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Abstract
We aimed to investigate the genetic and demographic differences and interactions between areas where observed genomic
variations in Mycobacterium tuberculosis (M. tb) were distributed uniformly in cold and hot spots.
The cold and hot spot areas were identified using the reported incidence of TB over the previous 5years. Whole genome

sequencing was performed on 291M. tb isolates between January and June 2018. Analysis of molecular variance and a multifactor
dimensionality reduction (MDR) model was applied to test gene-gene-environment interactions. Adjusted odds ratios (OR) and 95%
confidence intervals (CI) were computed to test the extent to which genetic mutation affects the TB epidemic using a multivariate
logistic regression model.
The percentage of the Beijing family strain in hot spots was significantly higher than that in cold spots (64.63% vs 50.69%,

P= .022), among the elderly, people with a low BMI, and those having a history of contact with a TB patient (all P< .05). Individuals
from cold spot areas had a higher frequency of out-of-town traveling (P< .05). The mutation of Rv1186c, Rv3900c, Rv1508c,
Rv0210, and an Intergenic Region (SNP site: 3847237) showed a significant difference between cold and hot spots. (P< .001). The
MDR model displayed a clear negative interaction effect of age groups with BMI (interaction entropy: �3.55%) and mutation of
Rv0210 (interaction entropy:�2.39%). Through the mutations of Rv0210 and BMI had a low independent effect (interaction entropy:
�1.46%).
Our data suggests a statistically significant role of age, BMI and the polymorphisms of Rv0210 genes in the transmission and

development of M. tb. The results provide clues for the study of susceptibility genes of M. tb in different populations. The
characteristic strains showed a local epidemic. Strengthening genotype monitoring of strains in various regions can be used as an
early warning signal of epidemic spillover.

Abbreviations: BCG = Bacille Calmette-Guérin, DNA = deoxyribonucleic acid, M tb = Mycobacterium tuberculosis, MDR =
multifactor dimensionality reduction, MTBC = Mycobacterium tuberculosis complex, SNP = single nucleotide polymorphism.

Keywords: gene, host environment, interaction, mutation, tuberculosis
Editor: Maya Saranathan.

ZC and JL contributed equally to this work.

National Natural Science Foundation of China (81760603) has supported the DNA extraction and whole genome sequencing, Natural Science Foundation of Guangxi
(2018GXNSFAA281018, 2017GXNSFAA198330) and Guangxi health promotion project (S2019067) have supported the data collection and downstream genetic
analysis.

Ethics approval and consent to participate: The ethics approvals for this study were obtained from the Institutional Review Board of Guangxi Center for Disease Control
and Prevention (Guangxi CDC) (GW-2017-0001, GXRIB-2019-0011). All TB patients included in this study were given a subject information sheet and written informed
consent. All methods are implemented following relevant guidelines and regulations.

The raw sequence data used for this research have been deposited in BIG Data Center (Nucleic Acids Res 2019), Beijing Institute of Genomics (BIG), Chinese
Academy of Sciences. The accession number is PRJCA002021.

The authors have no conflicts of interests to disclose.

Supplemental Digital Content is available for this article.

The datasets generated during and/or analyzed during the current study are publicly available.
a Department of Tuberculosis Control, Guangxi Zhuang Autonomous Region Center for Disease Control and Prevention, Nanning, Guangxi, China, b Department of
Neurosurgery, Liuzhou People’s Hospital, Liuzhou, Guangxi, China, c School of Medicine and Health Management, Guizhou Medical University, Guiyang, Guizhou,
China, d Department of Biostatistics, Public Health and Management, Guangxi University of Chinese Medicine, Nanning, China.
∗
Correspondence: Yue Chang, School of Medicine and Health Management, Guizhou Medical University, Guiyang 550025, Guizhou, China (e-mail: 4567401@qq.com).

Copyright © 2021 the Author(s). Published by Wolters Kluwer Health, Inc.
This is an open access article distributed under the Creative Commons Attribution License 4.0 (CCBY), which permits unrestricted use, distribution, and reproduction in
any medium, provided the original work is properly cited.

How to cite this article: Cui Z, Liu J, Chang Y, Lin D, Luo D, Ou J, Huang L. Interaction analysis of Mycobacterium tuberculosis between the host environment and
highly mutated genes from population genetic structure comparison. Medicine 2021;100:35(e27125).

Received: 22 December 2020 / Received in final form: 12 June 2021 / Accepted: 18 August 2021

http://dx.doi.org/10.1097/MD.0000000000027125

1

https://orcid.org/0000-0003-3415-6970
https://orcid.org/0000-0003-3415-6970
https://orcid.org/0000-0003-1048-6932
https://orcid.org/0000-0003-1048-6932
mailto:4567401@qq.com
http://dx.doi.org/10.1097/MD.0000000000027125


Cui et al. Medicine (2021) 100:35 Medicine
1. Introduction clusters of tuberculosis reported incidence in Guangxi from
[2]
Tuberculosis (TB) is still considered to be the major respiratory
infectious disease affecting human health and seriously hindering
economic development in developing countries. The global TB
report shows that the estimated number of cases in 2019 was 10
million[1] and China accounted for 9% of all new cases. Guangxi
is a province with a relatively high incidence of TB compared to
other provinces, but the reported incidence is spatially heteroge-
neous. Differences in reportedmorbidity rates across the province
exceed 80/100,000 population. Regions, where observed geno-
mic variations in Mycobacterium tuberculosis (M. tb) are
distributed uniformly (cold spots) or localized to some region
(hot spots), have been previously reported in Guangxi.[2] Despite
the reported correlation between TB reported incidence and
environmental factors such as sunshine duration, GDP per capita
and health insurance coverage, the correlation was relatively
weak. The contribution of pathogen transmissibility and
pathogenicity to the outbreak and its interaction with the
environment are not well understood.
M. tb is the pathogen of TB and belongs to theMycobacterium

tuberculosis complex (MTBC). M.tb has high genetic homoge-
neity with other members ofMTBC, and its sequence similarity at
the gene level is more than 99.95%.[3] However, the MTBC of
different types has large differences in phenotype, pathogenicity
and host tropism. Based on gene alignment studies, at least 20
regions among the genomes of the MTBC may have insertion/
deletion events. Bacille Calmette-Guérin (BCG), the only TB
vaccine available currently, is derived from mycobacterium bovis
(M. bovis).[4] A comparative analysis indicated that 14 regions of
difference (RD 1–14), having indels or frameshift deletions, were
absent in the BCG vaccine, compared to M.tb H37Rv (INSDC
accession AL123456.3).[5–7]

Host-pathogen interaction and co-evolution are the results of
species adaptation.[8] Host immune pressure and pathogen
immune evasion are key points in this process.[9] Consistent with
this concept, RD1, which is deleted in M. bovis BCG, encoded a
type-VII secretion system and host immune response.[10,11,7]

Deletion of theRD2gene also resulted in a decrease in the virulence
of M. tb. However, this attenuation of virulence can in part be
complemented by the introduction of the genes Rv1979c to 1982,
but not other genes of RD2.[12] Similarly, another study suggests
that RD4plays an important role inmycobacterium virulence, and
RD4 knock-in BCG strains can provide a better protection.[13]

The biological and social behavior characteristics of the host
may have a certain impact on the immune system of the body and
affect the pathogenicity of M. tb. However, the effect of host-
pathogen synergy on TB transmission is not clear. To further
investigate the genetic and demographic differences between cold
and hot spots of the TB epidemic and their interactions, and to
propose hypotheses of TB transmission and virulence, we used a
SNP-based method of whole-genome structural differences
comparative analysis for highly mutated gene loci detection.
We also examined whether these genes interacted with host
environmental factors.

2. Methods

2.1. Subjects

Moran’s I local spatial autocorrelation statistics, and space-time
scan statistics were recruited to detect temporal and spatial
2

2010 to 2016. The spatiotemporal analysis identified 3
counties located in central Guangxi with a significant high TB-
reported incidence cluster (hot spots), and 3 counties located in
eastern Guangxi with a significant low TB-reported incidence
cluster (cold spots). TB patients were confirmed with chest-X
ray, sputum smear, culture, and drug sensitivity test from the TB
designated hospitals of these 6 counties andwere enrolled in this
study with informed consent from January to June 2018. To be
eligible for this cross-sectional study, participants must have
been a resident in the study sites for at least 2 years and their
isolates available for analysis. Children under the age of 5 and
people with mental illness were excluded. According to the
requirements of the national TB control program, all TB
patients should be referred to designated hospitals at the county
level for diagnosis and treatment. Through investigation, it was
found that the rate of TB centralized treatment was more than
90%,[14] so the data in this study were representative to a
certain extent.
The sample size of this study was calculated based on the

formula for comparing 2 independent proportions.[15] According
to a previous study, it was estimated that the mutation rate of the
major SNP locus in the hot spots’ strains was 60% in hot spots
and 40% in cold spots. On account of type I error of 0.05 and a
power of 90%, at least 260 TB patients (130 cases in each area)
and their sputum cultures were required.
2.2. Deoxyribonucleic acid extraction and whole genome
sequencing

The sputum samples collected from the participants were
cultured in the hospital of each study site. All isolates from the
culture were transported to the Guangxi center for disease
control and prevention for M. tb genomic deoxyribonucleic acid
(DNA) extraction. The process followed the standard laboratory
protocol (HiPure Bacterial DNA Kit, Magen Biotech Co. Ltd)
and was stored at �80°C until sequencing. After quality
assessment by Qubit 2.0 Fluorometer (Invitrogen, Carlsbad,
CA, USA), next-generation sequencing library (350-base-pair)
(bp) preparations were built for purified DNA based on the
manufacturer’s standard (Illumina TruSeq DNA Nano Library
Prep Kit). Libraries with different indices were multiplexed and
loaded on an Illumina HiSeq instrument following the instruc-
tions (Illumina, San Diego, CA, USA). The Burrows-Wheeler
transform algorithm and genome analysis toolkit packages
(GATK v 4.1.1.0, Broad Institute, USA) were employed for
multiple sequence alignment test strains of SNPs/InDels. We
performed all of the whole genome sequencings at least twice to
validate the reproducibility.
2.3. Variables

Host variables obtained from participants included sex, age,
ethnicity, monthly income, body mass index (BMI), history of
household contact with another TB patient, history of smoking
and drinking, history of BCG vaccination, travel history (For
more than 3months within 2years in an area other than the place
of permanent residence) and status of multi-drug resistance
(MDR). Structured questionnaires were used to collect informa-
tion about host data. Pathogen variables included mutation
information of all SNP positions among included isolates. Cases
with missing gene sequence data will be eliminated.



Table 1

Comparison of demographic characteristics of in TB cold and hot
spots.

Variables Cold spot (n%) Hot spot (n%) P value

Age_ group
<30 35 (24.3) 10 (6.8) <.001
30–49 40 (27.8) 47 (32.0)
≥50 69 (47.9) 90 (61.2)

Gender
Male 114 (79.2) 113 (76.9) .74
Female 30 (20.8) 34 (23.1)

Ethnicity
Han 139 (96.5) 5 (3.4) <.001
Others

∗
5 (3.5) 142 (96.6)

Income (Yuan)
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2.4. Statistical analyzes

Comparison of demographic characteristics and area of residence
(cold vs hot spots) was done using Pearson’s Chi-Squared test for
categorical variables and the rank-sum test for continuous
variables. Molecular typing and statistical inference were
conducted based on the genotype assignment of the isolates
based on the SNP classification.[16] Analysis of Molecular
Variance was used to test the genomic differentiation (F-statistic
index) between the groups.[17] MDR models were applied to test
gene-gene-environment interactions.[18] The best model was
selected based on the prediction error using 10-fold cross-
validations. Hierarchical interaction graphs and interaction
dendrograms of MDR were employed to visualize the inter-
actions of M.tb gene-host environment in the best model.[19]
<3000 100 (72.5) 133 (91.1) <.001
3000–4999 21 (15.2) 12 (8.2)
≥5000 17 (12.3) 1 (0.7)

Migration
No 110 (76.4) 129 (87.8) .017
Yes 34 (23.6) 18 (12.2)

TB patient contact history
No 130 (91.5) 118 (80.8) .014
Yes 12 (8.5) 28 (19.2)

BMI
<18 11 (7.6) 39 (26.5) <.001
18–24.99 127 (88.2) 100 (68)
≥25 6 (4.2) 8 (5.4)

BCG vaccination
No 18 (12.5) 23 (15.6) .624
Yes 112 (77.8) 113 (76.9)
Unknown 14 (9.7) 11 (7.5)
3. Results

3.1. General situation

Thirteen objects were excluded, of whom 8 cases were non-
tuberculosis mycobacteria infection and 5 cases had the low
quality of DNA. Totally, 291 TB patients and their isolates were
included in the study. There were 147 isolates in the 3 hot spot
areas and 144 in the 3 cold spot areas. Through whole genome
sequencing and molecular typing, the dominant strains in both
areas belonged to the Beijing family (SPOLIGO typing, SITVIT2
Database). However, the proportion of Beijing family strains in
hot spots was significantly higher than that in cold spots (64.6%
vs 50.7%, P= .022). Other genotypes included T1, T2, T3, H,
H3, and LAM which belong to the Euro-American lineage.
History of DM
No 122 (84.7) 111 (75.5) .134
Yes 21 (14.6) 33 (22.4)
Unknown 1 (0.7) 3 (2)

Drinking status
Never 98 (68.1) 87 (59.2) .289
Former 28 (19.4) 36 (24.5)
Current 18 (12.5) 24 (16.3)

Smoking status
Never 73 (50.7) 70 (47.6) .696
Former 48 (33.3) 48 (32.7)
Current 23 (16.0) 29 (19.7)

Status of MDR
3.2. Comparison of demographic characteristics

As shown in Table 1, the elderly, ethnic minorities (91.5% were
Zhuang), those with low income, low BMI and a history of
contact with a former TB patient were the predominant
characteristics of TB patients in hot spot areas (P< .05).
Individuals from cold spot areas had a higher frequency of
out-of-town traveling (P< .05). However, due to the obvious
imbalance of the ethnicity and economic levels between cold and
hot spots, the variables of ethnicity and income are not
comparable.[20]
Yes 2 6 .296
No 142 141

∗
More than 95% were from the Zhuang ethnic minority group. BCG = Bacillus Calmette–Guérin. BMI

= body mass index, DM = diabetes mellitus, MDR = multi-drug resistance, TB = tuberculosis.
3.3. Population genetic structure differences

Figure 1 shows a fixed index frequency distribution of mutations
in cold and hot spots for various tuberculosis strains. The
distribution represents the information of 14,250 mutated gene
loci in 2 regions extracted from the SNPs file for molecular
variance analysis. After filtering andWeir-Cockerhamweighting,
the average fixed index of the 2 groups was 0.019462. The fixed
index of 5 SNP sites (1,328,687, 4,386,228, 3,847,237,
1,699,849, 251,575) was greater than 0.1, indicating that the
mutation difference in these sites between the 2 populations was
significant. Table 2. shows the gene locus and their gene products
of these SNP sites. Just 1 SNP site (3847237) locates in the
Intergenic Region.
As shown in Table 3, all the mutations of SNP site showed a

significant difference between TB cold and hot spots. The
proportion of 1,328,687 (Rv1186c) mutation was significant
high in cold spots (OR=0.32, 95%: 0.2–0.52), and the
proportion of 4,386,228 (Rv3900c) (OR=2.79, 95%: 1.74–
3

4.5), 3847237 (IGR) (OR=2.84, 95%: 1.75–4.62), 1699849
(Rv1508c) (OR=2.73, 95%: 1.7–4.) and 251575 (Rv0210)
(OR=2.65, 95%: 1.65–4.27) was significant high in hot spots.
3.4. Multifactor dimensionality reduction analysis of gene-
host environment interaction

To test the gene-host environment interaction, the 5 SNP locus
mentioned above and factors with significant differences between
the 2 spots were included in the model. But ethnicity and income
are excluded because of their incomparability. Table 4. summa-
rizes the cross-validation consistency and prediction error
through multifactor dimensionality reduction for each mutation
of high-difference SNP sites and host factors. “Rv0210-BMI”

http://www.md-journal.com


Figure 1. Fixed index (F-statistics) distribution of M. tb mutations between cold and hot spot areas.
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model had a maximum testing accuracy of 61.2% and a
maximumcross-validation consistency (8/10,P< .0001). Figure 2
exhibits 3 combinations associated with high risk and low risk for
the “Rv0210- Age groups-BMI”model. From the distribution of
high and low-risk factors/SNP sites mutations, we can see that a
strain with a mutation of Rv0210, and its host belonging to the
normal BMI and low age group was more likely to be in cold spot
area.
A hierarchical interaction graph based on all alternative

models is shown in Figure 3A. It displays a clear negative
interaction effect of age groups with BMI (interaction entropy:
�3.55%) and mutation of Rv0210 (interaction entropy:
�2.39%). Through the mutations of Rv0210 and BMI had a
low independent effect (interaction entropy: �1.46%).
An interaction dendrogram is shown in Figure 3B and shows

that age groups and BMI were located on the same branch. These
2 factors were estimated to have the strongest redundancy
interaction, as indicated visually by the blue line. The mutation of
Rv0210 was on a different branch, demonstrating a weak
redundancy interaction with other factors.
Table 2

The information of 5 SNP sites with high fixed index.

Reference sequence SNP position F

AL123456.3 1328687 0.133141
AL123456.3 4386228 0.11225
AL123456.3 3847237 0.111604
AL123456.3 1699849 0.107462
AL123456.3 251575 0.100608
∗
IGR = intergenic region.

4

4. Discussion

During the period of this study, we collected most strains from
areas with high and low reported incidence of tuberculosis. The
data could therefore be representative of genetic and demo-
graphic diversity, at least to some extent.
In this study, Beijing family strains were the dominant

genotype in both cold and hot spot areas as confirmed by whole
genome sequencing. Beijing family strains, which were first
reported in 1995, have spread worldwide.[21] These strains
originated in Beijing and Mongolia, have highly conserved
spoligotyping patterns, and characteristic IS6110 RFLP patterns
of Mtb isolates.[22,23] In addition to the biological characteristics
of high multidrug-resistance rate,[24–26] the Beijing family strains
may also have higher virulence compared to the other genotype
strains. A study conducted in The Gambia suggested that patients
infected with the Beijing family strain were more likely to
progress to disease than those infected with Mycobacterium
africanum.[27] However, the sample size of that study was small
and other M. tb complex genotypes among the control group
were less clear. Interestingly, from animal models, there is clear
Gene locus Gene product

Rv1186c Conserved protein
Rv3900c Conserved hypothetical alanine rich protein
IGR

∗

Rv1508c Probable membrane protein
Rv0210 Hypothetical protein



Table 3

Comparison of high-difference SNP sites.

SNP locus Cold spot (n%) Hot spot (n%) Odds ratio (OR) P value

1328687 (Rv1186c)
None (Ref.) 46 (31.9) 87 (59.2) 0.32 (0.2,0.52) <.001
Mutation 98 (68.1) 60 (40.8)

4386228 (Rv3900c)
None (Ref.) 85 (59) 50 (34) 2.79 (1.74,4.5) <.001
Mutation 59 (41) 97 (66)

3847237 (IGR)
None (Ref.) 103 (71.5) 69 (46.9) 2.84 (1.75,4.62) <.001
Mutation 41 (28.5) 78 (53.1)

1699849 (Rv1508c)
None (Ref.) 95 (66) 61 (41.5) 2.73 (1.7,4.4) <.001
Mutation 49 (34) 86 (58.5)

251575 (Rv0210)
None (Ref.) 81 (56.2) 48 (32.7) 2.65 (1.65,4.27) <.001
Mutation 63 (43.8) 99 (67.3)

Table 4

The best model for predicting the likelihood of M. tb strains appearing in hot or cold spots.

Best Model Training accuracy (%) Testing accuracy (%) CVC X2 P value

Rv0210 63.8 59.8 8/10 21.75 <.001
Rv0210, BMI 67.4 61.2 8/10 35.47 <.001
Rv0210, Age groups, BMI 70.1 60.5 4/10 44.04 <.001

CVC = cross-validation consistency

Figure 2. Distribution of high-risk and low-risk genotypes in the best model. Dark gray and light gray boxes represent high and low-risk factor combinations,
respectively. Bars on the left within each box represent hot spots while those on the right represent cold spots. The numbers 0 and 1 appearing at the top and left of
each box represent the classification of variables, respectively. The heights of the bars are proportional to the sample size in each group.

Cui et al. Medicine (2021) 100:35 www.md-journal.com
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Figure 3. Hierarchical interaction graphs and interaction dendrograms. (A) For the hierarchical interaction graphs, the proportions at the bottom of each factor/
mutation of SNP sites represent entropy, and the percentage on each line represents the interaction proportion of entropy between the 2 factors/mutations of SNP
sites. The blue line represents redundancy interaction and the green line represents weak redundancy interaction. (B) For the interaction dendrograms, the red line
represents synergy redundancy interaction and the blue line represents redundancy interaction. From left to right the interaction was more intensive.
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evidence that the expression of proteins, glycolipids and
triglycerides in the Beijing strain is altered, which may contribute
to increased pathogenicity. In our study, the proportion of Beijing
family strains in hot spots was significantly higher than that in
cold spots (P< .05). This suggests that the virulence of strains in
hot spots is higher than those in cold spots. In addition, previous
investigations by our team have also found that the proportion of
latent TB infection (The tuberculin test induration was greater
than 10mm in diameter) in close contacts of TB patients of hot
spots areas was significantly higher than that in cold spots
(35.7% vs 24.25, P< .05).[20] It suggests that the strains from the
hot spot areas may have a greater transmission.
In addition to the ratio of genetic makeup, there were also

statistically significant differences in the distribution of age, BMI,
history of TB patient contact and migration history between
participants from cold and hot spots. A study performed in The
Netherlands found that disease transmission was higher in
younger aged people,[28] a finding that contrasted with our study.
In our study, the proportion of elderly TB cases was higher in
areas with a high TB incidence. This phenomenon may be related
to the socio-economic status of different regions. As an
independent predictor of TB incidence, it remains to be seen
whether socioeconomic factors or immune factors influence the
spread and development of TB. We hypothesize that the high
polymorphism of strains in cold spots might be related to the high
frequency of traveling among this population.
Population genetic structure comparison is the main method

used to determine whether 2 populations evolve independently or
have gene exchange.[29,30] Because M. tb is a highly conserved
and differentiated species, the molecular structure differences of
its mutant subgroups are relatively small. Through a comparison
of population genetic structure differences, this study found that
the average population structure difference coefficient of strains
collected in hot spots and cold spots was only 0.019. In
particular, the dominant strain (Beijing family) in this study is
more evolutionary conserved than otherM. tb lineages, and thus
6

less likely to undergo recent mutations.[31] However, some
specific SNP locations showed significant population differences.
The gene locus of these positions included Rv1186c, Rv3900c,
Rv1508c, and Rv0210, where Rv1508c belongs to the fragment
of DR4. It has been mentioned that the knock-in of RD4 can
improve the protective efficacy of the BCG vaccine. However, the
effect of this region deletion on the pathogenicity ofM. tb and its
clinical phenotype still needs further research. However, this
study found that the mutation rate of Rv1508c in hot spots was
higher than that in cold spots (58.5% vs 34.0%) which conflicts
with other studies. However, after adjusting for other factors, the
difference was not statistically significant. The proportion of
Rv1186c mutation in hot spots was significantly lower than that
in cold spots. The product of this gene is a conserved protein
called PruC. M.tb is an obligate aerobic bacterium. However, it
has shown remarkable metabolic flexibility, being able to survive
and metabolize for a long time without oxygen.[32] A study
showed that M.tb can grow on carbon - and energy-derived
proline under hypoxia conditions and is regulated by a unique
transcription factor (PruC).[33] Thus, mutations in this gene
indicate the immune escape and changes in pathogenicity that
affect the transmissibility of M. tb.
The global persistence of M. tb infection over a long time

suggests that there is strong evolutionary pressure for the
interaction between host and pathogen genomes.[34–36] suscepti-
bility gene polymorphisms interacted by M. tb play a role in the
development of TB.[37,38] The GG genotype of IL-17 rs2275913
in the Spanish population is associated with a high risk of
tuberculosis,[39] while the CC genotype of rs763780 in the
Chinese population increases the risk of tuberculosis.[40] In this
study, the proportion of Zhuang population was significantly
higher in TB hot spots. However, because the 2 research sites are
not comparable, ethnicity was not included in the MDR model
for interactive analysis. Nevertheless, further biochemical and
immunological evidence is needed to confirm the hypothesis of
high susceptibility amongZhuang population. Besides, the results
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of this study suggest that there is a strong negative interaction
between age group and mutation of Rv0210. A similar result
showed that SNP Rs9272785 for HLA-DQA1 showed a
suggestive association in the young-onset Tuberculosis subgroup
(onset age 20–40years, N=396), although no significant
association was found in the entire sample.[41] This result
supports the hypothesis that the pathogenesis of TB strains in
different age groups and that genetics may play an important role
only in the younger onset of TB. In areas with high rates of TB,
older patients showed significantly lower BMI and had a strong
negative interaction. These results suggest the importance of
immune level and nutrition to TB.[42] Therefore, in addition to
socioeconomic factors, we also need to consider the impact of
nutritional deficiencies on TB development.
In conclusion, we found significant evidence for an association

between the SNP difference of M. tb, host environment and TB
epidemic. Our data suggest a statistically significant role of age,
BMI and the polymorphisms of Rv0210 genes in the transmission
and development ofM. tb. The results provide clues for the study
of susceptibility genes of M. tb in different populations.
Strengthening genotype monitoring of strains in various regions
can be used as an early warning signal of epidemic spillover
(Supplemental Digital, http://links.lww.com/MD/G382.).
Acknowledgments

We would like to thank all the health workers for their assistance
in performing the survey. Statistical support and English
grammar were revised from Edward McNeil, Prince of Songkla
University, Songkhla, Thailand.
Author contributions

Conceptualization: Zhezhe Cui, Jun Liu, Yue Chang, Dingwen
Lin.
Data curation: Zhezhe Cui, Dan Luo.
Formal analysis: Zhezhe Cui, Jun Liu, Yue Chang, Dingwen Lin.
Funding acquisition: Zhezhe Cui, Dingwen Lin, Dan Luo.
Investigation: Zhezhe Cui, Dingwen Lin.
Methodology: Zhezhe Cui, Jun Liu.
Resources: Jing Ou, Liwen Huang.
Software: Zhezhe Cui, Jun Liu.
Writing – original draft: Zhezhe Cui, Jun Liu, Dingwen Lin.
References

[1] Organization WH. Global Tuberculosis report (Chapter 1, Page 1).
Available at: https://www.who.int/tb/publications/global_report/en/.

[2] Cui Z, Lin D, Chongsuvivatwong V, et al. Spatiotemporal patterns and
ecological factors of tuberculosis notification: a spatial panel data
analysis in Guangxi, China. PLoS One 2019;14:e0212051(1-15).

[3] Smith NH, Gordon SV, de la Rua-Domenech R, et al. Bottlenecks and
broomsticks: the molecular evolution of Mycobacterium bovis. Nat Rev
Microbiol 2006;4:670–81.

[4] Liu JTV, Leung AS, Alexander DC, et al. BCG vaccines: their
mechanisms of attenuation and impact on safety and protective efficacy.
Human Vaccines 2009;5:70–8.

[5] Brosch R, Gordon SV, Marmiesse M, et al. A new evolutionary scenario
for the Mycobacterium tuberculosis complex. Proc Natl Acad Sci USA
2002;99:3684–9.

[6] Brosch R, Gordon SV, Billault A, et al. Use of a Mycobacterium
tuberculosis H37Rv bacterial artificial chromosome library for genome
mapping, sequencing, and comparative genomics. Infect Immun 1998;
66:2221–9.
7

[7] Mahairas GG, Sabo PJ, Hickey MJ, et al. Molecular analysis of genetic
differences between Mycobacterium bovis BCG and virulent M. bovis.
Bacteriol 1996;178:1274–82.

[8] Mark EJ, Woolhouse JPW, Domingo E, et al. Biological and biomedical
implications of the co-evolution of pathogens and their hosts. Nat Genet
2002;32:569–77.

[9] Brunham RC, Plummer FA, Stephens RS. Bacterial antigenic variation,
host immune response, and pathogen-host coevolution. Infect Immun
1993;61:2273–6.

[10] Abdallah M Abdallah, Nicolaas C Gey van Pittius, Patricia A
DiGiuseppe Champion, et al. Type VII secretion — mycobacteria show
the way. Nat Rev Microbiol 2007;7:883–91.

[11] Liu XQDD, Varia H, Ewer K, et al. Evaluation of T-cell responses to
novel RD1- and RD2-encoded Mycobacterium tuberculosis gene
products for specific detection of human tuberculosis infection. Infect
Mmun 2004;72:2574–81.

[12] Kozak R, Behr MA. Divergence of immunologic and protective
responses of different BCG strains in a murine model. Vaccine 2011;
29:1519–26.

[13] Ru H, Liu X, Lin C, et al. The impact of genome region of difference 4
(RD4) on Mycobacterial virulence and BCG efficacy. Front Cell Infect
Microbiol 2017;7:239(1-8).

[14] Li J, Liu XQ, Jiang SW, et al. Improving tuberculosis case detection in
underdeveloped multi-ethnic regions with high disease burden: a case
study of integrated control program in China. Infect Dis Poverty
2017;6:151(1-9).

[15] Senn S. Review of Fleiss, statistical methods for rates and proportions.
Res Synth Methods 2011;2:221–2.

[16] Ajawatanawong P, Yanai H, Smittipat N, et al. A novel Ancestral Beijing
sublineage of Mycobacterium tuberculosis suggests the transition site to
Modern Beijing sublineages. Sci Rep 2019;9:13718(1-12).

[17] Richner S, Meiring J, Kirby R. DNA profiling of Mycobacterium
tuberculosis from the Eastern Cape Province of South Africa and the
detection of a high level of genetic diversity. Electrophoresis 1999;
20:1800–6.

[18] Ritchie MD, Hahn LW, Roodi N, et al. Multifactor-dimensionality
reduction reveals high-order interactions among estrogen-metabolism
genes in sporadic breast cancer. Am J Hum Genet 2001;69:138–47.

[19] Dervieux T, Wessels JA, Kremer JM, et al. Patterns of interaction
between genetic and nongenetic attributes and methotrexate efficacy in
rheumatoid arthritis. Pharmacogenet Genomics 2012;22:1–9.

[20] Cui Z, Lin D, Chongsuvivatwong V, et al. Hot and cold spot areas of
household tuberculosis transmission in Southern China: effects of socio-
economic status and Mycobacterium tuberculosis genotypes. Int J
Environ Res Public Health 2019;16:1863(1-18).

[21] van Soolingen D, Qian L, de Haas PE, et al. Predominance of a single
genotype of Mycobacterium tuberculosis in countries of east Asia. J Clin
Microbiol 1995;33:3234–8.

[22] Kamerbeek F SL, Kolk A, Van AgterveldM, et al. Simultaneous detection
and strain differentiation of Mycobacterium tuberculosis for diagnosis
and epidemiology. J Clin Microbiol 19976;35:907–14.

[23] van Embden JD, Cave MD, Crawford JT, et al. Strain identification of
Mycobacterium tuberculosis by DNA fingerprinting: recommendations
for a standardized methodology. J Clin Microbiol 1993;31:406–9.

[24] Devaux IKK, Heersma H, Van Soolingen D. Clusters of multidrug-
resistant Mycobacterium tuberculosis cases, Europe. Emerg Infect Dis
2009;15:1052–60.

[25] Huitric EWJ, Jureen P, Hoff ner S. Resistance levels and rpoB gene
mutations among in vitro-selected rifampin-resistant Mycobacterium
tuberculosis mutants. Antimicrob Agents Chemother 2006;50:2860–2.

[26] Qian L, Abe C, Lin TP, et al. rpoB genotypes of Mycobacterium
tuberculosis Beijing family isolates from East Asian countries. J Clin
Microbiol 2002;40:1091–4.

[27] de Jong BC, Hill PC, Aiken A, et al. Progression to active tuberculosis,
but not transmission, varies by Mycobacterium tuberculosis lineage in
The Gambia. J Infect Dis 2008;198:1037–43.

[28] Vynnycky ENN, Borgdorff MW, van Soolingen D, van Embden JD, Fine
PE. The effect of age and study duration on the relationship between
‘clustering’ of DNA fingerprint patterns and the proportion of
tuberculosis disease attributable to recent transmission. Epidemiol Infect
2001;126:43–62.

[29] Macedo D, Caballero I, Mateos M, et al. Population genetics and
historical demographic inferences of the blue crab Callinectes sapidus in
the US based on microsatellites. Peerj 2019;7:e7780(1-35).

http://links.lww.com/MD/G382
https://www.who.int/tb/publications/global_report/en/
http://www.md-journal.com


Cui et al. Medicine (2021) 100:35 Medicine
[30] Sònia Casillas AB. Molecular population genetics. Genetics 2017;205:
1003–35.

[31] Bifani PJMB, Kurepina NE, Kreiswirth BN. Global dissemination of the
Mycobacterium tuberculosis W-Beijing family strains. Trends Microbiol
2002;10:45–52.

[32] Berney M, Cook GM. Unique flexibility in energy metabolism allows
mycobacteria to combat starvation and hypoxia. Plos One 2010;5:e6814
(1-11).

[33] Berney M, Weimar MR, Heikal A, Cook GM. Regulation of proline
metabolism in mycobacteria and its role in carbon metabolism under
hypoxia. Mol Microbiol 2012;84:664–81.

[34] Barnes I, Duda A, Pybus OG, et al. Ancient urbanization predicts genetic
resistance to tuberculosis. Evolution 2011;65:842–8.

[35] Campbell MC, Tishkoff SA. African genetic diversity: implications for
human demographic history, modern human origins, and complex
disease mapping. Annu Rev Genomics Hum Genet 2008;9:403–33.

[36] Ida Parwati RvC, Dick van Soolingen. Possible underlying mechanisms
for successful emergence of the Mycobacterium tuberculosis Beijing
genotype strains. Lancet Infect Dis 2010;10:103–11.
8

[37] Moller M, Hoal EG. Current findings, challenges and novel approaches
in human genetic susceptibility to tuberculosis. Tuberculosis (Edinb)
2010;90:71–83.

[38] Van der Eijk EAVD, Vandenbroucke JP, Van Dissel JT. Heredity versus
environment in tuberculosis in twins: the 1950s United Kingdom Prophit
survey: Simonds and Comstock revisited. Am J Respir Crit Care Med
2007;176:1281–8.

[39] Ocejo-Vinyals JG, deMateo EP, HozMA, et al. The IL-17 G-152A single
nucleotide polymorphism is associated with pulmonary tuberculosis in
northern Spain. Cytokine 2013;64:58–61.

[40] Du JHJ, Li X, Zhang Y, Li H, Yang S. StIL-17 gene polymorphisms in the
development of pulmonary tuberculosis. Int J Clin Exp Pathol
2015;8:3225–5229.

[41] Tang NL, Wang X, Chang KC, et al. Genetic susceptibility to
Tuberculosis: Interaction between HLA-DQA1 and age of onset. Infect
Genet Evol 2019;68:98–104.

[42] Namasivayam S, Sher A, Glickman MS, et al. The microbiome
and tuberculosis: early evidence for cross talk. Mbio 2018;9:
e01420-18.


	Interaction analysis of Mycobacterium tuberculosis between the host environment and highly mutated genes from population genetic structure comparison
	1 Introduction
	2 Methods
	2.1 Subjects
	2.2 Deoxyribonucleic acid extraction and whole genome sequencing
	2.3 Variables
	2.4 Statistical analyzes

	3 Results
	3.1 General situation
	3.2 Comparison of demographic characteristics
	3.3 Population genetic structure differences
	3.4 Multifactor dimensionality reduction analysis of gene-host environment interaction

	4 Discussion
	Acknowledgments
	Author contributions
	References


