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WE: Ui RIE T (CN) L 1 (MS) « IWEIRIE (CY) IS E (MT)  EHES (SM) « £ A5 (SP).
REFCF (XP) 7 A E AT (Dendrocalamus brandisii) 3 7%t 5, SR F il & 7 BoAR A FUNGuild Zhig
TR I 5 T VR AT AR B B AT I E b, R R RN S B BRVA DA DG, AR EH T A (R FE R
HEBFERNZRRE. 8RR (D AFEHIEAER BT LI E T Alpha ZHVEFE 50 Beta 2 HEVEAAFE B3 2 57 (P<0.05),
i CY X W E B SRR E S THEAMIX, CON X FEEHE SHE AN MW ZERRER: (20 7/ SHBRR R E
T LB RBHERRAER, ETKF EARRE FERE T (dscomycota)  HH-FH ] (Basidiomycota) FIHE 1 5 []
(Mortierellomycota) , XESARBEE [T 5T A MAEMN 90% UL L WNAKF LARKIRZEDCEN (Agaricomycetes)  FEFEH M
(Sordariomycetes)  WIEEH AN (Eurotiomycetes) FERE-N (Tremellomycetes) ;5 J@KF-_L, 7 AHIXERT SP Al XP A
J& (Agaricus) NI JEHN, CN Lh unclassified p Ascomycota M MR & (Archaeorhizomyces) , CY UMHIE)E (Mortierella)
FAMEAE)E (Exophiala) ; MS U unclassified c_Agaricomycetes FIRKEFLJE (Trechispora) ; MT ULE 88 (Penicillium) F
unclassified_c_Sordariomycetes, SM LA Saitozyma 1 Apiotrichum AR JE; (3) 123 pH(12=0.775, p=0.001) . HHLR (12=0.627,
p=0.001) A ( r2=0.548, p=0.002) 4% (12=0.542, p=0.003) & 50 HIEEH AL M EE HIEH T (4)381E FUNGuild
DHRELCRS I, 7 [F) B AR o AT 4 B DUS A 3R DB AN &, R IhRERH N B 2 4B - R 8 LR AER ;. (5) ON
HIXTEN T NREKT EHEAREREEMER, HA RIS SS6%MERIIBERER. 4L, EARMBIMIET, &k
MR AR RS, HETHXIN 3R AR BRI TE, HEMREREE 2 a5 & X E e AT 58 i B 22 e o0,
B 50 45 AT 9 5 SRR T B Je 7y 5 i B AT 9 SR Ak B A B R RR A
IR BT AR EREEK: ThREm
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Soil fungal community structure and functional diversity of different geographical

provenances of Dendrocalamus brandisii
CHEN Qian , HUI Chaomao , TAO Hang , QING Wangling, WANG Yumeng , XIAO Zhenkang , LIU Jialin , LIU

Weiyi*

Southwest Forestry University, Kunming, College of Forestry Academy of Bamboo and Rattan Sciences, Research Center of Clump
Bamboo Engineering Technology, Kunming, 650224, China

Abstract: The soil of Dendrocalamus brandisii from 7 different geographical locations in Yunnan Province was taken as the research
object, separately for: Changning County, Baoshan City (CN), Mang County, Dehong Prefecture(MS), Cangyuan County, Lincang
City(CY), Matai Township, Linxiang District, Lincang City(MT), Simao District, Pu'er City(SM), Shiping County, Honghe
Prefecture(SP), and Xinping County, Yuxi City(XP), High-throughput sequencing technology and FUNGuild functional prediction
were used to analyze the fungal community structure.The correlation between main soil factors and fungal community was discussed,
revealing the differences in soil fungal communities of different geographical provenances of D.brandisii.The results showed: (1)There
were significant differences in the Alpha diversity index and Beta diversity of soil fungi among different geographical

provenances( P< 0.05 ), the CY region was significantly higher than the other six regions, the fungal community structure of CN was

HEETH: mEEEMBAAIE (202201AT070053) « EXE S AINE (2021YFD2200501) M= ELNVEA LT E (202301BD070001-123)
Phh.

*EEEE ( welyiliu651@126.com)
e Wi BRfE (1995—) , L, =g A, WEmad, By mAH#aAtEY . E-mail: 1367509661@qq.com



	1 材料与方法
	2 结果与分析
	2.1土壤因子
	2.1  不同地理种源甜龙竹土壤真菌多样性

	3 讨论
	4 结论

