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Variations of rhizospheric soil microbial 
communities in response to continuous 
Andrographis paniculata cropping practices
Junren Li1,2, Xiuzhen Chen1,2, Simin Li1,2, Zimei Zuo1,2, Ruoting Zhan1,2 and Rui He1,2* 

Abstract 

Background:  Changes of soil microbial communities are one of the main factors of continuous cropping problem. 
Andrographis paniculata has been reported to have replant problem in cultivation. However, little is known about 
the variations of rhizosphere soil microbial communities of A. paniculata under a continuous cropping system. Here, 
Illumina MiSeq was used to investigate the shifts of rhizospheric bacterial and fungal communities after continuous 
cropping of A. paniculata.

Results:  The bacterial diversity increased whereas the fungal diversity decreased in rhizosphere soil after consecu-
tive A. paniculata monoculture; and the soil microbial community structure differed between newly plant soil and 
continuous cropped soil. Taxonomic analyses further revealed that the bacterial phyla Proteobacteria, Acidobacteria 
and Bacteroidetes and the fungal phyla Zygomycota, Ascomycota and Cercozoa were the dominant phyla across all soil 
samples. The relative abundance of phyla Acidobacteria and Zygomycota were significantly increased after continuous 
cropping. Additionally, the most abundant bacterial genus Pseudolabrys significantly decreased, while the predomi-
nant fungal genus Mortierella increased considerably in abundance after continuous cropping.

Conclusions:  Our results revealed the changes on diversity and composition of bacterial and fungal communities 
in rhizospheric soil under continuous cropping of A. paniculata. These data contributed to the understanding of soil 
micro-ecological environments in the rhizosphere of A. paniculata.

Keywords:  Andrographis paniculata, Continuous cropping, Rhizospheric soil, Microbial community, High-throughput 
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Background
Continuous cropping is the practice of cultivating the 
same crop in soil that had previously supported the same 
plant year after year without rotation with other crops 
(Shipton 1977), which sometimes leads to yield reduc-
tion, quality deterioration, poor growth status and dis-
ease aggravation (Zhou et al. 2011; Liu et al. 2014). It is 
frequently observed in medicinal plants such as Panax 

ginseng (Ying et al. 2012), Panax notoginseng (Dong et al. 
2016), Rehmannia glutinosa (Wu et  al. 2018a), etc. The 
complex mechanisms of replant disease have been con-
sidered including many factors such as imbalance of soil 
nutrients, built up of soil-borne pathogens, autotoxicity 
from root exudates, and the shifts in microbial commu-
nity (Fuentes et  al. 2009; Huang et  al. 2013). Recently, 
increasing evidences have speculated that changes of 
the soil microbial community may contribute to replant 
problem in some plants, and the diversity and compo-
sition of soil microbial communities also significantly 
affected by continuous cropping systems (Ying et al. 2012; 
Dong et al. 2016; Wu et al. 2018a, 2018b; Li et al. 2019a). 
As well known that, soil microorganisms play crucial 

Open Access

*Correspondence:  ruihe@gzucm.edu.cn; rayhe618@hotmail.com
1 Research Center of Chinese Herbal Resource Science and Engineering, 
Guangzhou University of Chinese Medicine, Guangzhou 510006, People’s 
Republic of China
Full list of author information is available at the end of the article

http://orcid.org/0000-0003-2718-720X
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://crossmark.crossref.org/dialog/?doi=10.1186/s40529-020-00295-1&domain=pdf


Page 2 of 13Li et al. Bot Stud           (2020) 61:18 

roles in the cycling of plant nutrients, the energy flow of 
either natural or anthropogenically altered soils, and the 
maintenance of soil ecosystem (Waldrop et al. 2000; Nan-
nipieri et  al. 2017). High microbial diversity and appro-
priate composition contribute to maintaining soil health 
and promoting plant growth. Additionally, there are 
interactions between plant roots and soil microorgan-
isms. Soil bacteria and fungi both directly and indirectly 
affect the health of plants, and plants roots exert strong 
influences on rhizospheric soil microorganisms through 
producing exudates as well as secondary metabolites 
(Haldar and Sengupta 2015). These interactions partici-
pate in plants’ fitting the natural environments includ-
ing the continuous cropping system. Thus, revealing the 
diversity and composition of microbial community in 
continuously cropped soil may help better understanding 
continuous cropping in medicinal plants.

Andrographis paniculata (Burm. f.) Nees is an impor-
tant traditional herb in Southern and Southeastern Asian 
countries (Raina et al. 2013). It exhibits various pharma-
cological activities and is commonly used for its anti-
pyretic, antibacterial, antimalarial, anti-inflammatory, 
anti-thrombogenic, hepatoprotective effects in several 
traditional medicine systems worldwide (Abu-Ghefreh 
et al. 2009; Saxena et al. 2010; Bardi et al. 2014). Docu-
mented in Chinese Pharmacopoeia, Andrographis herba 
(Chuanxinlian), the dried aerial parts of A. paniculata is 
used to remove pathogenic heat from the blood and toxic 
material from the body, reduce swelling in Chinese medi-
cine system. Owing to its distinct curative effects, there is 
a vastly increasing demand of A. paniculata. In the com-
mercially standardized cultivation, replant disease often 
occurs on A. paniculata and growers usually avoid the 
problem via crop rotation or leaving land unused; both 
approaches affect the production and quality of Androg-
raphis herba. Our previous study also found that continu-
ous cropping mainly lowered the quality of Andrographis 
herba, manifesting as decreased contents of main phar-
macological active components (Li et  al. 2019b). Some 
studies mainly emphasized on the allelopathy for the 
richness of allelopathic chemicals like terpenoids and fla-
vonoids in A. paniculata (Li et al. 2010; 2014). However, 
little is known about the changes in bacterial and fungal 
communities that are associated with the continuous 
cropping of A. paniculata until now.

In this study, Illumina MiSeq sequencing was applied 
to investigate the changes of microbial communities 
in rhizospheric soil with 0, 1, and 2  years of A. panicu-
lata consecutive monoculture histories. Our objective 
was to reveal changes in the diversity and composition 
of rhizospheric soil bacterial and fungal communities 
under a continuous cropping system of A. paniculata. 
The obtained results should be useful for understanding 

the effects of continuous cropping system on soil micro-
ecology, and provide theoretical reference for better cul-
tivation and management of A. paniculata.

Methods
Study sites and sampling
The experiments of A. paniculata continuous monocul-
ture were carried out in a plastic sunshelter on “Shiz-
hen Mountain” in Guangzhou University of Chinese 
Medicine, Guangzhou City, Guangdong Province, China 
(23°16′ N, 113°23′ E). This region has a typical subtropical 
monsoon climate with an average annual precipitation of 
1800 mm and an average temperature of 21.9 ℃.

In the continuous cropping experiment, 150 seedlings 
were randomly allocated into three groups, AP0, AP1 and 
AP2 (one plant per pot, pot size was 25  cm height and 
internal diameter). In AP0 group, seedlings were planted 
with commercial horticultural soil with no prior plant-
ing of A. paniculata (the first-year planting in this study). 
Seedlings in the AP1 or AP2 group were planted with 
the same kind of soil that had 1-year, or 2-year A. pan-
iculata cropping history (the second-year, or the third-
year planting in this study), respectively. The commercial 
horticulture soil (Greenorchids horticultural Co. Ltd., 
Taiwan) was composted with peat soil, coir, perlite, ver-
miculite and carbonized rice husk; which contains 52% 
organic matter, 0.5% total nitrogen, 1% total phospho-
rus (indicates as  % of phosphoric anhydride in the soil) 
and 0.4% total potassium (indicates as % of potassium 
oxide in the soil). The continuous cropping experiment 
was performed during months of July–September under 
natural temperature and light, watering was conducted 
when plants needed, mainly according to the weather 
condition and same cultivation conditions were applied 
(Li et al. 2019b). After harvesting, the soil samples were 
collected from the three time-series groups respectively. 
For soil sampling, 30 pots with A. paniculata plants were 
randomly selected in each group; for each plant (in one 
pot), the aboveground part of the plant was cut and the 
soil surface coverings were removed. Then an iron cylin-
der (20 cm in depth and 2.5 cm in diameter) was inserted 
vertically from the top of soil taking the residual stem as 
the circular center, and the depth is 20 cm (regarded as 
one core). The roots inside the cylinder were taken out 
and then shaken to remove loosely attached soil, and 
the soil that remained tightly attached to the roots were 
brushed off and sampled as the rhizospheric soil. The 
rhizospheric soil collected from 15 cores were mixed and 
recorded as one sample, and each group contained two 
replicated samples; all soil samples were separately sieved 
(2 mm). In total, 6 soil samples were collected and stored 
at − 80 ℃ for DNA extraction.
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Soil DNA extraction, PCR amplification 
and high‑throughput sequencing
Total soil DNA was extracted from 0.25 g soil using the 
Power Soil DNA Isolation kit (MOBIO Laboratories, Inc., 
USA) following the manufacturer’s instructions. After 
concentration and quality checking using a Nanodrop 
2000 (Thermo Scientifics, USA), DNA samples were 
stored at −20 ℃ for PCR amplification. Each compos-
ite soil sample was extracted in triplicate, and the three 
successive DNA extractions of each sample were pooled 
before PCR to serve as a template. Primer sets of F338/
R806 and ITS1F/ITS2 were used to amplify the V3-V4 
region of the bacterial 16S rRNA gene and the fungal 
ITS region respectively as described (Crowther et  al. 
2014; Derakhshani et  al. 2016). All PCR reactions were 
carried out with Phusion® High-Fidelity PCR Master 
Mix (New England Biolabs, Ipswich, MA, USA) follow-
ing the manufacturer’s instructions. The same volume of 
1× loading buffer (containing SYBR green) was mixed 
with PCR products, and the samples were analyzed using 
2% agarose gels for detection. Samples with bright main 
bands between 400 and 450 bp were selected for further 
analysis. The PCR products were mixed at equal density 
ratios, and then purified with Qiagen Gel Extraction Kit 
(Qiagen, Hilden, Germany). High-throughput sequenc-
ing was performed using Illumina MiSeq platforms at 
BIOMARKER Bioinformatics Technology Co., Ltd. (Bei-
jing, China).

High‑throughput sequencing data analysis
After removing the adaptors and primer sequences, 
QIIME was used to assemble the raw sequences for each 
sample according to the unique barcode (Caporaso et al. 
2010). Split sequences for each sample were merged 
using FLASH V1.2.7 (Magoc and Salzberg 2011). The 
sequences retained for each sample were processed fol-
lowing the established UPARSE pipeline (Edgar 2013). 
After removal of chimeras using the UCHIME method 
(Edgar et  al. 2011), the high-quality sequences were 
assigned to operational taxonomic units (OTUs) using 
Mothur v.1.34.0 with a cutoff of 97% similarity and the 
most abundant sequence in each OTU was selected as 
the representative sequence. For species annotation, the 
bacterial representative sequences were matched against 
RDP database (Version 9) (Wang et  al. 2007), and the 
fungal representative sequences were classified using 
the UNITE database (Version 7) (Koljalg et  al. 2013). 
The alpha diversity statistics including Chao1, ACE and 
Shannon indexes were calculated for each sample with 
Mothur (Version v.1.30). Principal coordinates analysis 
(PCoA) and unweighted pair-group method with arith-
metic mean (UPGMA) clustering were performed using 

R language, and the Bray–Curtis index was used as a dis-
tance measure.

Statistical analysis
Multiple comparison was carried out by one-way analy-
sis of variance (ANOVA) followed by LSD’s test (P < 0.05) 
using SPSS 19.0 software.

Results
Overall results of high‑throughput sequencing
High-throughput sequencing of soil samples resulted in a 
total of 375,463 high-quality sequences for bacteria from 
the six soil samples with the effectiveness above 82% for 
all samples. Number of high-quality sequences per sam-
ple varied from 56,461 to 69,089 (mean = 62,577) (Addi-
tional file  1: Table  S1). For fungi, 575,855 high-quality 
sequences were obtained from the six soil samples with 
the effectiveness above 90% for all samples. The num-
ber of high-quality sequences per sample varied from 
65,607 to 114,088 (mean = 95,976) (Additional file  1: 
Table S2). The rarefaction curve of OTU for each library 
had approached a saturation plateau, indicating that the 
sequencing library had reached saturation and the results 
can truly reflect the sample condition (Additional file 1: 
Fig. S1).

For bacteria, sequences across all samples were clus-
tered into 2123 OTUs. OTU numbers increased about 
15% once experienced replanting (AP0: 1665; AP1: 1933; 
AP2: 1910). Apart from 1410 OTUs (13.77%) shared by 
three groups of samples, 74, 14, and 60 unique OTUs 
were only found in AP0, AP1 and AP2, respectively 
(Fig.  1a). Fungi sequences across all samples were clus-
tered into 530 OTUs, and OTU numbers ranked as AP1 
(441) > AP0 (355) > AP2 (339). Among them, 197 OTUs 
were commonly identified in the three groups of samples; 
37, 45, and 40 were only found in AP0, AP1 and AP2, 
respectively (Fig. 1b).

Microbial alpha‑ and beta‑diversities in soil continuously 
cropped A. paniculata
As showed in Table 1, both richness and diversity of bac-
teria increased after continuous cropping. As for fungi, 
ACE and Chao1 indexes were the highest in AP1. The 
Shannon index decreased with the increasing duration of 
the continuous cropping, indicating the fungal diversity 
in soil was reduced.

Furthermore, UPGMA clustering and PCoA were per-
formed to investigate beta diversity patterns of microbial 
communities. UPGMA clustering results of bacterial 
(Fig. 2a) and fungal (Fig. 3a) communities both indicated 
that AP1 and AP2 soils clustered together, but were sepa-
rated from AP0 soils. Concomitantly, PCoA also revealed 
distinct differences in community structures of bacteria 
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(Fig.  2b) and fungi (Fig.  3b) between soil samples con-
tinuously cropped for different years. For bacterial com-
munity, the two main coordinates extracted (PC1 and 
PC2) explained 96.51% of the variation, of which PC1 
explained 75.86% of the variations. As for fungal com-
munity, PC1 and PC2 explained 96.51% of the variations, 
of which PC1 explained 71.01% of the variations. AP1 
and AP2 were grouped together and were clearly sepa-
rated from AP0, indicating that AP1 and AP2 had simi-
lar microbial community structures on PC1. In addition, 
AP1 and AP2 were separated from each other along the 
PC2.

Shifts of bacterial community composition in soil 
by continuous cropping
At the phylum level, the OTUs in all soil samples were 
primarily assigned to the 9 bacterial phyla (Fig. 4a). The 
dominant phyla (relative abundance > 10%) across all 
samples were Proteobacteria, Acidobacteria and Bac-
teroidetes, accounting for 70.4–77.1% of the bacterial 
sequences. In addition, Chloroflexi, Verrucomicrobia, 
Actinobacteria, Gemmatimonadetes, Spirochaetae and 

Planctomycetes were also present in all samples with a 
relative abundance between 1% and 10%. Members of 
Proteobacteria were detected in all soil samples at a mini-
mum frequency of 47.63%, which increased with con-
tinuous cropping years, and reached the highest levels in 
AP2 (51.01%). The relative abundance of Acidobacteria 
and Planctomycetes increased considerably after continu-
ous cropping (P < 0.05), while Spirochaetae, Bacteroidetes, 
and Verrucomicrobia significantly decreased (P < 0.05). 
Compared with AP0, Gemmatimonadetes abundance 
significantly increased in AP2 (P < 0.05). Actinobacte-
ria abundance had no significant change in all samples 
(Fig. 4b).

At the genus level, the classified OTUs were affiliated 
in 14 known genera with a relative abundance larger 
than 1% in at least one sample (Fig.  5a). OTUs includ-
ing Uncultured, Unknown and Uncultured bacterium 
accounted for 52–70% of the bacterial sequences. The rel-
ative abundances of Pseudolabrys, Bauldia, Spirochaeta, 
Telmatobacter, Ferruginibacter, Opitutus, Rhizomicro-
bium, and Mucilaginibacter were remarkably decreased 
after continuous cropping (P < 0.05), while Woodsholea 

Fig. 1  Copy numbers of bacteria (a) and fungi (b). AP0, AP1 and AP2 represent soil with continuously cropping histories of Andrographis paniculata 
for 0, 1 and 2 years

Table 1  Microbial richness and diversity of rhizospheric soil continuously cropped Andrographis paniculata 

Group Bacteria Fungi

Richness estimators Diversity indices Richness estimators Diversity indices

ACE Chao1 Shannon ACE Chao1 Shannon

AP0 1682.58 1711.13 5.44 328.50 332.25 4.13

AP1 1908.42 1849.90 5.90 403.02 402.77 3.92

AP2 1900.62 1929.57 6.40 306.02 307.25 3.25
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and Haliangium significantly increased (P < 0.05. Fig. 5b). 
Compared with AP0, the relative abundances of Devosia 
and Candidatus-Solibacter were significantly decreased 
in AP2 (P < 0.05).

Shifts of fungal community composition in soil 
by continuous cropping
At the phylum level, the OTUs classified from all soil 
samples were mainly affiliated in four fungal phyla with 
a relative abundance above 1% in at least one sam-
ple, including Ascomycota, Cercozoa, Zygomycota and 

Basidiomycota (Fig.  6a). Among them, Ascomycota, 
Cercozoa, and Zygomycota were the major phyla (rela-
tive abundance > 8%) across all the samples, accounting 
for 40.5–56.4% of the fungal sequences. Basidiomycota 
were also present in all samples with a relative abun-
dance between 0.6% and 2.7%. In addition, over 40% 
of fungal sequences remained unknown across all the 
samples. As shown in Fig.  6b, after continuous crop-
ping, the relative abundance of Zygomycota and Basidi-
omycota were significantly increased (P < 0.05) while 
Cercozoa significantly decreased (P < 0.05). There was 
no significant change of Ascomycota in all samples.

Fig. 2  Unweighted pair-group method with arithmetic mean (UPGMA) dendrogram (a) and principal coordinate analysis (PCoA) (b) of bacterial 
communities based on Bray–Curtis distance. AP0, AP1 and AP2 represent soils with continuously cropping histories of Andrographis paniculata for 0, 
1 and 2 years
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At the genus level, the classified OTUs were affiliated in 
nine known genera with a relative abundance larger than 
1% in at least one sample, including Mortierella, Chrys-
osporium, Humicola, Aspergillus, Chaetomium, Myro-
thecium, Sistotrema, Hypocrea and Candida (Fig.  7a). 
Among them, Mortierella was the most abundant genus 
with a relative abundance over 10% in all samples, fol-
lowed by Humicola with a relative abundance above 2% 
(Fig.  7b). There were 55.8–75.1% of fungal sequences 
remained unknown across all the samples. The rela-
tive abundances of Mortierella and Sistotrema were sig-
nificantly increased after continuous cropping (P < 0.05), 
while Aspergillus significantly decreased (P < 0.05). 

Additionally, the relative abundance of Candida, Hypo-
crea, and Humicola were initially remarkably increased 
in AP1 (P < 0.05), and subsequently dropped in AP2 
(P < 0.05). Moreover, Chrysosporium had a relative abun-
dance above 2% in AP0, while it was not detected in the 
continuous cropping groups.

Discussion
In the current study, the shifts of rhizospheric bacterial 
and fungal communities in A. paniculata continuous 
cropping soil were analyzed using Illumina MiSeq. Dis-
tinct differences in both bacterial and fungal community 
structures among the soil samples that newly planted 

Fig. 3  Unweighted pair-group method with arithmetic mean (UPGMA) dendrogram (a) and principal coordinate analysis (PCoA) (b) of fungal 
communities based on Bray–Curtis distance. AP0, AP1 and AP2 represent soils with continuously cropping histories of Andrographis paniculata for 0, 
1 and 2 years
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(AP0) and continuous cropped A. paniculata plants 
(AP1 and AP2) were highlighted by PCoA and UPGMA. 
Cluster analysis of bacteria and fungi also supported 
the finding that the structure of the soil microbiome of 
A. paniculata was influenced by continuous cropping 
practices. High microbial diversity is generally consid-
ered as an important parameter for soil health (Chap-
arro et  al. 2012). In this study, rhizospheric soil with 0, 
1, and 2  years replanting history of A. paniculata were 
found varied in the richness and diversity of microorgan-
ism. For soil bacteria, the richness and diversity indices 
exhibited increasing trends after continuous cropping, 
which was aligned with previous studies on Vanilla plan-
ifolia and R. glutinosa while was contrary to American 
ginseng and P. notoginseng under continuous cropping 
(Dong et  al. 2016; Xiong et  al. 2017; Dong et  al. 2017; 
Wu et al. 2018b). As for fungi, the richness indices firstly 
increased in 1-year soil while dropped in 2-year soil; and 
a similar trend was also found in rhizospheric soil fungal 
communities in tea orchards, in which the richness indi-
ces increased in 1-year soil and then kept decreasing in 
10-and 20-year soils (Li et al. 2020). In addition, the fun-
gal diversity indices decreased with the increasing of the 
continuous cropping time in this study, which accorded 
with previous study of Atractylodes macrocephala under 

continuous cropping while was contrary to that of Pseu-
dostellaria heterophylla, American ginseng, and P. 
notoginseng (Wu et al. 2016; Dong et al. 2017; Tan et al. 
2017; Zhu et al. 2020). Moreover, fungal diversity signifi-
cantly decreased in the 10- and 20-year tea rhizospheric 
soils compared with that in the 1-year soil (Li et al. 2020). 
The discrepancy on microbial diversity between these 
different studies might be due to not only the longevity of 
monoculture but also the different soil environment con-
ditions, plant types, rhizocompartment, etc.

The taxonomic analysis also revealed the variations of 
rhizospheric bacterial and fungal communities in soils 
under continuous A. paniculata cropping. In detail, Pro-
teobacteria, Acidobacteria, Bacteroidetes, Chloroflexi, 
Verrucomicrobia and Actinobacteria were the most com-
mon bacterial phyla in the bacterial community of all 
samples. Proteobacteria was shown to be dominating the 
bacterial community of different geographic regions and 
soil types (Janssen 2006), members of this phylum may 
play a key role in phylogenetic, ecological and patho-
genic values and participate in energy metabolism, such 
as the oxidation of organic and inorganic compounds 
(Zhou et al. 2019). In this study, Proteobacteria was the 
most abundant phylum, accounted for 49.3% of the aver-
age relative abundance, and did not change by different 

Fig. 4  Relative abundance of the dominant bacterial phyla in the soils continuously cropped Andrographis paniculata. a Bacterial community 
composition at the phylum level. b Variations of bacterial community composition. Only phyla with more than 1% relative abundance in at 
least one sample were shown and different letters mark significant difference at P < 0.05. The “Other” group contained the phyla with relative 
abundance < 1%. AP0, AP1 and AP2 represent soils with continuously cropping histories of A. paniculata for 0, 1 and 2 years



Page 8 of 13Li et al. Bot Stud           (2020) 61:18 

Fig. 5  Relative abundance of the dominant bacterial genus in the soils continuously cropped Andrographis paniculata. a Bacterial community 
composition at the genus level. b Variations of bacterial community composition. Only genera with more than 1% relative abundance in at 
least one sample were shown and different letters mark significant difference at P < 0.05. The “Other” group contained the genera with relative 
abundance < 1%. AP0, AP1 and AP2 represent soils with continuously cropping histories of A. paniculata for 0, 1 and 2 years

Fig. 6  Relative abundance of the dominant fungal phyla in the soils continuously cropped Andrographis paniculata. a Fungal community 
composition at the phylum level. b Variations of fungal community composition. Only phyla with more than 1% relative abundance in at least one 
sample were shown and different letters mark significant difference at P < 0.05. The “Other” group contained the phyla with relative abundance < 1%. 
AP0, AP1 and AP2 represent soils with continuously cropping histories of A. paniculata for 0, 1 and 2 years
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monoculture time spans. This result was in line with sev-
eral studies that Proteobacteria was the most dominant 
phylum in continuous cropping soil of sweet potato (Li 
et al. 2019a), banana (Shen et al. 2018), and vanilla (Xiong 
et  al. 2015b). However, Proteobacteria abundance was 
shown significantly reduced in potato (Liu et  al. 2014) 
and black pepper (Xiong et  al. 2015a), while increased 
in tobacco (She et  al. 2017) and wheat (Sanguin et  al. 
2009) after continuous cropping. Root exudates and 
plant species play key roles in shaping the rhizospheric 
bacterial composition, which result in different plant 
genotype-specific community structures even in the 
same soil (Grayston et  al. 1998; Marschner et  al. 2004; 
Chaparro et  al. 2012). Therefore, these discrepancies 
in Proteobacteria abundance could be partly attributed 
to the different plant species. On the other hand, they 
might also be attributed partly to the wide range of bac-
teria in Proteobacteria phylum and the results could not 
comprehensively reflect the alteration in populations at 
lower taxonomic levels (Sanguin et  al. 2009). Acidobac-
teria are also ubiquitous and abundant members of soil 
bacterial communities (Janssen 2006), and play impor-
tant roles in organic matter decomposition and nutri-
ent cycles (Eichorst et al. 2018). In the current study, the 
relative abundance of Acidobacteria increased consider-
ably in soil after continuous cropping with A. paniculata, 

which accorded with soils that long-term continuously 
cropped black pepper and tea (Xiong et  al. 2015a; Li 
et  al. 2016b). Fierer et  al. suggested that Acidobacteria 
were most abundant in soils with very low resource avail-
ability (Fierer et al. 2007); continuous cropping practices 
could commonly decrease the soil nutrition contents, this 
may explain in part why the higher relative abundances 
of Acidobacteria were detected in soil after continuous 
A. paniculata cropping. Actinobacteria was consistently 
associated with pathogen antagonism, and was found 
strongly enriched in suppressive soils (Mendes et  al. 
2011; Xiong et  al. 2017) and decreased markedly along 
the years of consecutive cropping (Xiong et  al. 2015b). 
In this study, Actinobacteria was present in all samples 
with no significant change in relative abundance. At the 
genus level, there were 52–70% of the bacterial sequences 
corresponded to uncultured and unknown bacteria, a 
high percentage of unclassified sequences also have been 
reported in the rhizosphere of other plants such as maize 
(Correa-Galeote et al. 2016). Apart from the uncultured 
and unknown bacteria, Pseudolabrys, Rhizomicrobium, 
Candidatus_Solibacter, Opitutus and Bryobacter were 
the dominant genera across all samples. Pseudolabrys 
are ubiquitous in hydrocarbon-rich soil, and had been 
identified as hydrocarbon degraders (Miao et  al. 2019). 
In this study, Pseudolabrys was the most abundant genus; 

Fig. 7  Relative abundance of the dominant fungal genus in the soils continuously cropped Andrographis paniculata. a Fungal community 
composition at genus level. b Variations of fungal community composition. Only genera with more than 1% relative abundance in at least 
one sample were shown and different letters mark significant difference at P < 0.05. The “Other” group contained the genera with relative 
abundance < 1%. AP0, AP1 and AP2 represent soils with continuously cropping histories of A. paniculata for 0, 1 and 2 years
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the maximum abundance was up to 10.88% in AP0 while 
remarkably decreased after continuous cropping. Addi-
tionally, Rhizomicrobium and Opitutus were also reduced 
after continuous cropping, while there were no obvious 
change in Candidatus_Solibacter and Bryobacter. Muci-
laginibacter was found in AP0 with a relative abundance 
of 3.88%; however, after continuous cropping, it could 
hardly be observed. Taken together, these findings pro-
filed the variations of rhizospheric bacterial communities 
in soil continuous cropped A. paniculata.

Regarding the fungi in soil continuous cropped A. 
paniculata, taxonomic analysis revealed that fungal 
sequences were mainly classified into four known phyla 
including Ascomycota, Zygomycota, Cercozoa and Basidi-
omycota, and the first three were the predominant phyla 
with an average relative abundance above 10% in all sam-
ples. Zygomycota was the most abundant phylum and 
markedly increased after consecutive A. paniculata mon-
oculture, which was consistent with findings in soybean 
under continuous cropping (Liu et  al. 2019). Zygomy-
cota is a saprophytic phylum and plays important roles 
in decomposing plant debris; the increasing abundance 
in continuous cropping soil might promote the decom-
position of A. paniculata debris. Xiong et al. also found 
significant enrichment of phylum Zygomycota in suppres-
sive soil associated with Fusarium wilt disease in vanilla 
long-term continuous cropping system, suggesting a 
disease suppressive role of the dominant Zygomycota 
species (Xiong et  al. 2017). Ascomycota and Basidiomy-
cota are commonly observed in soil. In this study, the 
relative abundance of Ascomycota showed an increasing 
trend after continuous cropping, which was consistent 
with that in rhizospheric soil of black pepper (Li et  al. 
2016c) and R. glutinosa (Wu et al. 2018a) under continu-
ous cropping system while contrary to that in potato 
continuous cropping soil (Gao et  al. 2019). In addition, 
Basidiomycota also increased after continuous cropping 
and reached the maximum abundance of 2.68% in AP2, 
which was contrary to the previous study in potato (Gao 
et  al. 2019). Moreover, Cercozoa phylum had the maxi-
mum abundance of 14.3% in AP0, and showed a gradual 
downtrend in abundance after continuous cropping of 
A. paniculata. At genus level, Mortierella, Humicola 
and Sistotrema were the top three abundant genera with 
average relative abundance above 1% across all samples. 
Among them, Mortierella, belonging to phylum Zygomy-
cota, was the most abundant fungal genus and accounted 
for 10%–26.8% of fungal sequences. Our results revealed 
that consecutive A. paniculata monoculture significantly 
increased the relative abundance of Mortierella, which 
was agreed with the continuous cropping studies of other 
plants such as P. heterophylla (Wu et al. 2016) and soy-
bean (Liu et al. 2019). Mortierella appeared to participate 

in plant pathogens suppression, which effectively inhib-
ited occurrence of Chinese cabbage clubroot disease 
(Narisawa et al. 1998), as well as protected banana (Musa 
sp.) from Fusarium wilt disease and Fusarium root rot 
(Shen et  al. 2018). Therefore, the increasing abundance 
of Mortierella in this study might help A. paniculata 
adapt to the continuous cropping practice for its own 
growth, protect them from some diseases. Sistotrema 
and Myrothecium also showed increasing trends in rela-
tive abundance, while Aspergillus was decreased after 
continuous cropping. Chrysosporium that had a relative 
abundance > 2% in AP0, was undetectable in continuous 
cropped soil. All these results indicated that consecu-
tive A. paniculata cropping influenced the structure and 
composition of soil fungal community.

Numerous studies have confirmed that cropping sys-
tem changed the composition of soil microorganisms. 
For instance, microbial communities of rhizosphere 
soils significantly changed during the continuous cul-
tivation of ginseng (Ying et  al. 2012). Fungal popula-
tions exhibited significant dynamic changes in the 
continuous cropping of peanut, and both pathogenic 
and beneficial fungi were positively selected over time 
(Chen et  al. 2012). Apparently, continuous A. panicu-
lata cropping practices also changed the diversity and 
composition of rhizosphere soil microbial communities 
in this study. Interactions between plant roots and soil 
microorganisms are critical for plant fitness in natu-
ral environment (Zhalnina et al. 2018); plant species is 
thought to select specific microbial populations in the 
rhizosphere and root exudates are part of the driving 
force (Dong et al. 2017). Plant roots can exude a variety 
of compounds into the soil, including carbohydrates, 
amino acids, organic acids and secondary metabolites 
by diffusion, which will shape the microbial communi-
ties (Sasse et  al. 2018). The compositions of root exu-
dates are diverse and dynamic, depending on plant 
species, development stage, root traits, and environ-
mental conditions (Chaparro et al. 2014; Mönchgesang 
et  al. 2016; Sasse et  al. 2018). A. paniculata is rich in 
terpenoids, flavonoids, and phenolics, which were iden-
tified as powerful allelochemicals and have been widely 
accepted as mediators that act between inter- and 
intraspecific root (Singh et al. 2003; Bertin et al. 2003; 
Bais et al. 2004; Weston et al. 2012). Aqueous extracts 
from soil continuously cropped A. paniculata could 
significantly inhibit its seed germination and seedlings’ 
root growth (Zeng et al. 2011; Li et al. 2016a; Hu et al. 
2018). Zeng et  al. found that A. paniculata released 
some alleochemicals into the soil during the growth 
period, and andrographolide was one of the main 
compounds (Zeng et  al. 2011). Furthermore, Hu et  al. 
confirmed this finding, as not only andrographolide 



Page 11 of 13Li et al. Bot Stud           (2020) 61:18 	

but also two phenolic compounds (ferulic acid, caffeic 
acid) were abundant in 2-years old monoculture soil 
while were absent in uncultivated soil (Hu et al. 2018). 
Lowered andrographolide, dehydroandrographolide, 
and flavonoids contents were found in plants grown on 
soil continuously cropped with A. paniculata (Li et al. 
2019b). Taken together, continuous cropping practices 
might facilitate the release process thus resulted in less 
accumulation in the plants (Li et al. 2017; 2019b). These 
released compounds in rhizosphere soil further affected 
the rhizospheric soil microbiome diversity and com-
position. It has also been shown that some of released 
compounds can attract beneficial microorganisms and 
affect the assembly of rhizosphere microbiomes that 
enhance the capacity of plants to adapt to their envi-
ronment (Bulgarelli et  al. 2013), which might partly 
explain the increasing yield of A. paniculata in our pre-
vious continuous cultivation study (Li et  al. 2017). In 
conclusion, we hypothesized that continuous cropping 
practice of A. paniculata promoted release of com-
pounds into the soil, which changed the rhizospheric 
microbial diversity and composition; these changes in 
the microbial community could disturb the soil micro-
ecology and thus affect A. paniculata growth under 
continuous cropping system. However, further studies 
are required to illuminate the precise mechanism.

Conclusions
High-throughput sequencing analyses provided simul-
taneous and detailed insights into the changes of com-
munity structure and diversity of bacteria and fungi in 
the continuous cropping system of A. paniculata. Our 
findings will help understanding of soil micro-ecolog-
ical environments in the rhizosphere of A. paniculata 
under continuous cropping system, and provide insight 
into the better theoretical reference for the better culti-
vation and management of A. paniculata.

Supplementary information
Supplementary information accompanies this paper at https​://doi.
org/10.1186/s4052​9-020-00295​-1.

Additional file 1: Table S1. Sequencing output of soil bacterial 
sequences. Table S2. Sequencing output of soil fungal sequences. Fig. 
S1. Rarefaction curves of soil microbial communities based on OTUs at the 
97% similarity cut-off level for individual samples. (a) and (b) are the rar-
efaction curves of OTU for bacterial and fungal communities, respectively. 
AP0, AP1 and AP2 represent soil with continuously cropping histories of A. 
paniculata for 0, 1 and 2 years. “a” and “b” mean the two replicates.

Abbreviations
ANOVA: One-way analysis of variance; OTU: Operational taxonomic unit; PCoA: 
Principal coordinates analysis; UPGMA: Unweighted pair-group method with 
arithmetic mean.

Acknowledgements
We appreciate J.Y. Tong, L.L. Liang, Z.Q. Qiu, J.C. Huang, Z.M. Tang, F. Jiang, L.Q. 
Chen, Y.X. Deng for their contribution of time and hard work in growing the 
plant materials during the years of the study.

Authors’ contributions
RH and JL designed the research. JL, XC, SL, and ZZ performed the experi-
ments and collected the data. JL and XC analyzed the data and JL wrote the 
manuscript. RZ and RH edited the manuscript and provided guidance during 
experimentation. All authors read and approved the final manuscript.

Funding
This work was supported by the Department of Education of the Guangdong 
Province, China (Grant number 2014KTSPT016).

Availability of data and materials
Sequence data generated in this study have been deposited in the NCBI 
Sequence Read Archive (SRA) database (https​://submi​t.ncbi.nlm.nih.gov/subs/
sra/) under the BioProject of PRJNA605784 (Accession numbers SRR11058251-
SRR11058253 and SRR11058254-SRR11058256).

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Research Center of Chinese Herbal Resource Science and Engineering, 
Guangzhou University of Chinese Medicine, Guangzhou 510006, People’s 
Republic of China. 2 Key Laboratory of Chinese Medicinal Resource from Ling-
nan (Guangzhou University of Chinese Medicine), Ministry of Education, 
Guangzhou 510006, People’s Republic of China. 

Received: 6 December 2019   Accepted: 6 June 2020

References
Abu-Ghefreh AA, Canatan H, Ezeamuzie CI (2009) In vitro and in vivo 

anti-inflammatory effects of andrographolide. Int Immunopharmacol 
9:313–318

Bais HP, Park S, Weir TL, Callaway RM, Vivanco JM (2004) How plants communi-
cate using the underground information superhighway. Trends Plant Sci 
9:26–32

Bardi DA, Halabi MF, Hassandarvish P, Rouhollahi E, Paydar M, Moghadamtousi 
SZ, Al-Wajeeh NS, Ablat A, Abdullah NA, Abdulla MA (2014) Andrographis 
paniculata leaf extract prevents thioacetamide-induced liver cirrhosis in 
rats. PLoS ONE. 9(10):e109424

Bertin C, Yang X, Weston LA (2003) The role of root exudates and allelochemi-
cals in the rhizosphere. Plant Soil 256:67–83

Bulgarelli D, Schlaeppi K, Spaepen S, Ver LVTE, Schulze-Lefert P (2013) Struc-
ture and functions of the bacterial microbiota of plants. Annu Rev Plant 
Biol 64:807–838

Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD, Costello EK, 
Fierer N, Pena AG, Goodrich JK, Gordon JI, Huttley GA, Kelley ST, Knights 
D, Koenig JE, Ley RE, Lozupone CA, McDonald D, Muegge BD, Pirrung M, 
Reeder J, Sevinsky JR, Turnbaugh PJ, Walters WA, Widmann J, Yatsunenko 
T, Zaneveld J, Knight R (2010) QIIME allows analysis of high-throughput 
community sequencing data. Nat Methods 7:335–336

Chaparro JM, Sheflin AM, Manter DK, Vivanco JM (2012) Manipulating the 
soil microbiome to increase soil health and plant fertility. Biol Fert Soils 
48:489–499

Chaparro JM, Badri DV, Vivanco JM (2014) Rhizosphere microbiome assem-
blage is affected by plant development. ISME J 8:790–803

Chen M, Li X, Yang Q, Chi X, Pan L, Chen N, Yang Z, Wang T, Wang M, Yu 
S (2012) Soil eukaryotic microorganism succession as affected by 

https://doi.org/10.1186/s40529-020-00295-1
https://doi.org/10.1186/s40529-020-00295-1
https://submit.ncbi.nlm.nih.gov/subs/sra/
https://submit.ncbi.nlm.nih.gov/subs/sra/


Page 12 of 13Li et al. Bot Stud           (2020) 61:18 

continuous cropping of peanut-pathogenic and beneficial fungi were 
selected. PLoS ONE 7:e40659

Correa-Galeote D, Bedmar EJ, Fernández-González AJ, Fernández-López M, 
Arone GJ (2016) Bacterial communities in the rhizosphere of amilaceous 
maize (Zea mays L.) as assessed by pyrosequencing. Front Plant Sci. 
7:1016

Crowther TW, Maynard DS, Leff JW, Oldfield EE, McCulley RL, Fierer N, Bradford 
MA (2014) Predicting the responsiveness of soil biodiversity to deforesta-
tion: a cross-biome study. Global Change Biol 20:2983–2994

Derakhshani H, Tun HM, Khafipour E (2016) An extended single-index multi-
plexed 16S rRNA sequencing for microbial community analysis on MiSeq 
illumina platforms. J Basic Microbiol 56:321–326

Dong L, Xu J, Feng G, Li X, Chen S (2016) Soil bacterial and fungal community 
dynamics in relation to Panax notoginseng death rate in a continuous 
cropping system. Sci Rep UK. 6(1):1–1

Dong L, Xu J, Zhang L, Yang J, Liao B, Li X, Chen S (2017) High-throughput 
sequencing technology reveals that continuous cropping of American 
ginseng results in changes in the microbial community in arable soil. 
Chin Med UK. 12(1):18

Edgar RC (2013) UPARSE: highly accurate OTU sequences from microbial 
amplicon reads. Nat Methods 10:996–998

Edgar RC, Haas BJ, Clemente JC, Quince C, Knight R (2011) UCHIME improves 
sensitivity and speed of chimera detection. Bioinformatics 27:2194–2200

Eichorst SA, Trojan D, Roux S, Herbold C, Rattei T, Woebken D (2018) Genomic 
insights into the Acidobacteria reveal strategies for their success in ter-
restrial environments. Environ Microbiol 20:1041–1063

Fierer N, Bradford MA, Jackson RB (2007) Toward an ecological classification of 
soil bacteria. Ecology 88:1354–1364

Fuentes M, Govaerts B, De León F, Hidalgo C, Dendooven L, Sayre KD, Etch-
evers J (2009) Fourteen years of applying zero and conventional tillage, 
crop rotation and residue management systems and its effect on physical 
and chemical soil quality. Eur J Agron 30:228–237

Gao Z, Han M, Hu Y, Li Z, Liu C, Wang X, Tian Q, Jiao W, Hu J, Liu L, Guan Z 
(2019) Effects of continuous cropping of sweet potato on the fungal 
community structure in rhizospheric soil. Front Microbiol. 10:2269

Grayston SJ, Wang S, Campbell CD, Edwards AC (1998) Selective influence of 
plant species on microbial diversity in the rhizosphere. Soil Biol Biochem 
30:369

Haldar S, Sengupta S (2015) Plant-microbe cross-talk in the rhizosphere: 
insight and biotechnological potential. Open Microbiol J 9:1–7

Hu L, Xue RR, Xu CC, Zhang ZY, Zhang G, Zeng RS, Song YY (2018) Autotoxicity 
in the cultivated medicinal herb Andrographis paniculata. Allelopathy J 
45:141–152

Huang L, Song L, Xia X, Mao W, Shi K, Zhou Y, Yu J (2013) Plant-soil feedbacks 
and soil sickness: from mechanisms to application in agriculture. J Chem 
Ecol 39:232–242

Janssen PH (2006) Identifying the dominant soil bacterial taxa in libraries of 
16S rRNA and 16S rRNA gene. Appl Environ 72:1719–1728

Koljalg U, Nilsson RH, Abarenkov K, Tedersoo L, Taylor AF, Bahram M, Bates ST, 
Bruns TD, Bengtsson-Palme J, Callaghan TM, Douglas B, Drenkhan T, Eber-
hardt U, Duenas M, Grebenc T, Griffith GW, Hartmann M, Kirk PM, Kohout 
P, Larsson E, Lindahl BD, Lucking R, Martin MP, Matheny PB, Nguyen NH, 
Niskanen T, Oja J, Peay KG, Peintner U, Peterson M, Poldmaa K, Saag L, 
Saar I, Schussler A, Scott JA, Senes C, Smith ME, Suija A, Taylor DL, Telleria 
MT, Weiss M, Larsson KH (2013) Towards a unified paradigm for sequence-
based identification of fungi. Mol Ecol 22:5271–5277

Li M, Zhou X, Lu Z (2010) Allelopathy of Andrographis paniculata vegetative. J 
Chin Med Mat 33:1829–1833

Li Y, Li M, Tang K, Zhao P, Dong S, Huang J, Li L, Pang D (2014) Study on auto-
toxicity of Andrographis paniculata (Burm. F.) Nees Vegetative. Northern 
Horticulture 12:157–160

Li J, Chen X, Liu K, Peng Q, Zhan R, He R (2016a) Allelopathy of continuously 
cropped soil extracts on Andrographis paniculata seed germination. J 
Guangzhou Univ of Tradit Chin Med 33:389–395

Li YC, Li Z, Li ZW, Jiang YH, Weng BQ, Lin WX (2016b) Variations of rhizosphere 
bacterial communities in tea (Camellia sinensis L.) continuous cropping 
soil by high-throughput pyrosequencing approach. J Appl Microbiol 
121:787–799

Li Z, Zu C, Wang C, Yang J, Yu H, Wu H (2016c) Different responses of rhizos-
phere and non-rhizosphere soil microbial communities to consecutive 
Piper nigrum L. monoculture. Sci Rep UK. 6(1):1–8

Li J, Chen X, Tang X, Zeng X, Zhuo Y, He R, Zhan R (2017) Effects of continuous 
cropping on Andrographis paniculata growth and herb quality. Tradit 
Chin Drug Res Clin Pharm 28:797–801

Li H, Wang J, Liu Q, Zhou Z, Chen F, Xiang D (2019a) Effects of consecutive 
monoculture of sweet potato on soil bacterial community as determined 
by pyrosequencing. J Basic Microb 59:181–191

Li J, Chen X, Zhan R, He R (2019b) Transcriptome profiling reveals metabolic 
alteration in Andrographis paniculata in response to continuous crop-
ping. Ind Crop Prod 137:585–596

Li YC, Li ZW, Arafat YS, Lin WX (2020) Studies on fungal communities and 
functional guilds shift in tea continuous cropping soils by high-
throughput sequencing. Ann Microbiol 70:7

Liu X, Zhang J, Gu T, Zhang W, Shen Q, Yin S, Qiu H (2014) Microbial com-
munity diversities and taxa abundances in soils along a seven-year 
gradient of potato monoculture using high throughput pyrosequenc-
ing approach. PLoS ONE 9:e86610

Liu H, Pan F, Han X, Song F, Zhang Z, Yan J, Xu Y (2019) Response of soil fun-
gal community structure to long-term continuous soybean cropping. 
Front Microbiol. 9:3316

Magoc T, Salzberg SL (2011) FLASH: fast length adjustment of short reads to 
improve genome assemblies. Bioinformatics 27:2957–2963

Marschner P, Crowley D, Yang CH (2004) Development of specific rhizos-
phere bacterial communities in relation to plant species, nutrition and 
soil type. Plant Soil 261:199

Mendes R, Kruijt M, de Bruijn I, Dekkers E, van der Voort M, Schneider JHM, 
Piceno YM, DeSantis TZ, Andersen GL, Bakker PAHM, Raaijmakers JM 
(2011) Deciphering the rhizosphere microbiome for disease-suppres-
sive bacteria. Science 332:1097–1100

Miao Y, Johnson NW, Gedalanga PB, Adamson D, Newell C, Mahendra S 
(2019) Response and recovery of microbial communities subjected to 
oxidative and biological treatments of 1,4-dioxane and co-contami-
nants. Water Res 149:74–85

Mönchgesang S, Strehmel N, Schmidt S, Westphal L, Taruttis F, Müller E, 
Herklotz S, Neumann S, Scheel D (2016) Natural variation of root exu-
dates in Arabidopsis thaliana-linking metabolomic and genomic data. 
Sci Rep UK 6(1):1–1

Nannipieri P, Ascher J, Ceccherini MT, Landi L, Pietramellara G, Renella G 
(2017) Microbial diversity and soil functions. Eur J Soil Sci 68:12–26

Narisawa K, Tokumasu S, Hashiba T (1998) Suppression of clubroot forma-
tion in Chinese cabbage by the root endophytic fungus, Heteroconium 
chaetospira. Plant Pathol 47:206

Raina AP, Gupta V, Sivaraj N, Dutta M (2013) Andrographis paniculata (Burm. 
f.) Wall. ex Nees (kalmegh), a traditional hepatoprotective drug from 
India. Genet Resour Crop Ev 60:1181–1189

Sanguin H, Sarniguer A, Gazengel K, Moënne-Loccoz Y, Grundmann GL 
(2009) Rhizosphere bacterial communities associated with disease 
suppressiveness stages of take-all decline in wheat monoculture. New 
Phytol 184:694

Sasse J, Martinoia E, Northen T (2018) Feed your rriends: do plant exudates 
shape the root microbiome? Trends Plant Sci 23:25–41

Saxena RC, Singh R, Kumar P, Yadav SC, Negi MPS, Saxena VS, Joshua AJ, 
Vijayabalaji V, Goudar KS, Venkateshwarlu K, Amit A (2010) A rand-
omized double blind placebo controlled clinical evaluation of extract 
of Andrographis paniculata (KalmCold™) in patients with uncompli-
cated upper respiratory tract infection. Phytomedicine 17:178–185

She S, Niu J, Zhang C, Xiao Y, Chen W, Dai L, Liu X, Yin H (2017) Significant 
relationship between soil bacterial community structure and incidence 
of bacterial wilt disease under continuous cropping system. Arch 
Microbiol 199:267–275

Shen Z, Penton CR, Lv N, Xue C, Yuan X, Ruan Y, Li R, Shen Q (2018) Banana 
Fusarium wilt disease incidence is influenced by shifts of soil micro-
bial communities under different monoculture spans. Microb Ecol. 
75(3):739–750

Shipton PJ (1977) Monoculture and soilborne plant pathogens. Annu Rev 
Phytopathol 15:387–407

Singh HP, Batish DR, Kaur S, Kohli RK (2003) Phytotoxic interference of 
ageratum conyzoides with wheat (Triticum aestivum). J Agron Crop Sci 
189:341–346

Tan Y, Cui YS, Li HY, Kuang AX, Li XR, Wei YL, Ji XL (2017) Rhizospheric soil 
and root endogenous fungal diversity and composition in response 



Page 13 of 13Li et al. Bot Stud           (2020) 61:18 	

to continuous Panax notoginseng cropping practices. Microbiol Res 
194:10–19

Waldrop MP, Balser TC, Firestone MK (2000) Linking microbial community com-
position to function in a tropical soil. Soil Biol Biochem 32:1837–1846

Wang Q, Garrity GM, Tiedje JM, Cole JR (2007) Naive bayesian classifier for rapid 
assignment of rRNA sequences into the new bacterial taxonomy. Appl 
Environ Microb 73:5261–5267

Weston LA, Ryan PR, Watt M (2012) Mechanisms for cellular transport and 
release of allelochemicals from plant roots into the rhizosphere. J Exp Bot 
63:3445–3454

Wu L, Chen J, Wu H, Wang J, Wu Y, Lin S, Khan MU, Zhang Z, Lin W (2016) 
Effects of consecutive monoculture of Pseudostellaria heterophylla on soil 
fungal community as determined by pyrosequencing. Sci Rep UK 6:1

Wu L, Chen J, Khan MU, Wang J, Wu H, Xiao Z, Zhang Z, Lin W (2018a) Rhizos-
phere fungal community dynamics associated with Rehmannia glutinosa 
replant disease in a consecutive monoculture regime. Phytopathology 
108:1493–1500

Wu L, Chen J, Xiao Z, Zhu X, Wang J, Wu H, Wu Y, Zhang Z, Lin W (2018b) Bar-
coded pyrosequencing reveals a shift in the bacterial community in the 
rhizosphere and rhizoplane of Rehmannia glutinosa under consecutive 
monoculture. Int J Mol Sci 19:850

Xiong W, Li Z, Liu H, Xue C, Zhang R, Wu H, Li R, Shen Q (2015a) The effect of 
long-term continuous cropping of black pepper on soil bacterial com-
munities as determined by 454 pyrosequencing. PLoS ONE 10:e136946

Xiong W, Zhao Q, Zhao J, Xun W, Li R, Zhang R, Wu H, Shen Q (2015b) Different 
continuous cropping spans significantly affect microbial community 
membership and structure in a vanilla-grown soil as revealed by deep 
pyrosequencing. Microb Ecol 70:209–218

Xiong W, Li R, Ren Y, Liu C, Zhao Q, Wu H, Jousset A, Shen Q (2017) Distinct 
roles for soil fungal and bacterial communities associated with the sup-
pression of vanilla Fusarium wilt disease. Soil Biol Biochem 107:198–207

Ying Y, Ding W, Zhou Y, Li Y (2012) Influence of Panax ginseng continuous 
cropping on metabolic function of soil microbial communities. Chin Herb 
Med 4:329–334

Zeng L, Liu Y, Chu C, He Y (2011) Studies on the allelopathy and GAP manage-
ment of Andrographis paniculata (Burm. f.) Nees. Chin Med J Res Prac 
25:5–7

Zhalnina K, Louie KB, Hao Z, Mansoori N, Da Rocha UN, Shi S, Cho H, Karaoz U, 
Loqué D, Bowen BP, Firestone MK, Northen TR, Brodie EL (2018) Dynamic 
root exudate chemistry and microbial substrate preferences drive 
patterns in rhizosphere microbial community assembly. Nat Microbiol 
3:470–480

Zhou X, Yu G, Wu F (2011) Effects of intercropping cucumber with onion or 
garlic on soil enzyme activities, microbial communities and cucumber 
yield. Eur J Soil Biol 47:279–287

Zhou H, Zhang D, Jiang ZH, Sun P, Xiao HL, Wu YX, Chen JG (2019) Changes 
in the soil microbial communities of alpine steppe at Qinghai-Tibetan 
Plateau under different degration levels. Sci Total Environ 651:2281–2291

Zhu B, Wu J, Ji Q, Wu W, Dong S, Yu J, Zhang Q, Qin L (2020) Diversity of 
rhizosphere and endophytic fungi in Atractylodes macrocephala during 
continuous cropping. Peer J 8:e8905

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	Variations of rhizospheric soil microbial communities in response to continuous Andrographis paniculata cropping practices
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Methods
	Study sites and sampling
	Soil DNA extraction, PCR amplification and high-throughput sequencing
	High-throughput sequencing data analysis
	Statistical analysis

	Results
	Overall results of high-throughput sequencing
	Microbial alpha- and beta-diversities in soil continuously cropped A. paniculata
	Shifts of bacterial community composition in soil by continuous cropping
	Shifts of fungal community composition in soil by continuous cropping

	Discussion
	Conclusions
	Acknowledgements
	References




