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Mycobacterium tuberculosis Lineage 
Distribution in Xinjiang and Gansu 
Provinces, China
Haixia Chen1,2, Li He3, Hairong Huang2,4, Chengmin Shi5, Xumin Ni6, Guangming Dai2,4, Liang 
Ma5 & Weimin Li2,4,7

Mycobacterium tuberculosis (M. tuberculosis) genotyping has dramatically improved the understanding 
of the epidemiology of tuberculosis (TB). In this study, 187 M. tuberculosis isolates from Xinjiang Uygur 
Autonomous Region (Xinjiang) and Gansu province in China were genotyped using large sequence 
polymorphisms (LSPs) and variable number tandem repeats (VNTR). Ten isolates, which represent 
major nodes of VNTR-based minimum spanning tree, were selected and subsequently subjected to 
multi-locus sequence analyses (MLSA) that include 82 genes. Based on a robust lineage assignment, 
we tested the association between lineages and clinical characteristics by logistic regression. There 
are three major lineages of M. tuberculosis prevalent in Xinjiang, viz. the East Asian Lineage 2 (42.1%; 
56/133), the Euro-American Lineage 4 (33.1%; 44/133), and the Indian and East African Lineage 3 
(24.8%; 33/133); two lineages prevalent in Gansu province, which are the Lineage 2 (87%; 47/54) and the 
Lineage 4 (13%; 7/54). The topological structures of the MLSA-based phylogeny support the LSP-based 
identification of M. tuberculosis lineages. The statistical results suggest an association between the 
Lineage 2 and the hemoptysis/bloody sputum symptom, fever in Uygur patients. The pathogenicity of 
the Lineage 2 remains to be further investigated.

Tuberculosis (TB), which is primarily caused by Mycobacterium tuberculosis (M. tuberculosis), is an immense 
public health concern in China and worldwide. The WHO’s 2015 global tuberculosis report indicated that 1.5 
million people died from TB in 2014, ranking TB alongside HIV as a leading cause of death worldwide1. In 2014, 
930,000 cases and 38,000 deaths related to TB were reported in China, which represents the third highest preva-
lence of TB worldwide1. According to a report by the Chinese Center for Disease Control and Prevention (CDC, 
China), the average bacteriological culture positivity rate was 119 per 100,000 across China2. However, the bacte-
riological culture positivity rate was higher in the Xinjiang and Gansu provinces of northwestern China, such as 
433 per 100,000 in Xinjiang3. Thus, controlling the spread of TB in these areas should be prioritized.

Determining M. tuberculosis genotype is critical for designing efforts to control TB due to the impact of geno-
type on disease outcome, vaccine efficacy and drug resistance4. Current trends in genotyping suggest that in strain 
identification5, the use of large sequence polymorphisms (LSPs) or single nucleotide polymorphism (SNP) will 
replace mobile- or repetitive-element based markers, such as spoligotyping and variable number tandem repeats 
(VNTR), which suffer from problems associated with convergent evolution6. An analysis of the international 
spoligotyping database (SpolB4) has shown that while many spoligotyping patterns can be classified, and some 
of which are congruent with the lineage determination, such as CAS genotype belonging to Lineage 3, Beijing 
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genotype belonging to Lineage 2 and Cameroon, Ghana, H4, Haarlem, LAM, UgandaI genotypes belonging to 
Lineage 4. However, some isolate patterns included in SpolB4 are either ambiguous or uninformative.

M. tuberculosis lineages are identified by detecting LSPs or regions of difference (RDs) that represent a series 
of well-characterized single-event polymorphisms (i.e., deletions). M. tuberculosis isolates are currently classified 
into six major lineages globally, including the Indian Ocean Rim (Lineage 1), the East Asian (including Beijing; 
Lineage 2), the Indian and East African (Lineage 3), the Euro-American (Lineage 4), the West African-1 (Lineage 
5) and the West African-2 (Lineage 6)7. These lineages tend to exhibit a high degree of geographic restriction7–9. 
In recent decades, advances in DNA sequencing technologies have generated whole-genome sequences for M. 
tuberculosis complex (MTBC) strains from around the world10, 11 and produced a continually growing database 
of SNP-based genetic markers11–14. Hershberg et al.15 performed a multi-locus sequence analysis (MLSA) of 
108 MTBC strains, for which they determined the coding sequences for 89 genes, corresponding to a total of 
~70 thousand base pairs per strain. MLSA of these globally distributed strains of MTBC resulted in a single 
most parsimonious phylogenetic tree with negligible homoplasy15. This phylogeny was also highly congruent 
with their previous analyses based on large sequence polymorphisms (LSPs)7. To further probe the robustness 
of the LSP-based phylogeny, Comas5 re-analyzed the DNA sequence data by the neighbour-joining, maximum 
likelihood, and bayesian methods. All three analyses yielded identical tree topologies, which were highly con-
gruent with their previous findings based on maximum parsimony5. Their results suggest that LSP markers or 
multi-locus sequence based method yield more robust identification of M. tuberculosis strain lineages as com-
pared to markers based on mobile or repetitive genetic elements, especially spoligotyping.

Previous work has suggested that genetically distinct M. tuberculosis strains evoke markedly different immune 
responses4. M. tuberculosis strains from the Lineage 2, which are highly prevalent in East Asia and Russia, were 
found to elicit low-protective immune response in mice and are the most virulent. In addition, different lineages 
exhibit distinct pathogenicity in animal models4. Several clinical trials have found that the Lineage 2 was associ-
ated with relapse, treatment failure, and fever during early treatment16. Orgarkov et al.17 found that patients who 
were infected with the Lineage 2 were more likely to die of TB compared to patients infected with other strains. It 
is therefore important to investigate the pathogenicity of distinct lineage M. tuberculosis.

In this study, we used LSPs to determine the lineage of 187 M. tuberculosis strains isolated from Xinjiang and 
Gansu. These isolates are also genotyped by spoligotyping and VNTR-24. According to the minimum spanning 
tree based on VNTR result, representative isolates were selected and sequenced to perform multi-locus sequence 
analysis (MLSA) and further gained insights into the evolution of M. tuberculosis in Xinjiang and Gansu. To 
optimize the treatment regimen for different lineages, we investigated the association between distinct lineages 
and clinical characteristics of TB patients, including fever, cough, and relapse. Our goal is to understand the com-
position and distributions of the M. tuberculosis lineages in Xinjiang and Gansu, and to explore the association of 
distinct Lineages of M. tuberculosis with clinical characteristics of infected patients.

Materials and Methods
Sampling and Data Collection.  We obtained 187 M. tuberculosis isolates from a National Survey of Drug-
Resistant Tuberculosis in China in 2007 which by means of cluster-randomized sampling of tuberculosis cases in 
the public health system18. In brief, the survey was completed within 9 months and 70 clusters nationwide were 
selected. Of 3929 patients (85.3% of all enrolled patients) all had been tested for drug susceptibility, from which 
187 M. tuberculosis isolates were from the northwest China. In detail, the samples consisted 69 and 64 strains 
from Keping Town of Aksu and Yuepuhu Town of Kashgar in the Xinjiang, respectively; 54 strains from Wushan 
Town, Tianshui in Gansu. Demographic and epidemiological data as well as clinical symptoms (Supplementary 
Table S1) were recorded for each patient. Mycobacterium genomic DNA was extracted from colonies growing on 
Lowenstein-Jensen media. This study was granted ethics approval by Beijing Chest Hospital.

We used the Pang’s19 completed spoligotype data of 187 M. tuberculosis strains (Supplementary Dataset 1). 
Compared with the spoligotype patterns from SpolB4 database, strains of the Beijing (56), CAS/CAS1_DELHI 
(26), Cameroon (5), Ghana (16), H4 (9), Haarlem (1), LAM (1), UgandaI (3), and unknown (16) genotype were 
identified in Xinjiang, and genotypes of Beijing (47), and Ghana (1), UgandaII (1), Ural (2), H4 (1) and unknown 
(2) (Supplementary Dataset 1) were identified in Gansu. In addition, 24-loci-MIRU-VNTR genotyping was per-
formed according to internationally standard protocols. We screened the 187 M. tuberculosis strains by PCR with 
phylogenetically informative LSPs9. The RD105, pks/17 bp and RD750 deletions were used to classify isolates into 
Lineage 2, Lineage 4 and Lineage 3, respectively7, 20.

DNA Sequencing.  Strains were selected for sequencing based on two priority rules: first, to include each 
lineage found within the three sampling districts in the study; and second, to represent major nodes in our 
MIRU-VNTR-based21 minimum spanning trees (Supplementary Fig. S1, Supplementary Dataset 2) which were 
constructed by BioNumerics 5.0 (Applied Maths). A total of 10 strains representative of sampling locations and 
the major genetic groups found in genotyping were sequenced for 89 genes following Hershberg et al.15. PCR 
amplifications were carried out following the conditions and thermal profiles of Hershberg et al. The purified 
PCR products were sequenced on an ABI 3730 XI automated sequencer (Applied Biosystems). Sequencing chro-
matograms were visually checked using Chromas software (Technelysium Pty Ltd) for base calling errors. The 
sequence of 7 genes with poor quality were excluded, therefore, 82 genes with totally 60058 bp for each of our 10 
representative strains were analyzed in the study.

Phylogenetic Analysis.  It has been demonstrated that phylogenetic trees reconstructed from 89 genes 
of 108 MTBC by utilizing distinct methods (maximum likelihood, bayesian, and maximum parsimony anal-
yses) yielded identical topologies5. In order to determine the phylogenetic position of our strains,the concate-
nated sequence of 82 genes of our 10 representative samples together with 108 global strains used to reconstruct 
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phylogenetic tree. Each of the sequenced genes from our representative sample was aligned with the correspond-
ing gene of the 108 strains from Hershberg et al. using ClustalW in MEGA v6.0.622. All aligned genes were then 
concatenated by SequenceMatrix v1.7.823. The most suitable evolutionary model was selected by Modeltest v3.724 
according to the Akaike information criterion. Bayesian phylogenetic inference was carried out with the selected 
best fit model using MrBayes v3.2.425. The Markov chain Monte Carlo (MCMC) was run for 500 million gener-
ations and sampled every 500 generations. Two independent runs, each with 4 chains running simultaneously, 
were conducted to check the convergence of the Markov chains. After discarding the initial 10% of the genera-
tions as burn-in, the majority rule consensus tree and its posterior probability were summarized. The maximum 
likelihood (ML) phylogenetic analysis was carried out using PHYMLv3.126 with the same model and NNI tree 
topology search operation. The confidence of the ML phylogeny was assessed by performing a bootstrap proce-
dure with 1000 replicates.

Statistical Analysis.  We investigated whether there exist associations between the type of lineages and the 
characteristics, including demographic/clinical factors and epidemiological status (Supplementary Table S1) 
of the affected patient. Multivariable logistic regression (binomial and multinomial) analyses were performed 
on patients groups separated by ethnicity, since there is an uneven distribution of lineages across ethnicity and 
regions. For binomial logistic regression, the dependent variable was Lineage 2 versus non-Lineage 2 (reference) 
cases, and the categorical independent variables were dummy coded in Supplementary Table S2. In order to fit a 
parsimonious model, a stepwise procedure, forward adding variables and backward eliminating variables accord-
ing to the AIC (Akaike information criterion), were applied to select the independent variables. The significant 
variables (p value < 0.05) under the final logistic regression model were extracted and their odds ratios together 
with 95% confidence intervals (CIs) were calculated. The robustness of the subset of selected variables was eval-
uated by a bootstrap procedure (Supplementary Text S1). A multinomial logistic regression model was also con-
ducted (Supplementary Text S2). These analyses were implemented using R software 3.2.0 (R Development Core 
Team).

Results
Lineage Identification.  A total of 187 M. tuberculosis isolates from the two regions were genotyped using 
LSPs. Three major lineages were identified in the Xinjiang, including Lineage 2 (42.1%, 56/133), Lineage 4 (33.1%, 
44/133), and Lineage 3 (24.8%, 33/133) (Fig. 1). Two lineages were identified in the Gansu, including Lineage 2 
(87%, 47/54) and Lineage 4 (13%, 7/54) (Fig. 2). Although both regions exhibited a high burden of TB, their line-
age distributions appeared to differ. In addition, the results of LSP confirming spoligotype show that Beijing (56) 
belong to Lineage 2 (56); CAS/CAS1_DELHI (25) belong to Lineage 3(25); Cameroon (5), Ghana (16), H4 (9), 
Haarlem (1), LAM (1), and UgandaI (3) all belong to Lineage 4 (35); in special M.bovis (1) belongs to Lineage 3 
(1), and unknown strains (16) respectively belong to Lineage 3 (7) and Lineage 4 (9) in Xinjiang, and Beijing (47) 
belong to Lineage 2 (47), and Ghana (1), UgandaII (1), Ural (2), H4 (1) and unknown (2) all belong to Lineage 4 
(7) in Gansu.

The Result of Multi-locus Sequence Analysis.  There are 82 genes, ~60 thousand base pairs, used in the 
phylogenetic analysis. The resulting bayesian and ML phylogenies (Fig. 3, Supplementary Fig. S2) all clustered 
the 108 global MTBC together with our 10 representative strains into 6 monophyletic clades, which were in 
agreement with Hershberg et al.15, with high bayesian posterior probabilities and moderate to high bootstrap 
supports for nodes (Fig. 3, Supplementary Fig. S2) that representing the six major geographical lineages. The 10 
representative M. tuberculosis strains from our study were distributed among three distinct clades respectively 
representing the Lineage 2, the Lineage 3 and the Lineage 4, which is consistent with our LSP results. Therefore, 
the multi-locus sequence analysis appears appropriate for classifying MTBC strains into discrete lineages and 
reconstructing their phylogenetic relationships.

Figure 1.  The distribution of M. tuberculosis strains lineage in the Xinjiang. The Lineage 2 accounts for 42.11%, 
the Lineage 3 and the Lineage 4 account for 24.81% and 33.08%, respectively.
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Risk Factors.  The 187 cases showed an uneven distribution of lineages between ethnicity and geographic 
region. All of the 54 patients from Gansu province were Han ethnicity, whereas only 3 patients in Xinjiang were 
of Han ethnicity. There is a much higher Lineage 2 prevalence in the samples of Han ethnicity than samples of 
Uygur patients (OR = 8.35). In order to reduce the influence of ethnicity and region, we applied logistic regression 
to patients within separate ethnic groups. For the 130 cases of Uygur ethnicity, we first applied binomial logistic 
analysis to Lineage 2 versus non-Lineage 2. Among the 17 independent variables, V4 (ethnicity) and V11 (region) 
are non-categorical variables which are not considered in the model. The variable V2 (age) is in high correlation 
with V3 (time in place of residence) (Pearson’s correlation 0.96). As a result, we choose to discard variable V3. 
The full logistic regression model was fitted based on the 14 remaining independent variables (Supplementary 
Table S1). Results showed that only two variables were significant, which are pulmonary tuberculosis in family 
members (Yes/No) and fever (Yes/No) (Supplementary Table S3). In order to refine the model, we adopted a 
stepwise procedure according to AIC. We also performed an ANOVA test between the full model and the final 
model (p value = 0.8774), which showed that the two models performed equivalently. The final model was consti-
tuted of five predictor variables, where fever (yes) (V13) and hemoptysis/bloody sputum symptoms (yes) (V14) 
were significant (Supplementary Table S4). These two variables are also relatively robust by bootstrap approach 
(Supplementary Table S5). The odds ratios provided in Table 1 indicate that Lineage 2 in Uygur ethnicity is more 
likely to be associated with fever (adjusted OR = 4.19) and hemoptysis/bloody sputum (adjusted OR = 3.36). We 
also did a Chi-square test for lineages and fever (Yes/No), where the p value (0.005183) which again indicates the 
correlation. The result of multinomial logistic regression for Uygur patients also found fever (yes) as significant (p 
value < 0.05) variable (Supplementary Text S2). For the Han ethnicity, however, the logistic regression model was 
over-fitted and may be due to the small sample of non-Lineage 2 strains. The odds ratio calculated for hemoptysis/
bloody sputum symptoms (yes) in Lineage 2 and non-Lineage 2 of Han patients is about 1.452. In summary, the 
above analysis suggest that Lineage 2, especially in Uygur ethnicity patients, showed considerable correlation with 
fever and hemoptysis/bloody sputum symptoms.

Discussion
Xinjiang is located near the northwest border of China and neighbors eight countries, including India, Russia, 
Mongolia, Pakistan, Kyrgyzstan and Afghanistan. Thus, Xinjiang is an important transportation hub for immi-
gration, travel and trade between China and other countries in Central Asia. Gansu is a corridor that connects 
the western provinces, including Xinjiang, Qinghai and Tibet, with inland China. Although the same strategies 
for preventing and controlling TB have been deployed throughout China, the TB morbidity rate in Xinjiang and 
Gansu is much higher than the national average2. Thus, understanding the features of the molecular epidemic 
distribution of different M. tuberculosis lineages in the two provinces is vital to the prevention and control of TB.

We used large sequence polymorphisms (LSPs) as markers to genotype all M. tuberculosis strains circulating 
in Xinjiang and Gansu. Of course, most spoligotype patterns are congruent with the lineage determination, but 
some unknown patterns still need be confirmed by LSP. In Gansu, two unknown spoligotype strains belonged 
to the Lineage 4. Then the proportions of the Lineage 2 and the Lineage 4 were 87% (47/54) and 13% (7/54), 
respectively. In Xinjiang, sixteen unknown spoligotype strains respectively belong to the Lineage 3 (7) and the 
Lineage 4 (9). Therefore the proportions of the Lineage 2, the Lineage 3 and the Lineage 4 were 42.1% (56/133), 
24.8% (33/133) and 33.1% (44/133), respectively. Because the LSP method was published 16 years ago, we should 
use new methods with greater discrimination to confirm LSP results. In this study we evaluated 10 representative 
strains with an MLSA assay, which is a robust means to classify MTBC strains into discrete lineages. This method 
identified the 10 M. tuberculosis strains in Xinjiang and Gansu as belonging to the Lineage 2 (4), the Lineage 3 
(3) and the Lineage 4 (3) (Fig. 3), in agreement with our LSP classification. The agreement of two independent 
methods indicates that 56 out of 133 samples (42.1%) were the Lineage 2 in Xinjiang, a markedly lower propor-
tion than the average across China27. In addition, there were 44 strains (33.1%) and 7 strains (13%) respectively 
in Xinjiang and Gansu from the Lineage 4, which were reported in the Sichuan Basin of China in our previous 
study20. Interestingly, M. tuberculosis the Lineage 3 was identified in Xinjiang and accounted for 24.8% (33/133) 

Figure 2.  The distribution of M. tuberculosis strains lineage in the Gansu. The Lineage 2 accounts for 87.04% 
and the Lineage 4 accounts for 12.96%.
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of the strains in this study. Dong et al.28 first identified CAS spoligotype M. tuberculosis in Xinjiang. Based on 
the theory of CAS spoligotype belonging to M. tuberculosis the Lineage 3, Wan et al.29 found nine strains from 
Xinjiang showed a typical lineage 3 (CAS) pattern and clustered by VNTR typing with Lineage 3 CAS-Delhi 
isolates from other geographical origins. Zhang et al.30 complemented whole genomic sequence of 161 M. 

Figure 3.  Multilocus sequence analysis phylogeny of M. tuberculosis complex using 82 concatenated gene 
sequences in 118 strains. The same topology was obtained by maximum likelihood (ML) and bayesian inference 
methods (BI) (see main methods for details). Values on the nodes represent clade support obtained from 1,000 
bootstrap pseudo-replicates from the ML analyses and bayesian a posterior probabilities. Cyan text indicates 
isolates from this study. The color codes are: pink-Lineage 1, blue-Lineage 2, purple-Lineage 3, red-Lineage 4, 
brown-Lineage 5, green-Lineage 6 (involving the Animal Strains). The scale bar indicates the average number of 
nucleotide substitutions per site.

Variables* OR† 95%CI P value

Fever (yes) 4.1948 1.7669–10.8367 0.00177

Hemoptysis/bloody 
sputum (yes) 3.3625 1.0829–11.3966 0.04079

Table 1.  The odds ratios of variables associated with Lineage 2 in Uygur patients. †Denotes adjusted OR in 
logistic regression.
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tuberculosis strains from china, including one Lineage 3 from Xinjiang. In a word, we not only identified Lineage 
3 using two phylogenetic markers, but also showed its proportion of the samples in two clusters in Xinjiang.

A study by Newton31 suggested that M. tuberculosis the Lineage 3 is capable of evading the immune response, 
which contributes to the persistence and potential for outbreaks of this lineage among human populations31. 
Similar to M. tuberculosis the Lineage 2 (i.e., Beijing strains), the Lineage 3 presented a relatively slow growth rate 
and a reduced ability to induce pro-inflammatory factors, permitting evasion of host immune responses32. In our 
samples, there are 33 Uygur ethnicity patients infected with the Lineage 3, whereas no Han ethnicity cases were 
found. This implies an association between Lineage 3 and the Uygur ethnicity, which support the ethnic-lineage 
correlation as suggested by Pareek, M. et al.33. However, due to a small number of cases caused by M. tuberculosis 
Lineage 3 and Lineage 4 in Han patients, it is difficult to evaluate the causes of the observed association between 
ethnicity and lineages in this study.

The Lineage 2 M. tuberculosis (i.e., Beijing family) has a high prevalence in China27, 34. Yang, C. et al.34 reported 
that Beijing strains of M. tuberculosis were significantly associated with genotypic clustering and younger age, but 
were not associated with drug resistance. Many studies suggested that the Lineage 2 is more virulent than other 
lineages4, 17, 35. Several studies have shown that M. tuberculosis the Lineage 2 is associated with clinical symptoms 
in patients. In Indonesia36 patients infected with strains of the Beijing genotype were more likely to develop fever 
regardless of disease severity during the first stage of treatment. However, the studies from Singapore and Russia 
reported a lower occurrence of fever and night sweats among patients infected with the Lineage 237, 38. From a 
socioeconomic perspective, factors such as living conditions, nutrition and sanitation among the northwest China 
could increase the risk of infection. In our study, the proportion of patients affected by the Lineage 2 were 87.0% 
and 42.1% in Gansu and Xinjiang provinces, respectively. The logistic regression results revealed that M. tubercu-
losis the Lineage 2 in Uygur patients was correlated with fever (adjusted OR = 4.1948, 95% CI (1.7669–10.8367), 
p value = 0.00177) and hemoptysis/bloody sputum symptom (adjusted OR = 3.3625, 95% CI (1.0829–11.3966), 
p value = 0.04079). For Han patients affected with the Lineage 2, the odds of having hemoptysis/bloody sputum 
symptoms is 1.452 times larger than the odds for non-Lineage 2 affected patients. This suggested that patient 
infected with the Lineage 2 in our samples appear to be associated with fever, hemoptysis/bloody sputum symp-
tom. These findings may help to optimize the TB therapeutics strategy based on strain lineage.

In summary, we identified M. tuberculosis strains from the Lineage 2, 3 and 4 in the Xinjiang and the Lineage 
2 and 4 in Gansu using LSPs and VNTR. Ten isolates were selected, which represent major nodes of VNTR-based 
minimum spanning tree, and subsequently analyzed by MLSA. Our results indicated that MLSA-based phyloge-
nies can be used to classify M. tuberculosis and provided preliminary insights into the evolution of the bacterium. 
Statistical analysis revealed that Lineage 2 was associated with fever and hemoptysis/bloody sputum in Uygur 
patients. In Han patients, there is a higher odds of hemoptysis/bloody sputum symptom in those affected by 
Lineage 2. These suggested that the pathogenicity of the Lineage 2 should be noted in TB patients. This study 
provided a basis for formulating new strategies for the control and prevention of TB in Northwest China and 
Central Asian countries.

References
	 1.	 WHO. Global tuberculosis report. Report (2015).
	 2.	 Wang, L. et al. Tuberculosis prevalence in China, 1990–2010; a longitudinal analysis of national survey data. Lancet. 383, 2057–2064 

(2014).
	 3.	 Yang, J. et al. Analysis of tuberculosis epidemiological survey conducted in 2010–2011 in Xinjiang Uygur autonomous region. Chin 

J Antituberc. 35, 960–964 (2013).
	 4.	 Lopez, B. et al. A marked difference in pathogenesis and immune response induced by different Mycobacterium tuberculosis 

genotypes. Clin Exp Immuno. 133, 30–37 (2003).
	 5.	 Comas, I., Homolka, S., Niemann, S. & Gagneux, S. Genotyping of genetically monomorphic bacteria: DNA sequencing in 

Mycobacterium tuberculosis highlights the limitations of current methodologies. PLoS One. 4, e7815 (2009).
	 6.	 Gagneux, S. & Small, P. M. Global phylogeography of Mycobacterium tuberculosis and implications for tuberculosis product 

development. Lancet Infect Dis. 7, 328–337 (2007).
	 7.	 Gagneux, S. et al. Variable host-pathogen compatibility in Mycobacterium tuberculosis. Proc Natl Acad Sci USA 103, 2869–2873 

(2006).
	 8.	 Tsolaki, A. G. et al. Functional and evolutionary genomics of Mycobacterium tuberculosis: Insights from genomic deletions in 100 

strains. Proc Natl Acad Sci USA 101, 4865–4870 (2004).
	 9.	 Hirsh, A. E., Tsolaki, A. G., DeRiemer, K., Feldman, M. W. & Small, P. M. Stable association between strains of Mycobacterium 

tuberculosis and their human host populations. Proc Natl Acad Sci USA 101, 4871–4876 (2004).
	10.	 Cole, S. T. et al. Deciphering the biology of Mycobacterium tuberculosis from the complete genome sequence. Nature 393, 537–544 

(1998).
	11.	 Fleischmann, R. D. et al. Whole-genome comparison of Mycobacterium tuberculosis clinical and laboratory strains. J. Bacteriol. 184, 

5479–5490 (2002).
	12.	 Coll, F. et al. A robust SNP barcode for typing Mycobacterium tuberculosis complex strains. Nat Commun. 5, 4812 (2014).
	13.	 Gutacker, M. M. et al. Single-nucleotide polymorphism-based population genetic analysis of Mycobacterium tuberculosis strains 

from 4 geographic sites. J. Infect Dis. 193, 121–128 (2006).
	14.	 Filliol, I. et al. Global phylogeny of Mycobacterium tuberculosis based on single nucleotide polymorphism (SNP) analysis: insights 

into tuberculosis evolution, phylogenetic accuracy of other DNA fingerprinting systems, and recommendations for a minimal 
standard SNP set. J. Bacteriol. 188, 759–772 (2006).

	15.	 Hershberg, R. et al. High functional diversity in Mycobacterium tuberculosis driven by genetic drift and human demography. PLoS 
Biol. 6, e311 (2008).

	16.	 Coscolla, M. & Gagneux, S. Consequences of genomic diversity in Mycobacterium tuberculosis. Semin Immunol. 26, 431–444 
(2014).

	17.	 Ogarkov, O. et al. ‘Lethal’ combination of Mycobacterium tuberculosis Beijing genotype and human CD209 -336G allele in Russian 
male population. Infect Genet Evol. 12, 732–736 (2012).

	18.	 Zhao, Y. et al. National survey of drug-resistant tuberculosis in China. N Engl J Med. 366, 2161–2170 (2012).
	19.	 Pang, Y. et al. Spoligotyping and Drug Resistance Analysis of Mycobacterium tuberculosis Strains from National Survey in China. 

PLoS One. 7, e32976 (2012).



www.nature.com/scientificreports/

7Scientific Reports | 7: 1068  | DOI:10.1038/s41598-017-00720-9

	20.	 Li, Y. et al. Study on the population-genetics of Mycobacterium tuberculosis from Sichuan Basin in China. Zhonghua liuxingbingxue 
zazhi 36, 374–378 (2015).

	21.	 Supply, P. et al. Proposal for standardization of optimized mycobacterial interspersed repetitive unit-variable-number tandem repeat 
typing of Mycobacterium tuberculosis. J Clin Microbiol. 44, 4498–4510 (2006).

	22.	 Tamura, K., Dudley, J., Nei, M. & Kumar, S. MEGA4: Molecular Evolutionary Genetics Analysis (MEGA) software version 4.0. Mol 
Biol Evol. 24, 1596–1599 (2007).

	23.	 Gaurav, V., David, J. L. & Rudolf, M. SequenceMatrix: concatenation software for the fast assembly of multi-gene datasets with 
character set and codon information. Cladistics 27, 171–180 (2011).

	24.	 Posada, D. & Crandall, K. A. MODELTEST: testing the model of DNA substitution. Bioinformatics 14, 817–818 (1998).
	25.	 Ronquist, F. & Huelsenbeck, J. P. MrBayes 3: Bayesian phylogenetic inference under mixed models. Bioinformatics 19, 1572–1574 

(2003).
	26.	 Guindon, S. & Gascuel, O. A simple, fast, and accurate algorithm to estimate large phylogenies by maximum likelihood. Syst Biol. 

52, 696–704 (2003).
	27.	 Weimin, L. et al. Molecular epidemiology of Mycobacterium tuberculosis in China: a nationwide random survey in 2000. Int J 

Tuberc Lung Dis. 9, 1314–1319 (2005).
	28.	 Dong, H. et al. Spoligotypes of Mycobacterium tuberculosis from different Provinces of China. J Clin Microbiol. 48, 4102–4106 

(2010).
	29.	 Wan, K. et al. Investigation on Mycobacterium tuberculosis diversity in China and the origin of the Beijing clade. PLoS One. 6, 

e29190 (2011).
	30.	 Zhang, H. et al. Genome sequencing of 161 Mycobacterium tuberculosis isolates from China identifies genes and intergenic regions 

associated with drug resistance. Nat Genet. 45, 1255–1260 (2013).
	31.	 Newton, S. M. et al. A deletion defining a common Asian lineage of Mycobacterium tuberculosis associates with immune subversion. 

Proc Natl Acad Sci USA 103, 15594–15598 (2006).
	32.	 Tanveer, M., Hasan, Z., Kanji, A., Hussain, R. & Hasan, R. Reduced TNF-alpha and IFN-gamma responses to Central Asian strain 1 

and Beijing isolates of Mycobacterium tuberculosis in comparison with H37Rv strain. T Roy Soc Trop Med H. 103, 581–587 (2009).
	33.	 Pareek, M. et al. Ethnicity and mycobacterial lineage as determinants of tuberculosis disease phenotype. Thorax. 68, 221–22 (2013).
	34.	 Chongguang, Y. et al. Mycobacterium tuberculosis Beijing Strains Favor Transmission but Not Drug Resistance in China. Clin Infect 

Dis. 55, 1179–87 (2012).
	35.	 Reiling, N. et al. Clade-Specific Virulence Patterns of Mycobacterium tuberculosis Complex Strains in Human Primary Macrophages 

and Aerogenically Infected Mice. mBio. 4, pii: e00250-13 (2013).
	36.	 Van Crevel, R. et al. Mycobacterium tuberculosis Beijing genotype strains associated with febrile response to treatment. Emerg Infect 

Dis. 7, 880–83 (2001).
	37.	 Sohn, H. et al. Induction of cell death in human macrophages by a highly virulent Korean isolate of Mycobacterium tuberculosis and 

the virulent strain H37Rv. Scand J Immunol. 69, 43–50 (2009).
	38.	 Murase, Y., Mitarai, S., Sugawara, I., Kato, S. & Maeda, S. Promising loci of variable numbers of tandem repeats for typing Beijing 

family Mycobacterium tuberculosis. J Med Microbiol. 57, 873–80 (2008).

Acknowledgements
This study was supported by the National Natural Science Foundation of China (No. 81273144), Beijing 
Natural Science Foundation Program and Scientific Research Key Program of Beijing Municipal Commission 
of Education (KZ201510025024) and Beijing Municipal Administration of Hospitals Clinical Medicine 
Development of Special Funding Support (ZYLX201304). We also acknowledge the support from National Centre 
for Mathematics, Interdisciplinary Sciences (NCMIS). We really appreciate Allison Carey, who was Postdoctoral 
Fellow of Harvard School of Public Health, for polishing the manuscript.

Author Contributions
W.L., H.H. and L.M. designed the manuscript, X.N., C.S. and L.H. analyzed the data and prepared Table 1, 
Supplementary Text S1–2 and Supplementary Tables S1–7. H.C. and G.D. completed the experiments, H.C. 
prepared Figs 1 and 2 and Supplementary Figures S1–2, C.S. prepared Fig. 3. All authors wrote the main 
manuscript and reviewed the manuscript.

Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-00720-9
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.1038/s41598-017-00720-9
http://creativecommons.org/licenses/by/4.0/

	Mycobacterium tuberculosis Lineage Distribution in Xinjiang and Gansu Provinces, China

	Materials and Methods

	Sampling and Data Collection. 
	DNA Sequencing. 
	Phylogenetic Analysis. 
	Statistical Analysis. 

	Results

	Lineage Identification. 
	The Result of Multi-locus Sequence Analysis. 
	Risk Factors. 

	Discussion

	Acknowledgements

	Figure 1 The distribution of M.
	Figure 2 The distribution of M.
	Figure 3 Multilocus sequence analysis phylogeny of M.
	Table 1 The odds ratios of variables associated with Lineage 2 in Uygur patients.




