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A B S T R A C T   

Introduction: The population structure of Mycobacterium tuberculosis complex (MTBC) in Ethiopia 
is diverse but dominated by Euro-American (Lineage 4) and East-African-Indian (Lineage 3) 
lineages. The objective of this study was to describe the genetic diversity of MTBC isolates in 
Central, Eastern and Southeastern Ethiopia. 
Methods: A total of 223 MTBC culture isolates obtained from patients referred to Adama and Harar 
TB reference laboratories were spoligotyped. Demographic and clinical characteristics were 
collected. 
Results: Six major lineages: Euro-American (Lineage 4), East-African-Indian (Lineage 3), East 
Asian (Lineage 2), Indo-Oceanic (Lineage 1), Mycobacterium africanum (Lineage 5 and Lineage 6) 
and Ethiopian (Lineage 7) were identified. The majority (94.6 %) of the isolates were Euro- 
American and East-African-Indian, with proportions of 75.3 % and 19.3 %, respectively. Over-
all, 77 different spoligotype patterns were identified of which 42 were registered in the SITVIT2 
database. Of these, 27 spoligotypes were unique, while 15 were clustered with 2–49 isolates. 
SIT149/T3_ETH (n = 49), SIT53/T1 (n = 33), SIT21/CAS1_Kili (n = 24) and SIT41/Turkey (n =
11) were the dominant spoligotypes. A rare Beijing spoligotype pattern, SIT541, has also been 
identified in Eastern Ethiopia. The overall clustering rate of sub-lineages with known SIT was 
71.3 %. Age group (25–34) was significantly associated with clustering. 
Conclusion: We found a heterogeneous population structure of MTBC dominated by T and CAS 
families, and the Euro-American lineage. The identification of the Beijing strain, particularly the 
rare SIT541 spoligotype in Eastern Ethiopia, warrants a heightened surveillance plan, as little is 
known about this genotype. A large-scale investigation utilizing a tool with superior discrimi-
natory power, such as whole genome sequencing, is necessary to gain a thorough understanding 
of the genetic diversity of MTBC in the nation, which would help direct the overall control efforts.   

* Corresponding author. P.O. Box 34738, Addis Ababa, Ethiopia. 
E-mail address: macagonafir@gmail.com (M. Agonafir).  

Contents lists available at ScienceDirect 

Heliyon 

journal homepage: www.cell.com/heliyon 

https://doi.org/10.1016/j.heliyon.2023.e22898 
Received 23 September 2022; Received in revised form 13 November 2023; Accepted 22 November 2023   

mailto:macagonafir@gmail.com
www.sciencedirect.com/science/journal/24058440
https://www.cell.com/heliyon
https://doi.org/10.1016/j.heliyon.2023.e22898
https://doi.org/10.1016/j.heliyon.2023.e22898
https://doi.org/10.1016/j.heliyon.2023.e22898
http://creativecommons.org/licenses/by-nc-nd/4.0/


Heliyon 9 (2023) e22898

2

1. Introduction 

Tuberculosis (TB) and its consequences afflict millions of individuals worldwide. The World Health Organization (WHO) [1] 
estimated that TB killed 1.3 million people in 2020. Ethiopia is one of the 30 countries with the highest TB and TB/HIV infection rates, 
with an estimated 151,000 TB cases in 2020 [1]. 

Molecular typing of Mycobacterium tuberculosis complex (MTBC) has become a vital public health tool helping researchers and TB 
control programs better understand how specific strains emerge and spread, as well as measure the overall impact of genetic diversity 
on the outcome of TB infection and disease [2]. Some biological aspects of MTBC strains from distinct genetic lineages show variation, 
such as in vitro growth rate, pathogenicity in animal models, and the ability to acquire drug resistance [3]. 

Lineages known to cause TB in humans are divided into seven major TB lineages [4,5]: Indo-Oceanic (Lineage 1), East-Asian 
(Lineage 2), East-African-Indian (Lineage 3), Euro-American (Lineage 4), West-Africa 1 (Lineage 5), West-Africa 2 (Lineage 6) and 
Ethiopian (Lineage 7). Most recently, Lineage 8 [6] and Lineage 9 [7] were reported from the Central and Eastern Africa regions, 
respectively. Among these, the most common lineage on the planet is lineage 4 (L4). A collection of L4 was sequenced and further 
classified into ten sub-lineages as generalists (globally distributed) and specialists (geographically restricted) based on the ecological 
niche they occupy [8,9]. A report by Comas et al. (2015) [10] indicated that L4 predominates across Ethiopia, L3 is widespread but 
more common in the north, and L7 is mostly found in the northern Ethiopian highlands. Numerous studies have identified spoligotypes 
SIT 149 and SIT 53 as major clades circulating in Ethiopia [11–14]. 

The number of studies on the genetic diversity of MTBC in Ethiopia has been increasing. However, most of the studies reviewed 
elsewhere in the literature [15,16] were from Addis Ababa, the Southwestern and the Northwestern parts of Ethiopia. Studies con-
ducted in other regions of the country are scarce or nonexistent. The lack of such information prevents the capacity of the national TB 
control program to implement targeted interventions, identify transmission patterns, prevent further transmission of the disease, and 
impede the design of novel control tools. Consequently, the findings of this study not only add to the scientific literature in the field of 
TB epidemiology, but also hold significant implications for improving TB control efforts in Ethiopia. Therefore, the objective of this 
study was to describe the population structure of MTBC isolates collected from a large geographical area that mainly included the 
central, eastern and southeastern parts of Ethiopia. 

2. Materials and methods 

2.1. Study setting and source of the isolates 

This is a health facility-based cross-sectional study conducted at two TB referral diagnostic laboratories found in Harar and Adama, 
Ethiopia. From August 2018 to January 2019, 232 MTB culture isolates were obtained from pulmonary TB patients referred to Adama 
and Harar TB regional laboratories located in the premises of Adama Public Health Research and Referral Laboratory Center and Harar 
Health Research and Regional Laboratory, respectively. Demographic (age, sex, and address) and clinical (history of treatment) 
characteristics were collected. The regional TB laboratories in Adama and Harar serve as referral centers for Mycobacteria culture and 
drug susceptibility testing. The Adama TB regional laboratory is located in Adama city, which is 99 km southeast of Addis Ababa, on 
the main trade corridor of the country. It serves nine zones in Oromia, as well as the surrounding Amhara and Afar regions. The Harar 
TB regional laboratory, located in Harar city 500 km from the capital, provides referral diagnostic services to Diredawa, east Oromia, 
Somali, and Harari regions. Once the isolates were confirmed to be Mycobacterium tuberculosis complex (MTBC) using Capilia TB-Neo 
(Tauns Laboratories, Japan) and AFB smear staining [17], they were subcultured onto Lowenstein Jensen media and harvested within 
3–4 weeks. In duplicate, two loopful colonies of the culture were transferred to 2 ml sterile cryo-vials containing 1 ml 7H9 Middlebrook 
liquid medium. The isolates were subsequently transported to the University of Pretoria’s Medical Microbiology Department, TB 
laboratory for further testing. 

2.2. DNA extraction 

Isolates were stored at − 80 ◦C until processed. The stored isolates were then thawed and mixed vigorously. DNA was extracted by 
heating the isolates at 80 ◦C for 60 min in a water bath. After centrifugation, the supernatant was collected for further use. 

2.3. Isolate characterization 

The isolates were characterized using spoligotyping following the procedure described by Kamerbeek et al. [18]. Briefly, the set of 
spacers in the isolates was amplified by PCR using DRa and DRb primers. The amplicons were then hybridized on a reference set of 43 
spacers obtained from Mycobacterium tuberculosis H37Rv and Mycobacterium bovis BCG impregnated on a membrane (Animal and Plant 
Health Agency, Great Britain). The presence or absence of spacers was visualized on a film as black and white squares, which were later 
converted to binary codes (1/0) for analysis. Positive and negative controls were included in each batch of the test run. 

2.4. Spoligotype assignment and database comparison 

The spoligotype patterns entered into the MS Excel spreadsheet were converted into binary and octal formats using the SITVITWEB 
website (http://www.pasteur-guadeloupe.fr:8081/SITVIT_ONLINE/tools.jsp#) which were later compared with online international 
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databases such as SITVIT2 [19], SpolLineages [5] and RUN TB-lineage [20,21]. Sub-lineages and International Shared Types (SIT) 
were obtained using the updated version of SPOLDB4 and SITVITWEB (http://www.pasteur-guadeloupe.fr:8081/SITVIT2/batch.jsp). 
Conformal Bayesian Network (CBN) major lineages, and SNP-based lineages were determined using online tools RUN TB-lineage 
(https://tbinsight.cs.rpi.edu/run_tb_lineage.html) and SpolLineages (http://www.pasteur-guadeloupe.fr:8081/SpolLineages/spol. 
jsp), respectively. CBN does not distinguish between the West African (L6 and L5) and Ethiopian (L7) lineages, classifying them as 
Mycobacterium africanum. We used SpolLineages to avoid this, further verify the CBN classification of major lineages and explore the 
classification of lineages as generalists and specialists [8,9]. 

A dendrogram was constructed based on the UPGMA algorithm using the MIRU-VNTRplus identification database to determine the 
molecular clustering of the isolates. The UPGMA tree was then retouched using FigTree v1.4.4 (Fig. 1). A cluster was defined as two or 
more isolates with similar spoligotype patterns. A spoligotype pattern that was not previously reported in an international database 
was defined as orphan or new whereas a spoligotype with SIT reported once in the study was defined as unique. 

2.5. Spatial distribution of lineages and sub-lineages analyses 

Geographic mapping of MTBC lineage and sub-lineages was performed using QGIS v3.22.6. The shape files of study sites from 
where the isolates collected were obtained from UNOCHA website (https://data.humdata.org/dataset/cod-ab-eth). 

Fig. 1. Radial UPGMA tree based on spoligotyping data of 223 MTB isolates from central, eastern and southeastern Ethiopia. Annotations with 
similar colored fonts in the outer ring represent clustered sub-lineages/spoligotypes. The ones written in black fonts are unique/orphan isolates. The 
colors of branches in the inner circle indicate the major lineages. (For interpretation of the references to color in this figure legend, the reader is 
referred to the Web version of this article.) 
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2.6. Statistical analysis 

Data were entered into an Excel spreadsheet; cleared, and analyzed using the SPSS statistical software package, V20 (SPSS Inc., 
Chicago, IL, USA). Sociodemographic variables were depicted using descriptive statistics. A logistic regression model was used to 
assess variables associated with clustering in terms of the odds ratio and 95 % confidence interval (CI). The chi-squared test was 
applied to compare categorical data. A p-value less than or equal to 0.05 was considered significant. 

2.7. Ethical consideration 

The Ethical Review Board of Natural Sciences at Addis Ababa University granted ethical approval for this study. The Ethiopian 
Food, Medicine and Health Care Administration and Control Authority (now known as the Ethiopian Food and Drug Administration) 
and the Health Department of South Africa approved the transfer of mycobacterial isolates to South Africa for further molecular 
analysis. Permission to perform the research was also acquired from the Harari and Adama Public Health Research and Referral 
Laboratories. Only isolates routinely obtained from patients for diagnostic and therapeutic purposes were used in the study. Patients’ 
personal information was not collected. 

3. Result 

3.1. Characteristics of the study population 

Of the 232 isolates collected, 9 were either lost or did not have successful spoligotyping result. Hence, this study examined a total of 
223 isolates from TB patients who were presumed to have DR TB, with a mean age of 30.4 years. Most of the study subjects (58.3 %) 
were males and in the age group-15-34 years (58.3 %). The majority (80.8 %) were from the Central (Arsi; East, North, Southeast and 
West Shewa) and Eastern (Diredawa, Harar, Jigjiga, East and West Hararge) parts of Ethiopia. The remaining were from the South-
eastern part of Ethiopia, specifically from Bale, Borena, Guji, West Arsi and West Guji zones. There was an equal proportion of patients 
in relation to treatment history (Table 1). 

3.2. Genetic diversity of Mycobacterium tuberculosis lineages/sub-lineages 

Spoligotyping was used to genotype 223 isolates, and 77 different spoligotype patterns were identified, of which 42 spoligotype 
patterns comprising 186 isolates were registered in the SITVIT2 database. Of these, 27 were unique while 15 were clustered with 2–49 
isolates that accounted for 85.5 % (159/186) of all isolates with known SIT. The remaining 35 orphan patterns, representing 16.6 % 
(37/223) of the total isolates, were not found in the SITVIT2 database (Table 2, Table 3). The overall clustering rate of sub-lineages 
with known SIT was 71.3 %. The proportion of clustered isolates was higher in each geographic region: Central (72.3 %), Eastern (72.1 
%) and Southeastern (67.4 %). There were five dominant spoligotypes with SIT, which accounted for over half of the genotyped 
isolates 117 (52.5 %): SIT149/T3_ETH (n = 49), SIT53/T1 (n = 33), SIT21/CAS1_Kili (n = 24) and SIT41/Turkey (n = 11). T and CAS 
were the dominant families, accounting for 48.9 % and 16.6 % of the isolates, respectively. Of the 49 isolates with SIT149/T3_ETH sub- 
lineage, 8 (16.3 %) were children of 15 years or younger. According to the CBN analysis, 94.6 % of the total 223 isolates belonged to 
two major lineages: EA/L4 (75.3 %) and EAI/L3 (19.3 %). The remaining 12/223 (5.4 %) isolates were represented by EAS/L2, IO/L1, 
ETH/L7 and MA (L5 and L6) which were represented by five, three, one and three isolates, respectively. Of those classified by CBN as 
EA and EAI, 8.3 % (EA) and 4.7 % (EAI) were not known by SNP-based lineage analysis of the SpolLineages online tool. Additionally, 

Table 1 
Characteristics of study subjects.  

Variable  Frequency (Percent) 

Age, years  
≤15 19 (8.5)  
16–24 56 (25.1)  
25–34 74(33.2)  
35–44 38(17.0)  
>45 34(15.2)  
Missing 2(.9) 

Sex  
Male 130 (58.3)  
Female 93 (41.7) 

History of anti-TB drug treatment  
New 112 (50.2)  
Previously treated 111 (49.8) 

Region  
Central 94 (42.2)  
Southeastern 43 (19.3)  
Eastern 86 (38.6)  
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we found two generalist sub-lineages [8,9], L4.1.2/Haarlem (n = 5) and L4.3/LAM (n = 5), and most (9/10) were isolated from the 
central and eastern regions (Table 2). 

3.3. Geographical distribution of the lineages/sub-lineages 

EA (L4) contributed a significantly high proportion to the lineage distribution across the study sites: 83.7 % (Southeastern), 81.9 % 
(Central) and 64.0 % (Eastern) of the isolates collected in the respective parts of Ethiopia (Supplementary material 1). EAI (L3) was 
reported mainly in the eastern regions, followed by the central regions, with proportions of 62.8 % and 27.9 % of the total isolates, 
respectively. With the exception of Guji/West Guji, where no EAI was recorded, EA and EAI were identified in all zones from where the 
isolates were acquired. MTBC isolates obtained from Arsi (n = 2) and West Guji (n = 1) zones were identified as Mycobacterium 
africanum (Fig. 2, Supplementary material 2). The SIT910 spoligotype (ETH/L7), which is confined to Ethiopia, was isolated from West 
Arsi. There were five isolates with Beijing sub-lineage (EAS/L2), four from the eastern (three from Diredawa and one from Harar) and 
one from the central part (Southwest Shewa) of Ethiopia. Of note, 10/11 (90.9 %) of EA (L4) lineage, SIT41 spoligotype/Turkey sub- 
lineage were reported from southeastern Ethiopia (Borena and Guji). On the contrary, the SIT149 spoligotype/T3-ETH sub-lineage and 
SIT53 spoligotype/T1 sub-lineages were reported from most of the sites where the isolates were collected (Fig. 3, Supplementary 
materials 3 and 4). 

3.4. Comparison of factors associated with clustering 

In a bivariate logistic regression analysis, factors such as age, treatment history, and lineage were statistically associated with 
isolate clustering at p-values 0.2. However, there was no statistically significant association (p-value>0.05) of sex and region with 
clustering. Age group was the only variable statistically associated with clustering of MTBC isolates (p-value<0.05) in multivariable 
analysis (Table 4). 

Table 2 
Description of 35 orphan strains (n = 37) and the corresponding spoligotyping defined lineages/sub-lineages recorded among MTB strains isolated 
from Central, Eastern and Southeastern Ethiopia.  

Octal code Binary code SITVIT2 CBN SNP-based lineage 

525252525240521 ■□■□■□■□■□■□■□■□■□■□■□■□■□■□■□■□□□□□■□■□■□■ ND EA EA (L4.1.1) 
007777777760771 □□□□□□■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T1 EA EA (L4) 
500177740003171 ■□■□□□□□□□□■■■■■■■■■■■□□□□□□□□□□□□■■□□■■■■■ ND EAI EAI (L3) 
501252500002121 ■□■□□□□□■□■□■□■□■□■□■□□□□□□□□□□□□□■□□□■□■□■ ND EAI EAI (L3) 
777000377777771 ■■■■■■■■■□□□□□□□□□□■■■■■■■■■■■■■■■■■■■■■■■■ ND IO UNK 
700006037177661 ■■■□□□□□□□□□□□□■■□□□□□■■■■■□□■■■■■■■■■□■■□■ ND MA WA (L5 and L6) 
703757740003171 ■■■□□□□■■■■■■□■■■■■■■■□□□□□□□□□□□□■■□□■■■■■ ND EAI EAI (L3) 
713247664001661 ■■■□□■□■■□■□■□□■■■■■□■■□■□□□□□□□□□□■■■□■■□■ ND IO UNK 
777777777000171 ■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□□□□□□□□■■■■■ UKN EA UNK 
771046024100261 ■■■■■■□□■□□□■□□■■□□□□□■□■□□□□■□□□□□□□■□■■□■ ND EA UNK 
773777776000771 ■■■■■■□■■■■■■■■■■■■■■■■■■■□□□□□□□□□□■■■■■■■ ND EA UNK 
774242525042000 ■■■■■■■□□□■□■□□□■□■□■□■□■□■□□□■□□□■□□□□□□□□ ND MA UNK 
703357740003071 ■■■□□□□■■□■■■□■■■■■■■■□□□□□□□□□□□□■■□□□■■■■ ND EAI EAI (L3) 
703777710003771 ■■■□□□□■■■■■■■■■■■■■■□□■□□□□□□□□□□■■■■■■■■■ ND EAI UNK 
777737777360771 ■■■■■■■■■■■■□■■■■■■■■■■■■■■□■■■■□□□□■■■■■■■ ND EA EA (L4) 
777775477760731 ■■■■■■■■■■■■■■■■□■■□□■■■■■■■■■■■□□□□■■■□■■■ ND EA EA (L4) 
777777404060771 ■■■■■■■■■■■■■■■■■■■□□□□□■□□□□□■■□□□□■■■■■■■ ND EA EA (L4.3) 
477777376413771 ■□□■■■■■■■■■■■■■■■□■■■■■■■□■□□□□■□■■■■■■■■■ ND IO IO (L1) 
777737377750771 ■■■■■■■■■■■■□■■■■■□■■■■■■■■■■■■□■□□□■■■■■■■ ND EA UNK 
510047236343661 ■□■□□■□□□□□□■□□■■■□■□□■■■■□□■■■□□□■■■■□■■□■ ND MA WA (L5 and L6) 
525252500000000 ■□■□■□■□■□■□■□■□■□■□■□□□□□□□□□□□□□□□□□□□□□□ ND EA UNK 
551246236340261 ■□■■□■□□■□■□■□□■■□□■□□■■■■□□■■■□□□□□□■□■■□■ ND EA EA (L4) 
511047236340261 ■□■□□■□□■□□□■□□■■■□■□□■■■■□□■■■□□□□□□■□■■□■ ND EA EA (L4) 
777347777763771 ■■■■■■■■■□■■■□□■■■■■■■■■■■■■■■■■□□■■■■■■■■■ Manu2 EA UNK 
511046637561671 ■□■□□■□□■□□□■□□■■□■■□□■■■■■■□■■■□□□■■■□■■■■ ND EA UNK 
603777700003771 ■■□□□□□■■■■■■■■■■■■■■□□□□□□□□□□□□□■■■■■■■■■ ND EAI UNK 
311000377760771 □■■□□■□□■□□□□□□□□□□■■■■■■■■■■■■■□□□□■■■■■■■ ND EA EA (L4) 
777000377730771 ■■■■■■■■■□□□□□□□□□□■■■■■■■■■■■□■■□□□■■■■■■■ ND EA UNK 
713357776363771 ■■■□□■□■■□■■■□■■■■■■■■■■■■□□■■■■□□■■■■■■■■■ ND EA UNK 
777347636361771 ■■■■■■■■■□■■■□□■■■■■□□■■■■□□■■■■□□□■■■■■■■■ ND EA UNK 
777775777760721 ■■■■■■■■■■■■■■■■□■■■■■■■■■■■■■■■□□□□■■■□■□■ ND EA EA (L4) 
774177770000021 ■■■■■■■□□□□■■■■■■■■■■■■■□□□□□□□□□□□□□□□□■□■ ND EA UNK 
520000377760771 ■□■□■□□□□□□□□□□□□□□■■■■■■■■■■■■■□□□□■■■■■■■ ND EA EA (L4) 
700000017760771* ■■■□□□□□□□□□□□□□□□□□□□□■■■■■■■■■□□□□■■■■■■■ ND EA EA (L4) 
777357677761771 ■■■■■■■■■□■■■□■■■■■■□■■■■■■■■■■■□□□■■■■■■■■ ND EA UNK 

EA = Euro-American, EA = East-Asian, EAI = East-African-Indian, IO=Indo-Oceanic, UKN=Unknown, WA=West Africa, MA = Mycobacterium 
Africanum, ND=Not defined,*n=3. 
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Table 3 
Description of 42 shared types (SITs; n = 186 isolates) registered in the SITVIT2 or SpolDB4 database and the corresponding spoligotyping defined lineages/sub-lineages isolated from the Central, Eastern 
and Southeastern Ethiopia.  

Octal code Binary code SITVIT2 CBN SNP-based lineage SIT Number of isolates 

777000377760771 ■■■■■■■■■□□□□□□□□□□■■■■■■■■■■■■■□□□□■■■■■■■ T3-ETH EA EA (L4) 149 49 
777777777760771 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T1 EA EA (L4) 53 33 
703377400001771 ■■■□□□□■■□■■■■■■■■■□□□□□□□□□□□□□□□□■■■■■■■■ CAS1-Kili EAI EAI (L3) 21 24 
777777404760771 ■■■■■■■■■■■■■■■■■■■□□□□□■□□■■■■■□□□□■■■■■■■ Turkey EA EA (L4.2.2.1) 41 11 
777737777760771 ■■■■■■■■■■■■□■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T3 EA EA (L4) 37 9 
777776777760731 ■■■■■■■■■■■■■■■■■□■■■■■■■■■■■■■■□□□□■■■□■■■ X1 EA EA (L4.1.1) 336 6 
703777740003171 ■■■□□□□■■■■■■■■■■■■■■■□□□□□□□□□□□□■■□□■■■■■ CAS1-Delhi EAI EAI (L3) 25 5 
777777777760731 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■■□■■■ T2 EA EA (L4) 52 4 
000000000003711 □□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□■■■■■□□■■ Beijing EAS EAS (L2) 541 4 
703777740003771 ■■■□□□□■■■■■■■■■■■■■■■□□□□□□□□□□□□■■■■■■■■■ CAS1-Delhi EAI EAI (L3) 26 3 
777777777420771 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□■□□□□■■■■■■■ Ural-1 EA EA (L4.2.1) 777 3 
677737777760771 ■■□■■■■■■■■■□■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T3 EA EA (L4) 1163 2 
776737407760771 ■■■■■■■■□■■■□■■■■■■□□□□□■■■■■■■■□□□□■■■■■■■ LAM5 EA EA (L4.3) 3325 2 
717777777760771 ■■■□□■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T1 EA EA (L4) 358 2 
777777777720771 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□■□□□□■■■■■■■ H3 EA EA (L4.1.2) 50 2 
000000000003771 □□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□□■■■■■■■■■ Beijing EAS EAS (L2) 1 1 
777776777760771 ■■■■■■■■■■■■■■■■■□■■■■■■■■■■■■■■□□□□■■■■■■■ X1 EA EA (L4.1.1) 119 1 
777777775720771 ■■■■■■■■■■■■■■■■■■■■■■■■■□■■■■□■□□□□■■■■■■■ H3 EA EA (L4.1.2) 121 1 
777617777760771 ■■■■■■■■■■■□□□■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T3 EA EA (L4) 1214 1 
703777740003131 ■■■□□□□■■■■■■■■■■■■■■■□□□□□□□□□□□□■■□□■□■■■ CAS1-Delhi EAI EAI (L3) 1312 1 
777777777720631 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□■□□□□■■□□■■■ H3 EA EA (L4.1.2) 134 1 
777776777760601 ■■■■■■■■■■■■■■■■■□■■■■■■■■■■■■■■□□□□■■□□□□■ X2 EA EA (L4.1.1) 137 1 
703777700003771 ■■■□□□□■■■■■■■■■■■■■■□□□□□□□□□□□□□■■■■■■■■■ CAS1-Delhi EAI EAI (L3) 142 1 
777377777761771 ■■■■■■■■■□■■■■■■■■■■■■■■■■■■■■■■□□□■■■■■■■■ UKN EA UNK 1516 1 
757777777760731 ■■■■□■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■■□■■■ T2 EA EA (L4) 153 1 
377777607760771 □■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■■□□□□■■■■■■■ LAM9 EA EA (L4.3) 177 1 
777737777760371 ■■■■■■■■■■■■□■■■■■■■■■■■■■■■■■■■□□□□□■■■■■■ T3 EA EA (L4) 2040 1 
777736777760771 ■■■■■■■■■■■■□■■■■□■■■■■■■■■■■■■■□□□□■■■■■■■ X1 EA EA (L4.1.1) 217 1 
703777400001771 ■■■□□□□■■■■■■■■■■■■□□□□□□□□□□□□□□□□■■■■■■■■ CAS1_Dehi EAI EAI (L3) 22 1 
777777777760601 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□□■■□□□□■ T1 EA EA (L4) 244 1 
777737377720771 ■■■■■■■■■■■■□■■■■■□■■■■■■■■■■■□■□□□□■■■■■■■ H3 EA EA (L4.1.2) 3134 1 
177000377760771 □□■■■■■■■□□□□□□□□□□■■■■■■■■■■■■■□□□□■■■■■■■ T3-ETH EA EA (L4) 3141 1 
006737777760771 □□□□□□■■□■■■□■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T3 EA EA (L4) 3314 1 
376777737760771 □■■■■■■■□■■■■■■■■■■■■□■■■■■■■■■■□□□□■■■■■■■ T1 EA EA (L4) 3315 1 
703417740003771 ■■■□□□□■■■□□□□■■■■■■■■□□□□□□□□□□□□■■■■■■■■■ CAS1-Delhi EAI EAI (L3) 3319 1 
703177740003771 ■■■□□□□■■□□■■■■■■■■■■■□□□□□□□□□□□□■■■■■■■■■ CAS1-Delhi EAI EAI (L3) 3835 1 
000000007760771 □□□□□□□□□□□□□□□□□□□□□□□□■■■■■■■■□□□□■■■■■■■ UKN EA EA (L4.3) 4 1 
777777770000000 ■■■■■■■■■■■■■■■■■■■■■■■■□□□□□□□□□□□□□□□□□□□ UKN EA UKN 46 1 
777775777760731 ■■■■■■■■■■■■■■■■□■■■■■■■■■■■■■■■□□□□■■■□■■■ T2 EA EA (L4) 584 1 
777177777760771 ■■■■■■■■■□□■■■■■■■■■■■■■■■■■■■■■□□□□■■■■■■■ T1 EA EA (L4) 613 1 
777777777420731 ■■■■■■■■■■■■■■■■■■■■■■■■■■■■□□□■□□□□■■■□■■■ Ural-1 EA EA (L4.2.1) 817 1 
700000007177771 ■■■□□□□□□□□□□□□□□□□□□□□□■■■□□■■■■■■■■■■■■■■ ETH MA ETH (L7) 910 1 

EA = Euro-American, EA = East-Asian, EAI = East-African-Indian, IO=Indo-Oceanic, ETH = Ethiopian, UKN=Unknown, WA=West Africa, MA = Mycobacterium Africanum, ND=Not-defined. 
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4. Discussion 

A review on molecular epidemiology of MTBC in Ethiopia [16] highlighted the scarcity of data from certain regions such as Harari 
and pastoralist communities of Oromia which include the Borena and Guji zones. The low number of isolates identified from these 
regions and other less investigated areas would restrict the scientific community’s ability to observe the full picture of the transmission 
dynamics and population structure of MTBC in Ethiopia. In line with this, the current study examined the genomic diversity of MTBC 
isolates obtained from patients in a large geographical area spanning from the central part of Ethiopia to the far Southeast (Moyale) 
bordering the northern part of Kenya and the East (Diredawa, Harar, and Jigjiga) doorway to Djibouti and Somalia. 

Supporting previous studies summarized in two recent reviews [15,16], a heterogeneous MTBC population structure dominated by 
the T and CAS families with the corresponding EA (L4) and EAI (L3) lineages was shown in the current study. Three-quarters (75.3 %) 
of the isolates in this study were members of EA (L4). A similar or higher proportion of EA (L4) has been reported from different parts of 
Ethiopia, including the current study sites [14,22–27]. However, a lower proportion (40.1 %) of EA (L4) has been reported in 
northwest Ethiopia [28]. We also identified the globally predominant sub-lineages L4.1.2/Haarlem (n = 5) and L.4.3/LAM (n = 5). 
L4.1.2/Haarlem was previously shown to be connected to a high rate of transmission clusters [29] in Ethiopia. It is also the third major 
sub-lineage in Ethiopia [15,16], albeit isolated in modest proportions in the current study. 

Various studies conducted in different parts of Ethiopia reported an overall low prevalence of IO (L1) and ETH (L7) [15,16]. 
Accordingly, the current study identified three IO (L1) isolates from Bale, East, and Southwest Shewa and one ETH (L7) isolate from 
West Arsi. ETH (L7), first reported from Woldia [30], is predominant in the northern highlands of Ethiopia [10,31]. It has also been 
identified in different parts of Ethiopia [11,14,32–35]. Notably, this lineage is known to progress toward disease at a slower rate than 
other lineages [36] and is mainly limited to Ethiopia and Ethiopian immigrants [37,38]. Consequently, extensive investigation is 
required to comprehend why it is unique to Ethiopia and Ethiopians. 

Three isolates of the West African-bound MA (L5 and L6) lineages were also identified from Arsi and Guji. When verified using the 
SNP-based lineage identification tool [5], one isolate was identified as unknown, whereas the other two were confirmed as MA (L5 and 
L6). There is an evidence that the MA (L5 and L6) are less virulent and are being replaced by EA (L4) in West Africa [10]. Conversely, in 
Ethiopia where EA (L4) is predominant, MA (L5 and L6) lineages have been isolated sporadically [22,23,32,39,40]. Therefore, it is 
crucial to carefully examine the impact of these lineages on the epidemiology of TB in Ethiopia, as this may have implications for TB 
control strategies and treatment approaches. 

Consistent with other investigations carried out in Ethiopia [11–13], the T3-ETH sub-lineage/SIT149 spoligotype, reported to be 
more likely in a cluster [36,41,42], was the most frequent in our study, followed by the T1 sub-lineage/SIT53 spoligotype. A study 

Fig. 2. Distribution of major lineages in central, eastern and southeastern Ethiopia. Pie charts show the proportions of the six lineages among MTBC 
isolates in each zone from where isolates were obtained. The size of the circle does not correspond to the number of isolates analyzed. The actual 
numbers are shown in Supplementary material 2: color codes are as in Fig. 2. A total of 223 MTBC isolates were included. (For interpretation of the 
references to color in this figure legend, the reader is referred to the Web version of this article.) 
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conducted in Oromia region [43], which included the zones from which two-thirds of our isolates were obtained, found a high pro-
portion of clustered ST149 spoligotype followed by orphan spoligotypes rather than the commonly reported T or CAS sub-lineages. 
This could be attributed to several factors including differences in sampling techniques, the broad geographic area and high popu-
lation of the region and the relatively small sample size used in the current study. 

The high proportion of clustered spoligotypes, particularly SIT149, identified in different parts of the country magnifies its key role 
in TB transmission dynamics and disease burden in Ethiopia. Furthermore, the finding that 16.3 % of the 49 isolates with spoligotype 
SIT149 in the current study were from children aged ≤15 years may indicate an ongoing TB transmission from adults to children. A 
similar proportion (16.6 %) of the total isolates were not registered in the online SITVIT2/SPOLDB4 database suggesting that there is a 
need further clarify the population structure of MTBC causing TB in Ethiopia. 

A relatively large cluster (n = 11) of the SIT41 spoligotype, which is phylogeographically specific to Turkey [44], was reported in 

Fig. 3. Distribution of MTBC sub-lineages in central, eastern and southeastern Ethiopia. Pie charts show the proportions of the sub-lineages among 
MTBC isolates in each zone from where isolates were obtained. The size of the circle does not correspond to the number of isolates analyzed. The 
actual numbers are shown in Supplementary material 4: color codes are as shown in Fig. 3. A total of 223 MTBC isolates were included. (For 
interpretation of the references to color in this figure legend, the reader is referred to the Web version of this article.) 

Table 4 
Comparison of patient characteristics with clustering of MTBC isolates from the central, eastern and southeastern Ethiopia.  

Variable Category Clustered (N/%) Unique (N/%) COR (95 % CI) P-value AOR (95 % CI) P-value 

Age ≤15 17 (89.5) 4 (10.5) 2.975 (0.823–10.760) 0.096 3.055 (0.831–11.230) 0.093 
16–24 36 (64.3) 20 (35.7) 1.260 (0.525–3.022) 0.605 1.393 (0.572–3.390) 0.465 
25–34 61 (82.4) 13 (17.6) 3.285 (1.324–8.146) 0.01 3.728 (1.467–9.470) 0.006 
35–44 25 (65.8) 13 (34.2) 1.346 (0.517–3.505) 0.543 1.363 (0.517–3.593) 0.531 
≥45 20 (58.8) 14 (41.2) 1  1  

Sex Male 95 (73.1) 35 (26.9) 1.230 (0.685–2.209) 0.488   
Female 64 (68.8) 29 (31.2) 1    

Region Central 68 (72.3) 26 (27.9) 1.012 (0.527–1.945) 0.97   
Southeast 29 (67.4) 14 (32.6) 0.802 (0.363–1.772) 0.585   
East 62 (72.1) 24 (27.9) 1    

Treatment New 74 (66.7) 37 (33.3) 0.635 (0.354–1.141) 0.129 0.644 (0.350–1.185) 0.158 
Previously treated 85 (75.9) 27 (24.1) 1  1  

Lineage EA (L4) 123 (73.2) 45 (26.8) 1.443 (0.751–2.770) 0.201 1.842 (0.919–3.689) 0.061 
Others 36 (65.5) 19 (34.5) 1     
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this study with the majority (10/11) being from patients in southeastern (Borena and Guji) Ethiopia. This sub-lineage, although in 
small numbers (n ≤ 5), was previously reported [23,28,30,32,43,45–48] in different parts of Ethiopia. Similarly, it was reported to be 
less common in the African continent [49]. Clusters of larger size (n = 6) from Guji and Liben area pastoralists [50] and most recently 
from Arsi zone (n = 7) [29] were reported. The findings of our study strengthen the increasing importance of this clade in the 
pastoralist communities of the southeastern Ethiopia and call for further investigation to assess its role in TB disease burden of these 
regions and to implement appropriate interventions. 

The widely studied Beijing sub-lineage of the (EAS) L2 lineage characterized by its worldwide geographical distribution and 
virulent properties [38] has previously been documented in some parts of Ethiopia [25,48,51,52]. In this study, in addition to the 
classical Beijing strain-SIT1, we identified a rare spoligotype cluster, SIT541, characterized by the absence of two more spacers (40 and 
41) compared to the predominant SIT1. At the time of our analysis, only 16 isolates were reported worldwide, representing 0.1 % of the 
total registered Beijing lineage, as per the SITVIT2 database. Interestingly, in the present study, all SIT541 isolates were detected in 
eastern Ethiopia, specifically in Diredawa (three isolates) and Harar (one isolate). The exclusive detection of this spoligotype in eastern 
Ethiopia and its limited global distribution may suggest a localized emergence and transmission of this strain in the region. 
Furthermore, the findings of the current study, together with a previous study reporting a similar frequency of SIT1 from Diredawa 
[24], may indicate a unique epidemiological pattern and stress the evolving nature of the Beijing strain in the region, highlighting the 
need for enhanced surveillance and monitoring. A large scale longitudinal study is required to better understand the pressure that this 
lineage might put on the community in the region and on the overall TB control effort of the region. 

A high rate (71.3 %) of clustered sub-lineages with known SIT was recorded in the current study. Besides, the proportion of 
clustered isolates was higher in each geographic region: Central (72.3 %), Eastern (72.1 %) and Southeastern (67.4 %). A comparable 
rate of clustering has been reported from different regions across Ethiopia [11,13,23,53,54]. The high rate of clustering rate, although 
not with epidemiological link information, could indicate an ongoing transmission of TB in the respective regions. Variables, such as 
sex, geographic region, treatment history, and lineage were not significantly associated with an isolate being in a cluster. However, 
patients aged 25–34 years (AOR = 3.728, 95 % CI (1.467–9.470)) were more likely to be part of a cluster compared to those aged >45 
years. This may indicate that individuals in this age group had a higher risk of recent TB and therefore, could be an entry point for 
targeted interventions. 

Convenient selection of isolates from specific diagnostic centers may pose selection bias and the relatively small number of isolates 
could affect the representativeness of the study result. Besides, the low discriminatory power of spoligotyping limits our conclusion 
regarding MTBC transmission dynamics. In contrast, whole-genome sequencing (WGS) provides a more comprehensive understanding 
of TB transmission patterns and strain diversity owing to its higher resolution, single nucleotide polymorphisms identification ca-
pabilities, better discrimination and provision of additional information compared to traditional typing methods such as spoligotyping 
[55]. Additionally, it prevents unnecessary false cluster investigations and allows more targeted interventions [56]. Additionally, it 
enables more focused actions to avoid pointless cluster investigations. 

5. Conclusion 

Though dominated by T (L4) and CAS (L3) families, our findings indicate that the genetic diversity of MTBC in the study area is 
diverse. The predominance of EA (L4) in the study area, comprising three-fourths of the isolates analyzed, shows its impact on the TB 
landscape of the country. Moreover, the identification of the Beijing strain, particularly the rare SIT541 spoligotype cluster in Eastern 
Ethiopia, calls for enhanced surveillance. Understanding the genetic diversity and transmission dynamics of EA (L4) could reveal the 
factors contributing to its predominance in Ethiopia. Hence, it is imperative to undertake a large scale study using advanced tools such 
as WGS to gather a comprehensive information and guide the national TB control program in implementing targeted interventions to 
combat TB in Ethiopia. 
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