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Abstract
Background  In 2022, approximately 56.5% of adults and 47.1% of children and adolescents were affected by 
Helicobacter pylori (H. pylori) infection in Africa, and clarithromycin-resistant H. pylori (CRHp) strains have become 
global priority pathogens. Therefore, this study aimed to conduct the first comprehensive systematic review and 
meta-analysis of CRHp in Africa.

Methods  This investigation was conducted according to the guidelines of the Preferred Reporting Items for 
Systematic reviews and Meta-Analyses (The PRISMA 2020). Literature search of electronic databases (Google Scholar, 
African Journals Online, ResearchGate, PubMed, Embase, and Scopus) was performed using keywords “clarithromycin”, 
“Helicobacter pylori”, “African country name”, “mutation in the 23S rRNA”.

Results  Sixty-five studies involving 5,313 H. pylori strains isolated over 26 years (1997–2022) from 23 African countries 
were included in this study. The samples from which CRHp was isolated included gastric biopsy (60/63; 95%), and 
stool (4/63; 6%). The pooled prevalence of CRHp in Africa was 27% (95% CI: 22, 33). There was a steady trend in the 
prevalence of CRHp isolated in Africa over the 26 years (R2 = 0.0001, p = 0.92, slope coefficient of -0.05x). Ten types of 
23S rRNA mutations (conferring clarithromycin resistance) were identified, and included mainly A2143G (465 H. pylori 
strains out of 1178 tested) and A2142G (344 H. pylori strains out of 1027).

Conclusion  To enhance the accuracy and validity of surveillance data for H. pylori in Africa, there is an urgent need 
for implementing standardized microbiological methods for resistance detection. The prevalence of CRHp reported 
in this study was very similar to the overall global prevalence and there is a need for more representative studies on 
CRHp in Africa. While waiting for this, the treatment of H. pylori infections must be based on the guidelines of the 
AHMSG first Lagos consensus.

Keywords  Helicobacter pylori, Clarithromycin resistance, Antimicrobial resistance in Africa, Global priority pathogens, 
Systematic review, Meta-analysis

Clarithromycin-resistant Helicobacter pylori 
in Africa: a systematic review and meta-
analysis
Komla Mawunyo Dossouvi1* , Tchilabalo Bouyo2, Simon Sognonnou3, Ephraim Ehidiamen Ibadin4 , Lu-chao Lv5, 
Bissoume Sambe Ba6 , Abdoulaye Seck7, Sika Dossim8 , Fábio Parra Sellera9,10 , Makhtar Camara11, Amr El 
Kelish12,13  and Stella Ifeanyi Smith14,15

http://creativecommons.org/licenses/by-nc-nd/4.0/
http://creativecommons.org/licenses/by-nc-nd/4.0/
http://orcid.org/0000-0003-0967-5314
http://orcid.org/0000-0002-8716-4619
http://orcid.org/0000-0001-7636-7632
http://orcid.org/0000-0002-1541-229X
http://orcid.org/0000-0002-4725-0125
http://orcid.org/0000-0002-1683-8436
http://orcid.org/0000-0003-2163-1189
http://crossmark.crossref.org/dialog/?doi=10.1186/s13756-025-01533-6&domain=pdf&date_stamp=2025-4-9


Page 2 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

Introduction
Helicobacter pylori, (H. pylori) is responsible for one of 
the most common human bacterial infections world-
wide [1, 2]. In 2022, Africa had the highest prevalence of 
H. pylori infection compared to other global regions [2]. 
The prevalence of H. pylori infection in Africa (56.5% for 
adults and 47.1% for children and adolescents) may be 
underestimated because of the scarcity of data on asymp-
tomatic H. pylori carriage in most African countries [2, 
3]. H. pylori infections are usually associated with poor 
sanitation and unclean water supplies [4].

H. pylori is also responsible for approximately 90% of 
the global burden of non-cardiac gastric cancer [5]. In 
2020, the International Agency for Research on Cancer 
has classified H. pylori as a class 1 carcinogen, with a 
higher incidence of cancer than the human papillomavi-
rus, hepatitis B virus, and hepatitis C virus [6]. To estab-
lish and maintain infections, H. pylori strains use several 
virulence factors such as adhesins (babA), urease (ure 
operon), vacuolating cytotoxin (vacA), immunodominant 
antigen (cagA), and the induced by contact with epithe-
lium (iceA), which are most frequently associated with 
peptic ulceration and increased production of IL-8 [7, 8].

Advances in medicine have improved the treatment of 
H. pylori infection. In Africa, first-line therapy combines 
antibiotics (amoxicillin, clarithromycin) with proton 
pump inhibitors (PPIs), whereas second-line or salvage 
therapies (levofloxacin-based triple therapy, sequen-
tial non-bismuth quadruple therapy, or bismuth-based 
quadruple therapy) combine antibiotics (amoxicillin, 
clarithromycin, nitroimidazole, levofloxacin, and tetracy-
cline) with PPIs and bismuth compounds [3].

The antimicrobial resistance has not spared H. pylori 
strains, with global resistance rates of 24% for levofloxa-
cin, 34% for clarithromycin, and 55% for metronidazole 
[9]. Clarithromycin inhibits H. pylori protein synthesis 
by interacting with the peptidyl transferase ring in the V 
region of the 23S ribosomal RNA (rRNA) subunit of H. 
pylori strains. Mutations in the 23S rRNA are responsible 
for clarithromycin resistance [10–12]. The resistance of 
H. pylori to clarithromycin is associated with a seven-
fold risk of treatment failure when using a clarithro-
mycin-based regimen [9]. Therefore, in areas with low 
clarithromycin resistance (< 15%), the treatment algo-
rithm consists of amoxicillin, clarithromycin, and a PPI, 
whereas second-line therapeutic regimens are used for 
areas with clarithromycin resistance > 15% [13].

In 2017, the World Health Organization (WHO) 
released a global priority list of antibiotic-resistant bac-
teria, and clarithromycin-resistant H. pylori (CRHp) 
strains were ranked as high-priority pathogens for which 
new antibiotics are urgently needed [14]. Therefore, from 
an epidemiological standpoint, monitoring the spread 

of CRHp has become a priority for global public health 
authorities.

The previous pooled prevalences of CRHp determined 
in Africa should be taken cautiously since the studies 
were only limited to a few African countries [9, 15]. To 
address the lack of quality data on CRHp in Africa, this 
study aimed to conduct the first comprehensive system-
atic review and meta-analysis of CRHp in Africa.

Methods
This systematic review and meta-analysis was conducted 
according to the guidelines of the Preferred Reporting 
Items for Systematic reviews and Meta-Analyses (The 
PRISMA 2020) [16].

Literature review
A comprehensive literature search of electronic databases 
(Google Scholar, African Journals Online, ResearchGate, 
PubMed, Embase, and Scopus) was performed using 
keywords “clarithromycin”, “Helicobacter pylori”, “Africa”, 
“African country name”, “mutation in the 23S rRNA”). 
The database search was conducted from March 23, 
2024, to April 30, 2024, and the studies written in French 
and English were included in this systematic review and 
meta-analysis.

Eligibility criteria
This systematic review and meta-analysis included origi-
nal peer-reviewed research articles and theses report-
ing CRHp in African countries. Studies reporting CRHp 
using both genotypic and phenotypic methods, were 
included. After identification, duplicate articles were 
excluded. Reviews, commentaries, perspectives, and 
non-peer-reviewed articles, reporting CRHp in Africa 
were also excluded. Furthermore, peer-reviewed research 
articles and theses on H. pylori strains isolated from out-
side Africa were also excluded.

Quality assessment
Two authors performed the article quality assessment 
using the Joanna Briggs Institute (JBI) Prevalence Criti-
cal Appraisal Tool [17]. The results of the article quality 
assessment are presented in the Additional file 1. The 
JBI prevalence appraisal tool includes 10 questions for 
each article to be answered Yes (Y) or No (N). A posi-
tive answer (Y) was worth 10%, and the total number of 
points that could be obtained for an article was 100%. 
Studies with a score of ≥ 50% were considered of good 
quality and were included in the analyses (Additional file 
1).

Data extraction
For each study included in this systematic review and 
meta-analysis, the following data were extracted: country, 
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authors and references, sample collection period, study 
design, sample from which the H. pylori strains were 
isolated, methods used to assess clarithromycin resis-
tance, total number of H. pylori strains studied, number 
of CRHp strains, mutations within the 23S rRNA confer-
ring clarithromycin resistance and virulence genes. Two 
authors conducted the data extraction, and disagree-
ments were resolved by discussion, data cross-checking, 
and validation.

Data analysis
The pooled prevalences and their p-values, forest plots 
and their p-values, funnel plot, and meta-regression 
were obtained using Stata v17.0 with commands such as 
‘metaprop’, ‘metafunnel’, ‘metabias’, and ‘meta regress’. 
The pooled prevalence were presented with a 95% CI, 
corresponding p-value and forest plot. Funnel plot sym-
metry and Egger’s test statistics were used to evaluate 
prevalence publication bias [18, 19]. Microsoft Excel 
2016 v2.0, was used to perform the remaining statisti-
cal analyses, and draw associated graphs. The p-values 
obtained using Microsoft Excel were calculated based on 
the chi-square proportion comparison test. The level of 
significance for all statistical tests was set at p < 0.05.

Selection of studies
A literature search of public databases (Google Scholar, 
ResearchGate, African Journals Online, PubMed, 
Embase, and Scopus), generated 923 studies. Subse-
quently, 426, 327, 19, 46, and 40 studies were excluded 
for duplication, data outside Africa, other types of stud-
ies (reviews, commentaries, non-peer-reviewed articles 
and perspective articles), studies reporting bacteria other 
than H. pylori, and studies without any data on clarithro-
mycin resistance, respectively. The remaining 65 stud-
ies (64 research articles and one thesis) were included in 
this systematic review and meta-analysis (Fig. 1). Table 1 
shows the data collected from the 65 studies.

Results
Characteristics of included studies
The article quality assessment using the JBI prevalence 
critical appraisal tool provided an overall risk of bias 
assessment score of 89.5% (Additional file 1). A total of 
5,313 H. pylori strains were studied across 65 studies and 
were isolated over 26 years (1997–2022) from 23 Afri-
can countries (Fig. 2). Thirty-two studies mentioned the 
type of study, including 18 (56%) cross-sectional studies, 
10 (31%) prospective studies, three (9%) observational 
studies, and one (3%) case-control study. The number of 
studies on CRHp per year has increased over the years in 
Africa (Fig. S1).

Samples carrying CRHp
Sixty-three studies (97%) specified the samples from 
which CRHp was isolated, including gastric biopsy 
(60/63; 95%), and stool (4/63; 6%).

Methods used to assess clarithromycin resistance
Sixty-two studies (95%) specified the methods used to 
assess clarithromycin resistance. The phenotypic meth-
ods (48/62; 77%), included the Kirby-Bauer disc diffu-
sion method (22/62; 36%), E-test (20/62; 32%), and agar 
dilution method (6/62; 10%). Genotypic methods (38/62; 
61%), included real-time polymerase chain reaction (RT-
PCR) (17/62; 27%), polymerase chain reaction-restriction 
fragment length polymorphism (PCR-RFLP) (9/62; 15%), 
end-point PCR (5/62; 8%), DNA sequencing (5/62; 8%), 
and the Genotype Helicobacter DR Kit (2/62; 3%).

Pooled prevalence of CRHp
A total of 5,313 H. pylori strains were studied, of which 
1,288 were resistant to clarithromycin. The pooled prev-
alence of CRHp in Africa was 27% (95% CI: 22, 33). A 
large discrepancy was reported among the prevalences of 
CRHp, ranging from 0% (95% CI: 0, 2) to 100% (95% CI: 
89, 100), (I2 = 95.3%, p < 0.001) (Fig. S2).

Publication bias
The presence of publication bias on the studies of CRHp 
in Africa was reported with a bias coefficient of 2.18 (Fig. 
S3).

Evolution of the prevalence of CRHp over time
Meta-regression of the prevalences of CRHp isolated in 
Africa over the 26 years did not reveal any significant 
variation (R2 = 0.0001, p = 0.92), with an insignificant 
downward trend (slope coefficient of -0.05x).

Mutations within the 23S rRNA conferring clarithromycin 
resistance
Thirty studies (46%) identified ten types of mutations 
within the 23S rRNA (Table S1). A2143G (carried by 465 
H. pylori strains out of 1178 tested) and A2142G (344 H. 
pylori strains out of 1027) were by far the most reported 
23S rRNA mutations in Africa (p < 0.0001) (Table S1).

There was no difference between the prevalence of 
A2143G and A2142G in Northern Africa (p = 0.17) and 
southern Africa (p = 0.08). Nevertheless, the A2143G 
mutation was significantly more prevalent in Eastern 
Africa and Central Africa (Table 2). Several studies have 
reported cases of multiple 23S rRNA mutations in H. 
pylori strains.

Virulence genes
Eleven articles (17%) searched and reported H. pylori 
virulence genes. cagA (10/11; 91%) and vacA (6/11; 55%) 
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Fig. 1  PRISMA search flow diagram

 



Page 5 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

Co
un

tr
y

A
ut

ho
rs

 a
nd

 R
ef

er
en

ce
St

ra
in

s 
is

ol
at

io
n 

pe
ri

od

St
ud

y 
de

si
gn

Sa
m

pl
e

M
et

ho
d 

us
ed

 to
 a

ss
es

s 
cl

ar
-

ith
ro

m
yc

in
 re

si
st

an
ce

N
um

be
r 

of
 H

. 
py

lo
ri 

st
ra

in
s

CR
H

p
%

m
ut

at
io

ns
 in

 th
e 

23
S 

rR
N

A
VG

Al
ge

ria
Ba

ch
ir 

et
 a

l. 
20

18
 [3

5]
20

12
–2

01
5

N
A

ga
st

ric
 b

io
ps

ie
s

E-
te

st
,

ag
ar

 d
ilu

tio
n 

m
et

ho
d

15
1

38
25

.2
N

T
va

cA
, 

ca
gA

,
D

je
nn

an
e-

H
ad

ib
i e

t a
l. 

20
15

 [3
6]

20
08

–2
01

4
pr

os
pe

ct
iv

e
ga

st
ric

 b
io

ps
ie

s
Sc

or
pi

on
 re

al
-t

im
e 

PC
R

91
32

35
.2

A2
14

3G
 (2

6/
32

; 8
1%

), 
A2

14
2G

 
(3

/3
2;

 9
.4

%
), 

A2
14

2C
 (2

/3
2;

 
6.

3%
)

N
T

Ba
ch

ir 
et

 a
l. 

20
18

 [3
7]

20
14

–2
01

6
N

A
ga

st
ric

 b
io

ps
ie

s
E-

te
st

,
re

al
 ti

m
e 

PC
R

21
2

53
25

A2
14

3G
 (6

9/
23

2)
,

A2
14

2G
 (6

9/
23

2)
N

T

Ra
af

 e
t a

l. 
20

17
 [3

8]
20

15
–2

01
6

pr
os

pe
ct

iv
e 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n

m
et

ho
d,

E-
te

st
, r

ea
l-t

im
e

PC
R

27
9

33
.3

A2
14

3G
 (1

4/
60

), 
A2

14
2G

 (1
4/

60
)

N
T

Bu
rk

in
a 

Fa
so

Si
a 

et
 a

l. 
20

18
 [3

9]
20

17
pr

os
pe

ct
iv

e
ga

st
ric

 b
io

ps
ie

s
Sc

or
pi

on
 re

al
 ti

m
e 

PC
R

13
2

12
9.

1
A2

14
3G

 (1
2/

12
)

N
T

Ca
m

er
oo

n
Ko

ui
tc

he
 M

ab
ek

u 
et

 a
l. 

20
19

 [4
0]

20
13

–2
01

5
cr

os
s-

se
ct

io
na

l 
st

ud
y

ga
st

ric
 b

io
ps

ie
s

Ki
rb

y–
Ba

ue
r d

isc
 d

iff
us

io
n 

m
et

ho
d

14
0

19
13

.6
N

T
N

T

N
di

p 
et

 a
l. 

20
08

 [4
1]

20
06

N
A

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d
13

2
59

44
.7

N
T

N
T

Ch
ad

Be
ss

im
ba

ye
 e

t a
l. 

20
21

 
[4

2]
20

20
–2

02
1

ob
se

rv
at

io
na

l
di

ag
no

st
ic

 st
ud

y
ga

st
ric

 b
io

ps
ie

, 
st

oo
l

di
sc

 d
iff

us
io

n 
m

et
ho

d
59

10
16

.9
N

T
N

T

Re
pu

bl
ic

 o
f t

he
 

Co
ng

o
O

nt
sir

a-
N

go
yi

 e
t a

l. 
20

15
 

[4
3]

20
13

–2
01

4
cr

os
s-

se
ct

io
na

l
ga

st
ric

 b
io

ps
ie

s
re

al
-t

im
e 

PC
R

56
1

1.
8

A2
14

2G
 (1

/1
)

A2
14

3G
 (1

/1
)

N
T

Iv
or

y 
Co

as
t

D
ip

lo
 e

t a
l. 

20
17

 [4
4]

20
15

–2
01

6
N

A
ga

st
ric

 b
io

ps
ie

s
Cl

as
sic

 P
CR

98
26

26
.5

N
A

N
T

D
em

oc
ra

tic
 

Re
pu

bl
ic

 o
f 

Co
ng

o

Ts
hi

ba
ng

u-
Ka

ba
m

ba
 e

t 
al

. 2
02

0 
[4

5]
20

17
–2

01
8

N
A

ga
st

ric
 b

io
ps

ie
s

ag
ar

 d
ilu

tio
n 

m
et

ho
d

10
2

24
23

.5
A2

14
2G

 (4
/2

4;
 1

6.
7%

),
A2

14
3G

 (1
7/

24
; 7

0.
8%

)
N

T

Et
hi

op
ia

Er
ki

hu
n 

et
 a

l. 
20

23
 [4

6]
20

19
cr

os
s-

se
ct

io
na

l
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d

24
16

66
.7

N
T

N
T

As
ra

t e
t a

l. 
20

04
 [4

7]
N

A
N

A
N

A
E-

te
st

50
0

0
N

T
N

T
Eg

yp
t

El
ra

ke
eb

 e
t a

l. 
20

21
 [4

8]
20

19
–2

02
0

pr
os

pe
ct

iv
e 

ra
n-

do
m

iz
ed

 st
ud

y
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

as
sa

y
52

17
32

.7
N

T
N

T

Ta
bl

e 
1 

Ch
ar

ac
te

ris
tic

s o
f t

he
 6

5 
st

ud
ie

s i
nc

lu
de

d 
in

 th
is 

st
ud

y



Page 6 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

Co
un

tr
y

A
ut

ho
rs

 a
nd

 R
ef

er
en

ce
St

ra
in

s 
is

ol
at

io
n 

pe
ri

od

St
ud

y 
de

si
gn

Sa
m

pl
e

M
et

ho
d 

us
ed

 to
 a

ss
es

s 
cl

ar
-

ith
ro

m
yc

in
 re

si
st

an
ce

N
um

be
r 

of
 H

. 
py

lo
ri 

st
ra

in
s

CR
H

p
%

m
ut

at
io

ns
 in

 th
e 

23
S 

rR
N

A
VG

Eg
yp

t
El

 S
ay

ed
 Z

ak
i e

t a
l. 

20
16

 
[4

9]
20

14
–2

01
5

N
A

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
as

sa
y, 

PC
R-

RF
LP

72
36

50
A2

14
3G

(1
5/

72
), 

A2
14

2G
 (1

3.
9%

; 1
0/

72
)

N
T

Ra
m

zy
 e

t a
l. 

20
16

 [5
0]

20
13

N
A

ga
st

ric
 b

io
ps

ie
s

PC
R-

RF
LP

70
40

57
.1

A2
14

2G
 3

9/
70

), 
A2

14
3G

 (1
/7

0)
N

T
H

us
sie

n 
et

 a
l. 

20
22

 [3
4]

20
18

–2
01

9
N

A
ga

st
ric

 b
io

ps
ie

s
ag

ar
 d

ilu
tio

n 
m

et
ho

d
19

18
94

.7
N

T
N

T
Sh

er
if 

et
 a

l. 
20

04
 [5

1]
20

02
–2

00
3

N
A

ga
st

ric
 b

io
ps

ie
s

E-
te

st
48

2
4.

2
N

T
N

T
Ab

da
lla

h 
et

 a
l. 

20
23

 [5
2]

N
A

cr
os

s-
se

ct
io

na
l

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d
30

15
50

N
T

N
T

Es
hr

a 
et

 a
l. 

20
23

 [5
3]

20
22

cr
os

s-
se

ct
io

na
l

ga
st

ric
 b

io
ps

ie
s

E-
te

st
40

21
52

.5
N

T
N

T
H

an
af

y 
an

d 
Se

le
em

, 2
01

9 
[5

4]
20

16
–2

01
8

ob
se

rv
at

io
na

l 
st

ud
y

ga
st

ric
 b

io
ps

ie
s

E-
te

st
, R

FL
P-

PC
R

49
12

24
.5

A2
14

2G
 (9

/1
2)

,
A2

14
3G

 (3
/1

2)
N

T

Ab
d 

El
 A

ze
em

 e
t a

l. 
20

17
 

[5
5]

N
A

N
A

st
oo

l
di

sc
 d

iff
us

io
n 

m
et

ho
d

23
11

47
.8

N
T

ca
gA

, 
ba

b7
 a

lle
le

 
of

 b
ab

A2
At

tia
 e

t a
l. 

20
22

 [5
6]

N
A

N
A

ga
st

ric
 b

io
ps

ie
s

re
al

-t
im

e 
PC

R
32

12
37

.5
A2

14
2C

 (4
/1

2)
, A

21
43

G
 (1

2/
32

)
N

T
H

am
za

 e
t a

l. 
20

18
 [5

7]
N

A
N

A
st

oo
l

PC
R-

RF
LP

, d
isc

 d
iff

us
io

n 
m

et
ho

d
20

12
60

A2
14

2G
 (2

/1
2)

, A
21

43
G

 (3
/1

2)
ca

gA
, v

ac
A

La
be

eb
 a

nd
 E

l-k
hy

at
, 

20
19

 [5
8]

N
A

cr
os

s-
 se

ct
io

na
l

ga
st

ric
 b

io
ps

ie
s

ag
ar

 d
ilu

tio
n 

m
et

ho
d

18
9

50
N

T
ca

gA

Ab
de

lsa
m

i e
t a

l. 
20

20
 [5

9]
20

19
–2

02
0

N
A

ga
st

ric
 b

io
ps

ie
s

E-
te

st
, R

FL
P-

PC
R

50
27

54
A2

14
2G

 (5
/5

0)
, A

21
43

G
 (2

1/
50

)
N

T
So

lta
n 

et
 a

l. 
20

18
 [6

0]
20

16
–2

01
7

cr
os

s-
se

ct
io

na
l

ga
st

ric
 b

io
ps

ie
s

RF
LP

-P
CR

71
47

66
.2

A2
14

2G
 (3

9/
71

), 
A2

14
3G

 (1
2/

71
)

N
T

El
-G

az
za

r e
t a

l. 
20

20
 [6

1]
20

19
–2

02
0

pr
os

pe
ct

iv
e 

ob
se

r-
va

tio
na

l s
tu

dy
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d

28
9

32
.1

N
T

N
T

El
 S

ay
ed

 Z
ak

i e
t a

l. 
20

16
 

[6
2]

20
15

N
A

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d
69

49
71

N
T

N
T

G
ha

ith
 e

t a
l. 

20
16

 [6
3]

20
13

cr
os

s-
se

ct
io

na
l 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
RF

LP
-P

CR
70

39
55

.7
A2

14
2G

 (3
9/

70
)

N
T

Ta
bl

e 
1 

(c
on

tin
ue

d)

 



Page 7 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

Co
un

tr
y

A
ut

ho
rs

 a
nd

 R
ef

er
en

ce
St

ra
in

s 
is

ol
at

io
n 

pe
ri

od

St
ud

y 
de

si
gn

Sa
m

pl
e

M
et

ho
d 

us
ed

 to
 a

ss
es

s 
cl

ar
-

ith
ro

m
yc

in
 re

si
st

an
ce

N
um

be
r 

of
 H

. 
py

lo
ri 

st
ra

in
s

CR
H

p
%

m
ut

at
io

ns
 in

 th
e 

23
S 

rR
N

A
VG

Eg
yp

t
Fa

th
i e

t a
l. 

20
13

 [6
4]

20
11

–2
01

2
cr

os
s-

se
ct

io
na

l 
st

ud
y

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d,
 E

-t
es

t
16

16
10

0
N

T
ur

eC
,

El
za

he
r e

t a
l. 

20
22

 [6
5]

20
18

–2
02

1
pr

os
pe

ct
iv

e 
st

ud
y

G
as

tr
ic

 b
io

ps
ie

s
re

al
-t

im
e 

PC
R

20
5

25
N

A
N

A
M

et
w

al
ly

 e
t a

l. 
20

22
 [6

6]
20

18
–2

02
0

cr
os

s-
se

ct
io

na
l 

st
ud

y
G

as
tr

ic
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d
20

8
40

N
T

N
T

D
ia

b 
et

 a
l. 

20
18

 [6
7]

20
15

–2
01

7
N

A
ga

st
ric

 b
io

ps
ie

s
RT

-P
CR

60
4

6.
7

A2
14

3G
 (4

/6
0)

N
T

M
ah

m
ou

d 
et

 a
l. 

20
18

 [6
8]

20
16

–2
01

7
N

A
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d

70
48

68
.6

N
T

ca
gA

, 
ic

eA
1,

va
cA

 s1
, 

va
c 

A 
s2

, 
va

cA
 m

Aw
ad

 e
t a

l. 
20

20
 [6

9]
N

A
cr

os
s-

se
ct

io
na

l 
st

ud
y

ga
st

ric
 b

io
ps

ie
s

N
A

30
15

50
N

T
N

T

G
ha

zy
 e

t a
l. 

20
22

 [7
0]

N
A

N
A

ga
st

ric
 b

io
ps

ie
s

RT
-P

CR
42

27
64

.3
  2

3S
 m

ut
an

t
ca

gA
G

am
bi

a
Se

ck
a 

et
 a

l. 
20

13
 [7

1]
N

A
N

A
ga

st
ric

 b
io

ps
ie

s
ag

ar
 d

ilu
tio

n
64

0
0

N
T

N
T

Ke
ny

a
Ki

m
an

g’
a 

et
 a

l. 
20

10
 [7

2]
N

A
N

A
ga

st
ric

 b
io

ps
ie

s
E-

te
st

65
0

0
N

T
N

T
Lw

ai
-L

um
e 

et
 a

l. 
20

05
 

[7
3]

20
03

–2
00

4
cr

os
s-

se
ct

io
na

l 
de

sc
rip

tiv
e 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
N

A
16

6
11

6.
6

N
T

N
T

Ka
bu

th
i e

t a
l. 

20
21

 [7
4]

20
18

–2
01

9
cr

os
s-

se
ct

io
na

l 
de

sc
rip

tiv
e 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
E-

te
st

68
9

13
.2

N
T

N
T

M
or

oc
co

Bo
ui

ha
t e

t a
l. 

20
16

 [7
5]

20
15

–2
01

6
pr

os
pe

ct
iv

e
ga

st
ric

 b
io

ps
ie

s
E-

te
st

,
re

al
 ti

m
e 

sc
or

pi
on

 P
CR

17
7

45
25

.4
A2

14
2G

 (2
9/

51
; 5

6.
9%

); 
A2

14
3G

 
(2

0/
51

; 3
9.

2%
)

A2
14

2C
 (4

/5
1;

 7
.8

%
)

N
T

Es
sa

id
i e

t a
l. 

20
22

 [7
6]

20
17

–2
02

0
N

A
ga

st
ric

 b
io

ps
ie

s
PC

R 
- R

FL
P

96
14

14
.6

A2
14

3G
N

T
M

oz
am

bi
qu

e
Ism

ai
l e

t a
l. 

20
23

 [7
7]

20
17

–2
02

0
cr

os
s-

se
ct

io
na

l 
de

sc
rip

tiv
e

ga
st

ric
 b

io
ps

ie
s

St
an

da
rd

 P
CR

 a
nd

 se
qu

en
ci

ng
96

10
10

.4
A2

14
2G

 (2
/1

0)
, A

21
43

G
 (8

/1
0)

N
T

M
au

rit
an

ia
Kh

id
di

 e
t a

l. 
20

20
 [7

8]
20

18
N

A
ga

st
ric

 b
io

ps
ie

s
Re

al
 ti

m
e 

PC
R

76
4

5.
3

A2
14

3G
 (4

/4
)

ca
gA

N
ig

er
ia

O
ye

de
ji 

et
 a

l. 
20

09
 [7

9]
N

A
N

A
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d,

 E
-t

es
t,

PC
R-

RF
LP

, s
eq

ue
nc

in
g

18
6

0
0

N
F

N
T

N
ig

er
ia

Ab
od

er
in

 e
t a

l. 
20

07
 [8

0]
20

02
–2

00
3

20
05

–2
00

6
pr

os
pe

ct
iv

e
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

as
sa

y
32

32
10

0
N

T
N

T

Be
llo

 e
t a

l. 
20

19
 [8

1]
20

11
–2

01
3

cr
os

s-
se

ct
io

na
l

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d
10

9
0

0
N

T
N

T
H

ar
ris

on
 e

t a
l. 

20
17

 [8
2]

20
10

–2
01

3
cr

os
s-

se
ct

io
na

l
ga

st
ric

 b
io

ps
ie

s
E-

te
st

,
PC

R,
se

qu
en

ci
ng

11
1

16
14

.4
A2

14
3G

 (1
/1

6)
, A

21
44

G
 (2

/1
6)

, 
A2

14
3C

 (2
/1

6)
, C

21
96

T
ca

gA
, v

ac
A 

s1
/m

1

An
i e

t a
l. 

19
99

 [8
3]

19
97

–1
99

8
N

A
tis

su
e 

bi
op

sie
s

E-
te

st
55

7
12

.7
N

A
N

T
Ad

en
iy

i e
t a

l. 
20

12
 [8

4]
N

A
N

A
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d

43
3

7
N

T
N

T
Pa

la
m

id
es

 e
t a

l. 
20

20
* 

[8
5]

20
15

–2
01

8
N

A
ga

st
ric

 b
io

ps
ie

s
E-

te
st

88
23

26
.1

N
T

ca
gA

, v
ac

A

Ta
bl

e 
1 

(c
on

tin
ue

d)

 



Page 8 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

Co
un

tr
y

A
ut

ho
rs

 a
nd

 R
ef

er
en

ce
St

ra
in

s 
is

ol
at

io
n 

pe
ri

od

St
ud

y 
de

si
gn

Sa
m

pl
e

M
et

ho
d 

us
ed

 to
 a

ss
es

s 
cl

ar
-

ith
ro

m
yc

in
 re

si
st

an
ce

N
um

be
r 

of
 H

. 
py

lo
ri 

st
ra

in
s

CR
H

p
%

m
ut

at
io

ns
 in

 th
e 

23
S 

rR
N

A
VG

Re
un

io
n 

Isl
an

d
Ze

m
al

i e
t a

l. 
20

16
 [8

6]
20

14
N

A
ga

st
ric

 b
io

ps
ie

s
re

al
-t

im
e 

PC
R

73
9

12
.3

A2
14

2C
 (1

/9
); 

A2
14

2G
/A

21
43

G
 

(8
/9

)
N

T

Se
ne

ga
l

Se
ck

 e
t a

l. 
20

13
 [8

7]
20

07
–2

00
9

N
A

ga
st

ric
 b

io
ps

ie
s

E-
te

st
,

sc
or

pi
on

 P
CR

10
8

1
0.

9
A2

14
3G

 (1
/1

)
N

T

So
ut

h 
Af

ric
a

Pa
la

m
id

es
 e

t a
l. 

20
20

* 
[8

5]
20

15
–2

01
8

N
A

ga
st

ric
 b

io
ps

ie
s

E-
te

st
13

2
22

16
.7

N
T

ca
gA

, v
ac

A

Ta
ni

h 
et

 a
l. 

20
10

 [8
8]

N
A

N
A

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d,
 a

ga
r

di
lu

tio
n 

m
et

ho
d

20
0

40
20

N
A

N
T

Ta
ni

h 
an

d 
N

di
p,

 2
01

3 
[8

9]
N

A
N

A
ga

st
ric

 b
io

ps
ie

s
di

sc
 d

iff
us

io
n 

m
et

ho
d,

 G
en

o-
Ty

pe
 H

el
ic

oD
R 

ki
t

78
12

15
.4

A2
14

7G
 (1

2/
17

; 7
0.

6%
); 

A2
14

6C
 

(1
/1

7;
 5

.9
%

)
N

T

Ta
ni

h 
et

 a
l. 

20
11

 [9
0]

N
A

N
A

ga
st

ric
 b

io
ps

ie
s

di
sc

 d
iff

us
io

n 
m

et
ho

d,
en

d-
po

in
t P

CR
, s

eq
ue

nc
in

g
20

0
40

20
A2

14
2G

 (3
/3

), 
A2

14
3G

 (1
/3

)
N

T

Su
da

n
Al

ba
sh

a 
et

 a
l. 

20
21

 [9
1]

20
18

–2
01

9
N

A
ga

st
ric

 b
io

ps
ie

s
PC

R 
an

d 
D

N
A 

se
qu

en
ci

ng
25

9
36

A2
14

2G
 (1

/9
), 

A2
14

3G
 (5

/9
), 

T2
18

2C
 (4

/9
), 

C2
19

5T
 (3

/9
)

N
T

Ta
nz

an
ia

Ja
ka

 e
t a

l. 
20

19
 [9

2]
20

14
–2

01
6

cr
os

s-
se

ct
io

na
l 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
re

al
-t

im
e 

PC
R

18
8

54
28

.7
A2

14
3G

 (3
2/

54
), 

A2
14

2G
 

(2
2/

54
), 

A2
14

2C
 (1

/5
4)

, A
21

43
C 

(1
/5

4)

N
T

Tu
ni

sia
Be

n 
M

an
so

ur
 e

t a
l. 

20
10

 
[9

3]
20

05
–2

00
7

pr
os

pe
ct

iv
e 

m
ul

ti-
ce

nt
re

 st
ud

y
ga

st
ric

 b
io

ps
ie

s
E-

te
st

,
sc

or
pi

on
 re

al
-t

im
e 

PC
R

27
3

42
14

.6
A2

14
3G

 (3
7/

42
; 8

8.
1%

); 
A2

14
2G

 
(5

/4
2;

 1
1.

9%
)

N
T

Be
n 

M
an

so
ur

 e
t a

l. 
20

16
 

[9
4]

20
09

pr
os

pe
ct

iv
e 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
E-

te
st

21
3

14
.3

N
T

N
T

Ch
to

ur
ou

 e
t a

l. 
20

22
 [9

5]
20

17
–2

02
0

cr
os

s-
se

ct
io

na
l 

st
ud

y
ga

st
ric

 b
io

ps
ie

s
Al

lp
le

x 
H

. p
yl

or
i, 

Cl
ar

iR
 P

CR
 

As
sa

y
95

30
31

.6
A2

14
3G

 (9
0.

5%
 ; 

86
/9

5)
, A

21
42

G
 

(1
1,

6%
; 1

1/
95

)
N

T

U
ga

nd
a

An
go

l e
t a

l. 
20

17
 [9

6]
20

12
–2

01
3

cr
os

s-
se

ct
io

na
l

st
ud

y
st

oo
l

G
en

oT
yp

e 
H

el
ic

oD
R 

PC
R

21
6

28
.6

N
T

N
T

Za
m

bi
a

Ke
bo

ts
am

an
g 

et
 a

l. 
20

24
 

[9
7]

N
A

ca
se

-c
on

tr
ol

 st
ud

y
ga

st
ric

 b
io

ps
ie

s
Bo

sp
ho

re
 H

el
ic

ob
ac

te
r

py
lo

ri 
G

en
ot

yp
in

g 
Ki

t v
1 

(re
al

-
tim

e 
PC

R)

17
4

48
27

.6
A2

14
3G

 (3
8/

48
), 

A2
14

2G
 (2

9/
48

)
N

T

ca
gA

, c
yt

ot
ox

in
 a

ss
oc

ia
te

d 
ge

ne
 A

; v
ac

A,
 v

ac
ut

in
g 

cy
to

to
xi

n 
A

; N
A

, n
ot

 a
va

ila
bl

e;
 N

T,
 n

ot
 t

es
te

d;
 *

, s
tu

dy
 in

cl
ud

in
g 

st
ra

in
s 

fr
om

 m
an

y 
co

un
tr

ie
s;

 N
F,

 n
ot

 fo
un

d;
 R

FL
P,

 R
es

tr
ic

tio
n 

Fr
ag

m
en

t 
Le

ng
th

 P
ol

ym
or

ph
is

m
; C

RH
p,

 
cl

ar
ith

ro
m

yc
in

-r
es

is
ta

nt
 H

. p
yl

or
i; 

VG
, v

iru
le

nc
e 

ge
ne

Ta
bl

e 
1 

(c
on

tin
ue

d)

 



Page 9 of 13Dossouvi et al. Antimicrobial Resistance & Infection Control           (2025) 14:31 

were the most reported, followed by iceA1 (1/11; 9%), 
ureC (1/11; 9%) and babA2 (1/11; 9%).

Discussion
In the reviewed studies, the agar dilution method, con-
sidered the gold standard for antimicrobial susceptibility 
testing (AST) for H. pylori, was used in only 6 of the 65 
studies included. In contrast, the Kirby-Bauer disc dif-
fusion method, which is regarded as an unreliable AST 
method for detecting CRHp, remains the most com-
monly used method on the African continent (in 22 

Table 2  Distribution of A2143G and A2142G mutations in 
African regions
Africa and regions Mutation within the 23S rRNA p-value

A2143G
n/N (%)

A2142G
n/N (%)

Northern Africa 342/996 (34) 275/878 (31) 0.17
Western Africa 18/33 (55) 0 -
Eastern Africa 86/121 (71) 61/121 (50) 0.001*
Central Africa 18/25 (72) 5/25 (20) 0.0002*
Southern Africa 1/3 (33) 3/3 (100) 0.08
Africa 465/1178 (40) 344/1027 (34) 0.003*
*: significant difference (p < 0.05)

Fig. 2  Map of Africa showing the number of study on CRHp in Africa
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studies out of 65). This underscores the urgent need for 
implementing standardized microbiological methods for 
resistance detection to enhance the accuracy and validity 
of surveillance data.

The overall pooled prevalence of CRHp reported in 
this study was 27% (95% CI: 22, 33), and was very simi-
lar to the global pooled prevalence of CRHp from 248 
articles in 2023 [27.53% (95% CI: 25.41, 29.69)] [20]. The 
pooled prevalence of CRHp observed in Africa in this 
systematic review and meta-analysis was slightly lower 
than that reported for the Asian continent (29.57% and 
35.97% in 2023) [85, 86]. However, the CRHp prevalence 
in Africa was slightly higher than that (22%) reported in 
the Asia-Pacific region [21], and was the same as that 
(27%) reported for the Southern Asian region in 2023 
[22]. Concerning Europe, the African CRHp pooled 
prevalence was quite similar to those reported for the 
European continent, 25% in 2021 [23] and 26.25% in 
2023 [20]. The pooled prevalence of CRHp reported in 
this study was higher than that (23.86%) observed in the 
American continent in 2023 [20], and was significantly 
higher than the 10.3% [24] observed for Oceania in 2020 
and the 7.02% reported for North America in 2023 [25].

In this study, we reported a steady trend (R2 = 0.0001; 
p = 0.92) for the prevalence of CRHp in Africa for strains 
isolated from 1997 to 2022, with a slightly negative slope 
coefficient of -0.05x. This is contrary to most of the trends 
observed worldwide. An increase from 24.28% in 2010–
2017 to 32.14% in 2018–2021 was reported in a global 
study that included 248 articles in 2023 [20]. In addition, 
increases in CRHp prevalence were also observed in the 
South-East Asian Region (13% in 2006–2008 to 21% in 
2012–2016) [9], South Asia (21% in 2003–2012 to 30% in 
2013–2022) [22], Oceania (6.4% in 1997–2000 to 16.1% 
in 2000–2013) [24]. Similar to this study, steady trends 
of CRHp have been reported for Latin America (11% 
in 1996–2000, 12% in 2001–2005, 14% in 2006–2011, 
p = 0.47) [26]. Furthermore, a decreasing trend in CRHp 
prevalence was noted for the European continent (25% in 
2013–2016 to 20% (2017–2020), p = 0.002) [23].

This systematic review and meta-analysis reported ten 
types of H. pylori   23S rRNA mutations conferring clar-
ithromycin resistance in Africa. All the reported 23S 
rRNA mutations have been already observed worldwide 
[27–29]. Our results are similar to those reported in Iran: 
A2143G (46.6%), A2142G (37.2%), and A2142C (5.5%) 
[30]. However, other 23S rRNA mutations conferring 
clarithromycin resistance in H. pylori, such as A2146G, 
C2772T, C2759T, G2212A, and A2144G, reported in Bra-
zil [31], Mexico [27], Portugal [32], South Korea [33], and 
Iraq [34] have not been observed in Africa.

Conclusion
The data reported in this systematic review and meta-
analysis showed that the pooled prevalence of CRHp in 
Africa was very similar to the overall pooled prevalence 
observed globally. In addition, more representative stud-
ies on H. pylori are needed in African countries. This can 
help to appreciate the real extent of antibiotic resistance 
in H. pylori strains. While waiting for further represen-
tative studies of the African population to be carried 
out, the treatment of H. pylori infections must be based 
on the guidelines of the AHMSG first Lagos consensus, 
for which triple therapy was suggested as this could be 
tenable.
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