU836565 ~ KU836569 VT 585 46. 1
Pleurotuseryngii 2 KU836570 fE 587 44.3
KU836571 [E71PS
Pleurotusnebrodensis 2 KU836572 ~ KU836573 T 37 e 3 589 44.2
Pleurotusostreatus 1 KU836574 Pk g 579 43.7
Strophariaceae Strophariarugosoannulata 1 KU836595 P 590 40.7
Hypholomacapnoides 1 KU836535 P E 610 40. 8
Hypholomadispersum 1 KU836536 Pu | B 617 41.2
Hypholomafasciculare 2 KU836537 ~ KU836538 75 5% 611 40.1
Pholiotamicrospora 1 KU836562 HPIT. 600 41
Pholiotasquarrosa 2 KU836563 ~ KU836564 VH 610 40.4
Schizophyllaceae Schizophyllum commune 3 KU836575 ~ KU836577 TR 569 47.3
Hygrophoraceae Hygrophorusquercetorum 2 KU836529 ~ KU836530 PuIpEE 463 37.1
Hygrophorusrussula 4 KU836531 ~ KU836533 o 501 37.8
KU836534 RSN
Marasmiaceae Gymnopusaquosus 1 KU836527 Pu IR E 546 39.2
Gymnopusconfluens 1 KU836528 DU EREE 728 42.6
Mycenapolygramma 1 KU836591 = 618 44.3
Amanitaceae Amanita battarrae 4 KU836513 ~ KU836516 PU IR E 503 43.2
Physalacriaceae Armillariatabescens 1 KU836590 RN 751 44.9
Flammulinavelutipes 1 KU836596 i 642 50.2
Inocybaceae Inocybegriseolilacina 1 KU836545 P BEE 621 45.2
Inocybejacobi 1 KU836546 Pu FEE 642 41.1
Inocybemixtilis 1 KU836547 DU E 526 42.2
Inocybesalicis-herbaceae 1 KU836548 DY R E 539 43
Cortinariaceae Cortinariusilluminus 1 KU836520 g 615 41. 8
Cortinariusbadiolatus 1 KU836521 DU R E 602 42.7
Cortinariuscaninus 1 KU836522 DU EREE 570 40. 4
Cortinariusclaricolor 2 KU836523 ~ KU836524 DU R E 608 42.3
Cortinariuspiceidisjungendus 1 KU836525 PUJI R E 526 44.3
Cortinariusscaurus 1 KU836526 DU E 610 41.6
Pluteaceae Volvariellavolvacea 2 KU836588 ~ KU836589 Pl 633 59.4
Agaricaceae Calvatiagigantea 1 KU836552 AR 649 45.5
Handkeautriformis 2 KU836553 ~ KU836554 e 645 45
Lycoperdoncaudatum 1 KU836555 DU R E 627 43.9
Lycoperdonperlatum 2 KU836556 ~ KU836557 P BEE 642 44. 4
Coprinuscomatus 1 KU836594 =T 587 43. 4
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