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Abstract: Objective The analysis of endophytic fungi diversity and the biomarkers in different varieties of Paridis Rhizoma were
used to lay a foundation for the development of quality equivalence and identification and traceability technology. Methods The
amplicons of endophytic fungal community genes from three varieties of Paridis Rhizomaa were sequenced by using Ilimina Hiseq
high-throughput sequencing. Bioinformatic analysis was performed to study the diversity of flora and the difference of fungal
community. Results The o diversity of endophytic fungi from different varieties was different, but there was no significant
difference in B diversity. The OTU of Paris fargesii var. petiolata (Baker ex C. H. Wright) in endophytic fungi was only 0.27%. The
results of fungal community annotation showed that the three varieties were annotated to six identical phyla, but the composition
ratios were different. Moreover, we explored the biomarker differences in three variants, and the Rhizophagus irregularis of Paris
polyphylla through LEfSe analysis. is a biomarker with significant difference. Conclusion The diversity change of endophytic
fungi community of the three varieties was not significant, but the composition ratio was different. The results of this study provided
the research basis for the development of quality equivalence and identification and traceability technology.
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Table 1 Quality assessment of sequencing data

EIkes s JE 4675 R G2l Pk /bp A RCEI%
Qy - 72287 72 256 210 99.96
HRz% 88 443 88318 236 99.89
R 466 780 466 693 211 99.98
Cy - 103 410 103 393 225 99.98
=2 55 580 55578 239 99.99
i 189 375 188 580 259 99.57
Jb - 107 474 107 433 216 99.94
HRz% 101 468 101 430 247 99.91
Uis 453994 453796 256 99.96
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Fig. 1 Alpha diversity of fungal communities in different
varieties of Paridis Rhizoma
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Table 2 Analysis of inter-group differences
b 3 5} 25 P
EizE1 A bR m o =

ACE Qy vs Cy 0.45 0.55 0.05"
CyvsJb 0.08 0.91 0.24
Qy vs Jb 0.99 0.56 0.01"

Shannon Qy vs Cy 0.05 0.84 0.05
CyvsJb 0.66 0.53 0.18
Qyvs Jb 0.05" 0.59 0.06

“0.01 < P <0.05; 70.01 < P <0.001
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Fig. 2 PCoA map of fungal community composition at OTU
level in different varieties of Paridis Rhizoma
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Fig. 3 Distribution of OTUs at phylum (A, B) and genus levels (C, D) at different varieties of Paridis Rhizoma
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Fig. 4 OTU Venn analysis of OTUs distribution of
endophytic fungi in different varieties of Paridis Rhizoma
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Fig. 5 Results of LEfSe analysis for different varieties of
Paridis Rhizoma
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