55 24 5 12 ) FEXEAFFEHRE Vol. 24, No. 12
2018 4= 6 A Chinese Journal of Experimental Traditional Medical Formulae Jun. ,2018

T Mlumina MiSeq 75538 & I )7 70 A ¥ & N A B 1Y Z2 R 1

WNEE, RizT, TERAET
(ITFFEHXF 5Kk, BRTED ”ﬁ%*%m%ﬁﬁmﬁé& I E
AT AEPHBH I RARFE P, TF K& 116600)

[FHZE] B0 R A BBV 2R, o 077 08 TRl R AT T8 M 1) 4 A1 0 8 vl 3 R 20 140 1) 8L ) T 2 AT o At
ZHEMAE . T3 A Mumina MiSeq 1w 18 & W 7 £ 5E B H N A E R (9 18S rDNA NS1-Fung X 387 51 I 47 4 F = 5 55
YR BT, BER ARBERIFH 29 677 4 #4328 5050 188 A~ I Jy Boae 53 T4 A0, 0 ) B4l 4 4 2L ﬁﬁéél*]ftﬁ%

F B A T HE 45 T Jm (Hemileia ) , 75 % W J& ( Gibberella ) , 2& # T8 J& (Ascobolus) , fl B 4 i Jg ( Pseudogymnoascus ) Fl il 55 J
(Aspergillus) 3t 5 4~ Jg . it Elf&ﬁﬂﬁ{ﬁ[ﬂﬁf%%ﬁ MK , Hemileia FI Gibberella J2- ¥ % PY A= B 1 AL B P .

[k@gR] WK, NWEER,; SEENF,; S8, el T2, $THH; #BES 25T

[FE4ZES] R22;F124.5;R282;R284;R931 [XHEiFRiIZE] A [XEHS] 1005-9903(2018)12-0034-05

[doi] 10.13422/j. cnki. syfjx. 20181105

[ Mg HRRMAE]  hitp://kns. cnki. net/kems/detail /11.3495. R.20180315.0946.017. html

[M&H kA E] 2018-03-15 14:38

Analysis of Diversity of Endophytic Fungi in Astragali Radix by Illumina
MiSeq High-throughput Sequencing Technology
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(Research Center of Processing Engineering of Traditional Chinese Medicine (TCM) in
Liaoning Province, Key Laboratory of Processing Theory Analysis, State Administration of TCM ,
School of Pharmacy, Liaoning University of TCM, Dalian 116600, China)

[ Abstract ] Objective: This study aimed to analysis the diversity of endophytic fungal communities in
Astragali Radix, and provide a reference for study on the directional processing technology of active ingredients in
this herb. Method: The 18S rDNA NSI1-Fung region of endophytic fungal communities in Astragali Radix was
sequenced by Illumina MiSeq high-throughput sequencing technology, abundance of species and other
bioinformation were analyzed. Result: The numbers of effective sequences and operational taxonomic units for
samples were 29 677 and 188, respectively. The number of sequencing was close to saturation, and the
sequencing data volume was reasonable. The main endophytic fungi of Astragali Radix belonged to 5 genera, such
as Hemileia, Gibberella, Ascobolus, Pseudogymnoascus and Aspergillus. Conclusion: By and large, the diversity
of endophytic fungi in Astragali Radix is low. Hemileia and Gibberella are the dominant endophytic fungi in
Astragali Radix.

[ Key words ] Astragali Radix; endophytic fungi; high-throughput sequencing; diversity; directional
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Shannon-dilution curve of endophytic fungi in

Astragali Radix

100
10
14
3% 0.1
0.01-]
0.001_ . , , ]
0 50 100 150 200
B R TLA A
B2 HEENEERMNHISA-FEMLE

Fig. 2 Rank-abundance curve of endophytic fungi in

Astragali Radix
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Fig.4 Taxonomic tree of endophytic fungi in Astragali Radix
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