
Characterization of pfmdr1, pfcrt, pfK13, pfubp1, and pfap2mu in
Travelers Returning from Africa with Plasmodium falciparum
Infections Reported in China from 2014 to 2018

Jun Feng,a,b Dongmei Xu,c Xiangli Kong,d Kangming Lin,e He Yan,a Xinyu Feng,a Hong Tu,a Zhigui Xiaa

aNational Institute of Parasitic Diseases, Chinese Center for Disease Control and Prevention (Chinese Center for Tropical Diseases Research), NHC Key Laboratory of
Parasite and Vector Biology, WHO Collaborating Centre for Tropical Diseases, National Center for International Research on Tropical Diseases, Shanghai, People’s
Republic of China
bSchool of Global Health, Chinese Center for Tropical Diseases Research, Shanghai Jiao Tong University School of Medicine, Shanghai, People’s Republic of China
cShijiazhuang University of Applied Technology, Hebei, People’s Republic of China
dShandong Institute of Parasitic Diseases, Shandong First Medical University & Shandong Academy of Medical Sciences, Shandong, People’s Republic of China
eInstitute of Parasitic Diseases, Guangxi Zhuang Autonomous Region Center for Disease Control and Prevention, Guangxi, People’s Republic of China

Jun Feng and Dongmei Xu contributed equally to this article.

ABSTRACT The artemisinin-based combination therapies (ACTs) used to treat
Plasmodium falciparum in Africa are threatened by the emergence of parasites in Asia
that carry variants of the Kelch 13 (K13) locus with delayed clearance in response to
ACTs. Single nucleotide polymorphisms (SNPs) in other molecular markers, such as
ap2mu and ubp1, were associated with artemisinin resistance in rodent malaria and clini-
cal failure in African malaria patients. Here, we characterized the polymorphisms in
pfmdr1, pfcrt, pfK13, pfubp1, and pfap2mu among African isolates reported in Shandong
and Guangxi provinces in China. Among 144 patients with P. falciparum returning from
Africa from 2014 to 2018, pfmdr1 N86Y (8.3%) and pfcrt K76T (2.1%) were the major mu-
tant alleles. The most common genotype for pfcrt was I74E75T76 (8.3%), followed by E75T76
(2.1%). For K13 polymorphisms, a limited number of mutated alleles were observed, and
A578S was the most frequently detected allele in 3 isolates (2.1%). A total of 27.1%
(20/144) of the isolates were found to contain pfubp1 mutations, including 6 nonsynony-
mous and 2 synonymous mutations. The pfubp1 genotypes associated with artemisinin
resistance were D1525E (10.4%) and E1528D (8.3%). Furthermore, 11 SNPs were identi-
fied in pfap2mu, and S160N was the major polymorphism (4.2%). Additionally,
4 different types of insertions were found in pfap2mu, and the codon AAT, encoding as-
partic acid, was more frequently observed at codons 226 (18.8%) and 326 (10.7%).
Moreover, 4 different types of insertions were observed in pfubp1 at codon 1520, which
was the most common (6.3%). These findings indicate a certain degree of variation in
other potential molecular markers, such as pfubp1 and pfap2mu, and their roles in either
the parasite’s mechanism of resistance or the mode of action should be evaluated or
elucidated further.

KEYWORDS Plasmodium falciparum, Kelch 13, pfubp1, pfap2mu, antimalarial drug
resistance, Africa

M alaria treatment currently relies on artemisinin-based combination therapies
(ACTs), which are the first-line drugs used to treat uncomplicated Plasmodium

falciparum as recommended by the World Health Organization (WHO) (1). The emer-
gence and spread of Plasmodium falciparum resistant to ACTs were first reported in
western Cambodia and are a grave concern facing the Greater Mekong Subregion
(GMS) (2, 3). This has also prompted global concern, given that resistance to
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chloroquine, mefloquine, and other antimalarials arose in the same area and then
spread to sub-Saharan Africa (4, 5). Molecular markers revealing the genetic changes
have been fundamental in monitoring existing or predicting future drug resistance
reported somewhere (6, 7). Information about the molecular markers of antimalarial
drug (e.g., artemisinin-based combination therapies [ACTs]) resistance is vital for con-
tainment and elimination.

Single nucleotide polymorphisms (SNPs) at the country or region level have been
fundamental in monitoring the genomes of the parasite population. SNPs in the
Plasmodium falciparum multidrug resistance 1 (pfmdr1) gene, especially the N86Y al-
lele, have shown to be associated with resistance to chloroquine (CQ), amodiaquine,
mefloquine, and quinine (8, 9). The P. falciparum chloroquine resistance transporter
(pfcrt) gene K76T mutation has been confirmed to be closely associated with CQ resist-
ance (10, 11). The P. falciparum Kelch 13 (pfK13) gene, identified as a molecular marker
for ACT-resistant isolates first observed at the Thai-Cambodia border in 2014, has
spread to 5 countries in the GMS (2, 12, 13). So far, 10 of the pfK13 mutations (F446I,
N458Y, M476I, Y493H, R539T, I543T, P553L, R561H, P574L, and C580Y) have been vali-
dated in vitro and in vivo as associated with delayed clearance following ACT treatment
(14). Two other molecular markers, the P. falciparum ubiquitin-specific protease
(pfubp1) and clathrin vesicle-associated adaptor 2 (pfap2mu), which are the polymor-
phic homologs of pcubp1 (pcubp1 encodes ubiquitin carboxy-terminal hydrolase 1)
and pcap2mu (pcap2mu encodes clathrin vesicle-associated adaptor 2, m subunit),
were both shown to be markers of parasites with reduced sensitivity to ACTs in vivo
(15, 16). Two studies in Kenya and Ghana showed that the codon changes D1525E and
E1528D are closely associated with reduced susceptibility to ACTs in vitro (17, 18).

In this study, we characterized pfmdr1, pfcrt, pfK13, pfubp1, and pfap2mu mutations
in African isolates reported in Shandong and Guangxi from 2014 to 2018. Our aim was
to investigate the prevalence of these molecular markers of the mutated alleles confer-
ring ACT resistance.

RESULTS
Demographics of P. falciparum infection. A total of 144 P. falciparum blood sam-

ples from Shandong and Guangxi by GPS location were used in this study (Fig. 1).
Among all the participants, 141 (97.9%) were male, 80 (55.6%) were inpatients, and 119
(82.6%) patients had the typical symptoms of sweating, cold, and fever. For Shandong
and Guangxi, the median age was 42 and 38 years old; the interval from onset to first di-
agnosis was 3.65 and 2.47 days, and the interval from first diagnosis to confirmed diag-
nosis was 1.68 and 0.64 days, respectively (Table 1). No obvious difference was found
among all the demographic characteristics. The P. falciparum cases were mainly
imported from Ghana (n=43, 29.9%), Cameroon (n=32, 22.2%), and the Democratic
Republic of the Congo (n=10, 6.9%).

pfmdr1 polymorphisms.We have successfully amplified pfmdr1 for all 144 isolates and
sequenced the obtained fragment product. The results showed that 5 polymorphisms were
found in the pfmdr1 gene in 22 P. falciparum isolates (15.3%), including 3 nonsynonymous
polymorphisms found in 13 isolates and 3 synonymous polymorphisms in 9 isolates. Among
the nonsynonymous polymorphisms, N86Y was the major mutant allele found in 12 isolates
(8.3%), and G102G, which was observed in 6 isolates (4.2%), was the most common of the
synonymous polymorphisms. N86Y was found mainly in the workers returning from
Cameroon (n=3) and the Democratic Republic of the Congo (n=3), which accounted for
9.4% (3/32) and 33.3% (3/9) of the isolates collected from those two countries, respectively.
The other mutant alleles included I91T and S100S, which were only present in one isolate,
except for L108L, which was found in 2 isolates (1.4%) (Table 2). In addition, we have found
only 1 Y86G102 genotype in the isolates imported from Cameroon (Table 3). The distribution
of pfmdr1 by imported country and by year is listed in Table S2.

pfcrt polymorphisms. All 144 isolates were successfully amplified and sequenced in
this study. A total of 3 nonsynonymous polymorphisms were identified in 5 isolates
(3.5%). Among all 144 isolates, the mutant allele codon K76T was found as the major
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polymorphism in 3 isolates (2.1%) (Table 2). In addition, 2 different genotypes involving
codons 74, 75, and 76 were found with 12 isolates harboring I74E75T76 (8.3%) and 3 iso-
lates harboring E75T76 (2.1%) (Table 3). I74E75T76 was mainly found in the workers return-
ing from the Democratic Republic of the Congo (n=4, 44.4%, 4/9) and Ghana (n=3,
18.8%, 3/16). The distribution of pfcrt by year and imported country is listed in Table S2.

pfK13 polymorphisms. The pfK13 gene was successfully amplified and sequenced
in all 144 P. falciparum isolates. None of the isolates harbored the polymorphisms that
were associated with delayed clearance after ACT treatment. We identified 4 polymor-
phisms in the pfK13 gene, and 2 of them were nonsynonymous polymorphisms,
whereas the other 2 were synonymous polymorphisms. The mutant allele A578S was
the more frequently detected allele in 3 isolates (2.1%), while the mutant allele D584E
was only found in 1 isolate from Ghana (0.7%) (Table 2). Among the synonymous poly-
morphisms, C469C and Y500Y were found in one isolate each from travelers returning
from Nigeria and the Democratic Republic of the Congo, respectively. The distribution
of pfK13 by year and imported country is listed in Table S2.

pfubp1 polymorphisms. We successfully amplified and sequenced the pfubp1
gene in all the 144 P. falciparum isolates. Referring to the pfubp1 polymorphisms,
6 nonsynonymous polymorphisms and 2 synonymous polymorphisms were identified
in 39 isolates (27.1%). Among the nonsynonymous polymorphisms, D1525E and
E1528D were the most common polymorphisms observed in 15 (10.4%) and 12 (8.3%)
isolates, respectively. The mutated alleles D1486D and N1518N were the two synony-
mous polymorphisms found in 5 isolates (3.5%) (Table 2). Only 1 genotype, D1528D1531,
was found in 1 isolate from Cameroon (Table 3). The distribution of pfubp1 by year and
imported country is listed in Table S2.

pfap2mu polymorphisms. We successfully amplified and sequenced the pfap2mu
gene in 144 (100%) isolates. The results showed that 11 polymorphisms were identified,
including 6 nonsynonymous polymorphisms and 5 synonymous polymorphisms. Among
the 6 nonsynonymous polymorphisms, S160N was the major polymorphism found in

FIG 1 Study sample collection sites in Shandong and Guangxi. All counties are labeled by GPS location using ArcGIS 10.1.
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6 isolates (4.2%), followed by the K199T allele, which was found in 3 isolates (2.1%).
Among the 5 synonymous mutations, G163G was the most observed mutation in 7 iso-
lates (4.9%) (Table 2). A total of 5 different genotypes were found, including N160P281,
N160T362, G163R188, G163E236, and R334R336R346, and each was identified only once (Table 3).
The distribution of pfap2my by year and imported country is listed in Table S2.

Insertions and deletions in pfubp1 and pfap2mu. A variety of insertions and dele-
tions were identified by sequencing 6 regions of pfubp1 and pfap2mu, as shown

TABLE 1 Characteristics of study participants with P. falciparum by study sites in Shandong and Guangxi Provinces, 2014 to 2018

Study site

Characteristics

Male, no. (%) Age, y, median Inpatients, no. (%)

Experienced
symptoms, no.
(sweat, cold, fever)
(%)

Interval from onset
to first diagnosis,
mean

Interval from first
diagnosis to confirmed
diagnosis, mean

Shandong (n= 40) 40 (100.0) 42 25 (62.5) 31 (77.5) 3.65 1.68
Guangxi (n= 104) 101 (97.1) 38 55 (53.9) 88 (84.6) 2.47 0.64

P value 0.56 1.358 0.452 0.332 1.236 1.97

TABLE 2Mutations in pfmdr1, pfcrt, pfK13, pfubp1, and pfap2mu in the study sites, 2014 to
2018

Gene Genotype Subtotal
Amino acid
reference

Nucleotide
reference

Amino acid
mutation

Nucleotide
mutationa

Prevalence
(%)

pfmdr1 Y86 12 N AAT Y TAT 8.3
T91 1 I ATT T ACT 0.7
S100 1 S TCT S TCC 0.7
G102 6 G GGT G GGC 4.2
L108 2 L TTA L TTG 1.4

pfcrt I74 1 M ATG I ATT 0.7
K75 1 N AAT K AAA 0.7
T76 3 K AAA T ACA 2.1

pfK13 C469 1 C TGC C TGT 0.7
Y500 1 Y TAT Y TAC 0.7
S578 3 A GCT S TCT 2.1
D584 1 E GAA D GAT 0.7

pfap2mu K146 2 R AGA K AAA 1.4
Q146 2 Q CAG Q CAA 1.4
N160 6 S AGT N AAT 4.2
I162 1 I ATT I ATC 0.7
G163 7 G GAA G GAG 4.9
R188 5 R AGA R AGG 3.5
T199 3 K AAA T ACA 2.1
I235 1 T ACA I ATA 0.7
K266 1 E GAA K AAA 0.7
N269 1 N AAT N AAC 0.7
S288 1 L TTA S TCA 0.7

pfubp1 D1486 1 D GAT D GAC 0.7
N1518 4 N AAC N AAT 2.8
E1525 15 D GAC E GAA 10.4
D1528 12 E GAA D GAC 8.3
D1531 1 E GAA D GAC 0.7
E1537 4 K AAA E GAA 2.8
G1539 1 D GAT G GGT 0.7
P1544 1 H CAT P CTT 0.7

aMutations are in boldface.
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in Table 4. A total of 4 different types of insertions were found in pfap2mu, among
which the codon AAT, encoding aspartic acid, at codon 226 was the most prevalent
(18.8%, 28/149), followed by codon 326, which also showed the AAT insertion
(10.7%, 16/149). Only 2 isolates with AAT deletion at codon 226 were found (1.3%,
2/149). For insertions in pfubp1, we found 4 different types of insertions, among
which the AAATATGAC sequence, which encodes Lys-Tyr-Asp at codon 1520, was
the most common (6.0%, 9/149). In addition, 2 types of deletions in pfubp1 were
observed in 30 isolates; 26 of them (17.4%, 26/149) contained the AAATATGAA
sequence encoding Lys-Tyr-Glu at codon 1526, and 4 isolates harbored the deletion
of Lys-Tyr-Asp at 1520.

DISCUSSION

The development and spread of artemisinin-resistant P. falciparum outside the GMS
pose a great challenge particularly to sub-Saharan Africa, where it was reported in 2020
that it accounted for 90% of global malaria cases and 95% of malaria deaths (19). The previ-
ous population genetic analysis of whole-genome sequences showed that the isolates
were classified to a cluster from Africa, suggesting that they may have originated in Africa
rather than via migration from the GMS (5, 20). Since China has eliminated indigenous
malaria but the imported malaria from Africa has increased significantly in most of China
recently (21, 22), knowledge of the molecular markers associated with ACT resistance is cru-
cial for its elimination and postelimination surveillance. Therefore, in this study, we have ge-

TABLE 4 Insertions/deletions in the pfubp1 and pfap2mu genes and the consequent amino
acid replacements

Gene Codon Reference sequence Insertion(s)/deletion(s) Prevalence (%)
pfap2mu 226 Asn�7 Asn�5 1.3

Asn�8 18.8
233 Lys�1 Lys�2 1.3
319 Asn�5 Asn�6 10.1
326 Asn�4 Asn�5 10.7

pfubp1 1520 Lys-Tyr-Asp�2 Lys-Tyr-Asp�1 2.7
Lys-Tyr-Asp�3 6.0
Lys-Tyr-Asp�5 1.3

1526 Lys-Tyr-Glu�2 Lys-Tyr-Glu�1 17.4
Lys-Tyr-Glu�3 4.0
Lys-Tyr-Glu�4 0.7

TABLE 3 Genotype of pfmdr1, pfcrt, pfubp1, and pfap2mu with P. falciparum in Shandong
and Guangxi Provinces, 2014 to 2018

Gene

Guangxi Shandong

Genotypea Subtotal Proportionb (%) Genotype Subtotal Proportion (%)
pfmdr1 Y86G102 1 1.0 NDc ND ND

pfcrt E75T76 1 1.0 E75T76 2 5.0
I74E75T76 9 8.7 I74E75T76 3 7.5

pfap2mu N160P281 1 1.0 ND ND ND
N160T362 1 1.0 ND ND ND
G163R188 1 1.0 G163E236 1 2.5
R334R336R346 1 1.0 ND ND ND

pfubp1 D1528D1531 3 2.9 D1528D1531 1 2.5
aMutations are in boldface.
bThe proportion refers to the mutated genotype samples accounting for the whole samples collected at the
study site.

cND, no mutated genotype detected at the study site.
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netically characterized P. falciparum infection in workers returning from Africa to Guangxi
and Shandong Provinces and have explored the genetic signature at the pfmdr1, pfcrt,
pfK13, pfupb1, and pfap2mu candidate drug-resistance marker loci.

We found that pfmdr1 N86Y (8.3%) was the major mutant allele among all isolates from
African countries, which is consistent with many other reports (23–25). The prevalence of
pfmdr1 N86Y from Cameroon in our study was 9.4% (3/32), and it was lower than that in
Yaoundé (76%, 153/201) and Mfou (84%, 175/209) reported in 2012 (26) but similar to that
in Cameroon reported in 2012 (13.0%, 25/190) (27). The changes in antimalarial treatment
strategies and the simultaneous use of several formulations of ACT that are not officially
recommended result in complex selective pressure, supporting the prediction of the evo-
lution of P. falciparum resistance complexes. The prevalence of pfmdr1 N86Y found in the
Democratic Republic of the Congo (DRC) was similar to that recorded in other documents,
which were recorded at intermediate frequencies of 37.9% (41/108) and 46.1% (47/102) in
Kinshasa, and limited the impact of (re)treatment with artemether-lumefantrine (AL) or
artesunate-amodiaquine (ASAQ) after selection for pfmdr1 alleles and haplotypes in this
country (28, 29). The low prevalence of pfmdr1 86Y from Cameroon (9.4%) and the DRC
(33.3%) in this study compared with that in other studies may reveal a gradual return of
the 4-aminoquinoline antimalarial sensitive genotype in the two countries recently (30).

Similar to the pfmdr1 N86Y, the mutant pfcrt genotype I74E75T76 was also mainly found in
workers returning from the Democratic Republic of the Congo (n=4, 44.4%), which is the
country found to have the highest variability for chloroquine resistance (31). Interestingly, 3
of the isolates from the DRC simultaneously harbored the mutant genotypes of pfmdr1
N86Y and pfcrt I74E75T76, but S72V73M74N75T76, which is related to amodiaquine resistance,
was not detected in this study. The simultaneous presence of an intermediate prevalence
of pfmdr1 N86Y and pfcrt I74E75T76 could be related to drug pressure such as chloroquine
usage in the country. Referring to the use of chloroquine in the DRC, it was still in use de-
spite its withdrawal from the national policy of malaria management in 2001 (32). In this
study, most of the studied samples were pfmdr1 and pfcrt wild types, and it is known that
when the chloroquine pressure stops, the drug tends to recover its effectiveness against
the parasite, while the use of AL seems to favor the return to the predominance of wild-
type pfcrt K76 and pfmdr1 N86 genotypes by an active selection (33). This could explain the
high proportion of wild-type pfmdr1 and pfcrt genotypes.

A limited number of K13 polymorphisms were found among the isolates from
Africa, of which A578S was the most prevalent, which is consistent with many other
reports (34, 35). The above K13 mutant alleles were found only in the African isolates
and were absent from the southeast Asian isolates, suggesting that they may have ori-
ginated in Africa (34).

Since a limited set of K13 molecular markers occurred in the African isolates, we intro-
duced two other molecular markers, pfubp1 and pfap2mu, to carry out the prevalence of
those 2 molecular markers among African isolates. This assay detected the known delayed
parasite clearance genotypes E1525D and D1528E in pfubp1, which were observed in
10.4% and 8.3% of the isolates, respectively. D1528E was also found in isolates from
Ghana and Kenya, and the prevalence of E1528D was lower than that among the
Ghanaian (7.4%) and Kenyan isolates (17.1%) (17, 36). Notably, among the African isolates,
especially those from Nigeria (which had 4 isolates with pfubp1 D1528E), the artemisinin
resistance of the parasite populations will increase in the presence of long-term drug use.

The genotype of N160S in pfap2mu was shown in 4.2% of the isolates, lower than
the percentage of isolates reported in Ghana (7.4%) (36). Previous studies showed
that the differences in the amino acid encoded by N160S are associated with
enhanced parasite survival in vivo following ACT treatment (37). Transgenic parasites
carrying the mutated pfap2mu 160N were less sensitive to 2,8-dihydroxyadenine
using a 48-h in vitro test. Another study from a UK patient who returned from Angola
had S160N, thereby strengthening the role of that mutation in recurrent parasitemia
during AL treatment (38). In addition to S160N, a high prevalence of the pfap2mu
mutation, G163G (4.9%), was observed in this study following R188R (3.5%). Recently,
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the in vitro drug susceptibility assays showed that not those expressing S160N, but
parasites expressing the I592T variant, exhibited an 11% survival rate when exposed
to 700 nM dihydroartemisinin (DHA) (39). Therefore, the recent implication of SNPs in
these genes, confirming the existence of multiple pathways in either artemisinin re-
sistance or the mode of action of ACTs, may raise a great concern in elucidating their
molecular roles in P. falciparum.

Insertions and deletions identified in this study were similar to those observed in
Ghana and Kenya (17, 36). The most common deletions and insertions observed in
the isolates of pfap2mu resulted from an insertion of AAT, which led to an asparagine
at codons 226, 326, and 319, respectively. The prevalence was slightly lower than
that seen in Kenya. For the deletions and insertions in pfubp1, codon 1526 with a de-
letion of lysine-tyrosine-glutamic acid was observed. This resulted from deletions/
insertions of the amino acids KYE and KYD, and most of them resulted in frameshifts,
which were caused by a deletion or insertion of either a guanosine or a thymidine
nucleotide.

Conclusion. In summary, this study identified the molecular markers pfmdr1, pfcrt,
K13, pfubp1, and pfap2mu in African isolates, which has implications for the develop-
ment of artemisinin with continuing use of ACTs. The findings of this study suggest
that other novel molecular markers, such as pfap2mu and pfubp1, should be investi-
gated and analyzed to explore their roles in conferring resistance. Further research is
under way to elucidate the molecular roles of pfap2mu and pfubp1 as well as other
potential molecular markers in delayed parasite clearance in clinical trials.

MATERIALS ANDMETHODS
Study sites and samples. We have performed a study of isolates collected before ACT treatment in

34 counties in Guangxi and Shandong Provinces in eastern China from 2014 to 2018. Guangxi and
Shandong provinces are affected by imported P. falciparum; the number of imported P. falciparum was
1,916 cases reported in those 2 provinces, accounting for nearly 16.5% of the total imported P. falcipa-
rum cases (n= 11,614) nationwide.

Molecular marker polymorphisms. A total of 144 P. falciparum-infected blood samples from 2014
to 2018 were collected and examined at enrollment (104 cases from Guangxi and 40 cases from
Shandong). Approximately 100ml of blood was obtained from a finger prick and spotted on a piece of
3MM Whatman filter paper (GE Healthcare, Boston, MA, USA), which was allowed to air dry. Each of the
samples was labeled with a study number and stored at 220°C until extraction. The Plasmodium falcipa-
rum genomic DNA from approximately 20ml of each dried blood sample was then extracted with a
QIAamp DNA blood kit (Qiagen, Valencia, CA) according to the manufacturer’s instructions.

To investigate polymorphisms in the pfmdr1 (PF3D7_0523000), pfcrt (PF3D7_0709000), pfK13
(PF3D7_1343700), pfubp1 (PF3D7_0104300), and pfap2mu (PF3D7_1218300) genes, we amplified the
purified DNA templates by following protocols for these genes as previously described (2, 17, 40). A
DNA sample extracted from the 3D7 parasite strain was used as a positive control. To genotype the poly-
morphisms in pfmdr1, pfcrt, pfK13, pfubp1, and pfap2mu, the primes and the target fragment were
obtained by nested PCR followed by restriction fragment length polymorphism assays (Table S1). The
PCR products were collected and subjected to Sanger sequencing (Shanghai BioTechnologies Co., Ltd.,
Shanghai, China).

Data analysis. Sequences were analyzed with the BLAST program (http://blast.ncbi.nlm.nih.gov/).
Multiple nucleotide sequence alignments and analysis were performed using the DNAMAN software editor.
Sequences with poor quality after 3 sequencing attempts were not included in the analysis. R (version 4.0.2)
statistical software (R Foundation for Statistical Computing, Vienna, Austria) was used to conduct statistical
analyses, and the chi-square test was employed to test the different ratios of demographical characteristics
including male, age, symptom, interval from onset to first diagnosis, and interval from first diagnosis to con-
firmed diagnosis between Guangxi and Shandong from 2014 to 2018. A map showing the study sites by
Global Position System (GPS) location was created by ArcGIS 10.1 (Environmental Systems Research Institute,
Inc.).

Ethical considerations. This study was reviewed and approved by the ethical committee of the
National Institute of Parasitic Diseases, Chinese Centre for Disease Control and Prevention (NIPD, China
CDC, number 2019008).

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 0.1 MB.

Molecular Markers in China from 2014 to 2018 Antimicrobial Agents and Chemotherapy

July 2021 Volume 65 Issue 7 e02717-20 aac.asm.org 7

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

ac
 o

n 
17

 J
un

e 
20

21
 b

y 
21

8.
1.

34
.7

0.

http://blast.ncbi.nlm.nih.gov/
https://aac.asm.org


ACKNOWLEDGMENTS
The work was supported by the key techniques in collaborative prevention and control

of major infectious diseases in the Belt and Road (grant number 2018ZX10101002-004), the
National Natural Science Foundation of China (grant number 81602904), and the State
Key Laboratory of Microbial Metabolism, Shanghai Jiao Tong University (grant number
MMLKF14-03). We declare that we have no competing interests.

Jun Feng provided the draft and made revisions. Dongmei Xu contributed on the
method establishment and made revisions.

REFERENCES
1. Eastman RT, Fidock DA. 2009. Artemisinin-based combination therapies: a

vital tool in efforts to eliminate malaria. Nat Rev Microbiol 7:864–874.
https://doi.org/10.1038/nrmicro2239.

2. Ariey F, Witkowski B, Amaratunga C, Beghain J, Langlois AC, Khim N, Kim
S, Duru V, Bouchier C, Ma L, Lim P, Leang R, Duong S, Sreng S, Suon S,
Chuor CM, Bout DM, Menard S, Rogers WO, Genton B, Fandeur T, Miotto
O, Ringwald P, Le Bras J, Berry A, Barale JC, Fairhurst RM, Benoit-Vical F,
Mercereau-Puijalon O, Menard D. 2014. A molecular marker of artemisi-
nin-resistant Plasmodium falciparum malaria. Nature 505:50–55. https://
doi.org/10.1038/nature12876.

3. Ashley EA, Dhorda M, Fairhurst RM, Amaratunga C, Lim P, Suon S, Sreng S,
Anderson JM, Mao S, Sam B, Sopha C, Chuor CM, Nguon C, Sovannaroth S,
Pukrittayakamee S, Jittamala P, Chotivanich K, Chutasmit K, Suchatsoonthorn
C, Runcharoen R, Hien TT, Thuy-Nhien NT, Thanh NV, Phu NH, Htut Y, Han KT,
Aye KH, Mokuolu OA, Olaosebikan RR, Folaranmi OO, Mayxay M, Khanthavong
M, Hongvanthong B, Newton PN, Onyamboko MA, Fanello CI, Tshefu AK,
Mishra N, Valecha N, Phyo AP, Nosten F, Yi P, Tripura R, Borrmann S, Bashraheil
M, Peshu J, Faiz MA, Ghose A, Hossain MA, Samad R, Tracking Resistance to
Artemisinin Collaboration (TRAC), et al. 2014. Spread of artemisinin resistance
in Plasmodium falciparummalaria. N Engl J Med 371:411–423. https://doi.org/
10.1056/NEJMoa1314981.

4. Frosch AE, Venkatesan M, Laufer MK. 2011. Patterns of chloroquine use
and resistance in sub-Saharan Africa: a systematic review of household
survey and molecular data. Malar J 10:116. https://doi.org/10.1186/1475
-2875-10-116.

5. Mita T, Tanabe K, Kita K. 2009. Spread and evolution of Plasmodium falcip-
arum drug resistance. Parasitol Int 58:201–209. https://doi.org/10.1016/j
.parint.2009.04.004.

6. Diakite SAS, Traore K, Sanogo I, Clark TG, Campino S, Sangare M, Dabitao
D, Dara A, Konate DS, Doucoure F, Cisse A, Keita B, Doumbouya M,
Guindo MA, Toure MB, Sogoba N, Doumbia S, Awandare GA, Diakite M.
2019. A comprehensive analysis of drug resistance molecular markers
and Plasmodium falciparum genetic diversity in two malaria endemic
sites in Mali. Malar J 18:361. https://doi.org/10.1186/s12936-019-2986-5.

7. Chenet SM, Okoth SA, Kelley J, Lucchi N, Huber CS, Vreden S, Macedo de
Oliveira A, Barnwell JW, Udhayakumar V, Adhin MR. 2017. Molecular pro-
file of malaria drug resistance markers of Plasmodium falciparum in suri-
name. Antimicrob Agents Chemother 61. https://doi.org/10.1128/AAC
.02655-16.

8. Gil JP, Krishna S. 2017. pfmdr1 (Plasmodium falciparum multidrug drug
resistance gene 1): a pivotal factor in malaria resistance to artemisinin
combination therapies. Expert Rev Anti Infect Ther 15:527–543. https://
doi.org/10.1080/14787210.2017.1313703.

9. Muiruri P, Juma DW, Ingasia LA, Chebon LJ, Opot B, Ngalah BS, Cheruiyot
J, Andagalu B, Akala HM, Nyambati VCS, Ng'ang'a JK, Kamau E. 2018.
Selective sweeps and genetic lineages of Plasmodium falciparum multi-
drug resistance (pfmdr1) gene in Kenya. Malar J 17:398. https://doi.org/10
.1186/s12936-018-2534-8.

10. Sa JM, Twu O. 2010. Protecting the malaria drug arsenal: halting the rise
and spread of amodiaquine resistance by monitoring the PfCRT SVMNT
type. Malar J 9:374. https://doi.org/10.1186/1475-2875-9-374.

11. Biagini GA, Fidock DA, Bray PG, Ward SA. 2005. Mutations conferring drug re-
sistance in malaria parasite drug transporters Pgh1 and PfCRT do not affect
steady-state vacuolar Ca21. Antimicrob Agents Chemother 49:4807–4808.
https://doi.org/10.1128/AAC.49.11.4807-4808.2005.

12. Boulle M, Witkowski B, Duru V, Sriprawat K, Nair SK, McDew-White M,
Anderson TJ, Phyo AP, Menard D, Nosten F. 2016. Artemisinin-resistant
Plasmodium falciparum K13 mutant alleles, Thailand-Myanmar border.
Emerg Infect Dis 22:1503–1505. https://doi.org/10.3201/eid2208.160004.

13. Menard D, Khim N, Beghain J, Adegnika AA, Shafiul-Alam M, Amodu O,
Rahim-Awab G, Barnadas C, Berry A, Boum Y, Bustos MD, Cao J, Chen JH,
Collet L, Cui L, Thakur GD, Dieye A, Djalle D, Dorkenoo MA, Eboumbou-
Moukoko CE, Espino FE, Fandeur T, Ferreira-da-Cruz MF, Fola AA, Fuehrer
HP, Hassan AM, Herrera S, Hongvanthong B, Houze S, Ibrahim ML, Jahirul-
Karim M, Jiang L, Kano S, Ali-Khan W, Khanthavong M, Kremsner PG,
Lacerda M, Leang R, Leelawong M, Li M, Lin K, Mazarati JB, Menard S,
Morlais I, Muhindo-Mavoko H, Musset L, Na-Bangchang K, Nambozi M,
Niare K, Noedl H, et al. 2016. A worldwide map of Plasmodium falciparum
K13-propeller polymorphisms. N Engl J Med 374:2453–2464. https://doi
.org/10.1056/NEJMoa1513137.

14. World Health Organization. 2020. World malaria report. World Health Or-
ganization, Geneva.

15. Hunt P, Afonso A, Creasey A, Culleton R, Sidhu AB, Logan J, Valderramos
SG, McNae I, Cheesman S, do Rosario V, Carter R, Fidock DA, Cravo P.
2007. Gene encoding a deubiquitinating enzyme is mutated in artesu-
nate- and chloroquine-resistant rodent malaria parasites. Mol Microbiol
65:27–40. https://doi.org/10.1111/j.1365-2958.2007.05753.x.

16. Henriques G, Martinelli A, Rodrigues L, Modrzynska K, Fawcett R, Houston
DR, Borges ST, d’Alessandro U, Tinto H, Karema C, Hunt P, Cravo P. 2013.
Artemisinin resistance in rodent malaria–mutation in the AP2 adaptor
mu-chain suggests involvement of endocytosis and membrane protein
trafficking. Malar J 12:118. https://doi.org/10.1186/1475-2875-12-118.

17. Henriques G, Hallett RL, Beshir KB, Gadalla NB, Johnson RE, Burrow R, van
Schalkwyk DA, Sawa P, Omar SA, Clark TG, Bousema T, Sutherland CJ.
2014. Directional selection at the pfmdr1, pfcrt, pfubp1, and pfap2mu loci
of Plasmodium falciparum in Kenyan children treated with ACT. J Infect
Dis 210:2001–2008. https://doi.org/10.1093/infdis/jiu358.

18. Borrmann S, Straimer J, Mwai L, Abdi A, Rippert A, Okombo J, Muriithi S,
Sasi P, Kortok MM, Lowe B, Campino S, Assefa S, Auburn S, Manske M,
Maslen G, Peshu N, Kwiatkowski DP, Marsh K, Nzila A, Clark TG. 2013. Ge-
nome-wide screen identifies new candidate genes associated with arte-
misinin susceptibility in Plasmodium falciparum in Kenya. Sci Rep 3:3318.
https://doi.org/10.1038/srep03318.

19. World Health Organization. 2020. World Malaria Report 2020. World
Health Organization, Geneva.

20. Ikeda M, Kaneko M, Tachibana SI, Balikagala B, Sakurai-Yatsushiro M,
Yatsushiro S, Takahashi N, Yamauchi M, Sekihara M, Hashimoto M, Katuro
OT, Olia A, Obwoya PS, Auma MA, Anywar DA, Odongo-Aginya EI, Okello-
Onen J, Hirai M, Ohashi J, Palacpac NMQ, Kataoka M, Tsuboi T, Kimura E,
Horii T, Mita T. 2018. Artemisinin-resistant Plasmodium falciparum with
high survival rates, Uganda, 2014–2016. Emerg Infect Dis 24:718–726.
https://doi.org/10.3201/eid2404.170141.

21. Feng J, Zhang L, Huang F, Yin JH, Tu H, Xia ZG, Zhou SS, Xiao N, Zhou XN.
2018. Ready for malaria elimination: zero indigenous case reported in the
People’s Republic of China. Malar J 17:315. https://doi.org/10.1186/
s12936-018-2444-9.

22. Feng J, Xiao H, Xia Z, Zhang L, Xiao N. 2015. Analysis of Malaria epidemio-
logical characteristics in the People's Republic of China, 2004–2013. Am J
Trop Med Hyg 93:293–299. https://doi.org/10.4269/ajtmh.14-0733.

23. Li J, Chen J, Xie D, Monte-Nguba SM, Eyi JU, Matesa RA, Obono MM,
Ehapo CS, Yang L, Lu D, Yang H, Yang HT, Lin M. 2014. High prevalence of
pfmdr1 N86Y and Y184F mutations in Plasmodium falciparum isolates
from Bioko Island, Equatorial Guinea. Pathog Glob Health 108:339–343.
https://doi.org/10.1179/2047773214Y.0000000158.

24. Nguetse CN, Adegnika AA, Agbenyega T, Ogutu BR, Krishna S, Kremsner
PG, Velavan TP. 2017. Molecular markers of anti-malarial drug resistance
in Central, West and East African children with severe malaria. Malar J
16:217. https://doi.org/10.1186/s12936-017-1868-y.

Feng et al. Antimicrobial Agents and Chemotherapy

July 2021 Volume 65 Issue 7 e02717-20 aac.asm.org 8

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

ac
 o

n 
17

 J
un

e 
20

21
 b

y 
21

8.
1.

34
.7

0.

https://doi.org/10.1038/nrmicro2239
https://doi.org/10.1038/nature12876
https://doi.org/10.1038/nature12876
https://doi.org/10.1056/NEJMoa1314981
https://doi.org/10.1056/NEJMoa1314981
https://doi.org/10.1186/1475-2875-10-116
https://doi.org/10.1186/1475-2875-10-116
https://doi.org/10.1016/j.parint.2009.04.004
https://doi.org/10.1016/j.parint.2009.04.004
https://doi.org/10.1186/s12936-019-2986-5
https://doi.org/10.1128/AAC.02655-16
https://doi.org/10.1128/AAC.02655-16
https://doi.org/10.1080/14787210.2017.1313703
https://doi.org/10.1080/14787210.2017.1313703
https://doi.org/10.1186/s12936-018-2534-8
https://doi.org/10.1186/s12936-018-2534-8
https://doi.org/10.1186/1475-2875-9-374
https://doi.org/10.1128/AAC.49.11.4807-4808.2005
https://doi.org/10.3201/eid2208.160004
https://doi.org/10.1056/NEJMoa1513137
https://doi.org/10.1056/NEJMoa1513137
https://doi.org/10.1111/j.1365-2958.2007.05753.x
https://doi.org/10.1186/1475-2875-12-118
https://doi.org/10.1093/infdis/jiu358
https://doi.org/10.1038/srep03318
https://doi.org/10.3201/eid2404.170141
https://doi.org/10.1186/s12936-018-2444-9
https://doi.org/10.1186/s12936-018-2444-9
https://doi.org/10.4269/ajtmh.14-0733
https://doi.org/10.1179/2047773214Y.0000000158
https://doi.org/10.1186/s12936-017-1868-y
https://aac.asm.org


25. Ishengoma DS, Mandara CI, Francis F, Talundzic E, Lucchi NW, Ngasala B,
Kabanywanyi AM, Mahende MK, Kamugisha E, Kavishe RA, Muro F,
Mohamed A, Mandike R, Mkude S, Chacky F, Paxton L, Greer G, Kitojo CA,
Njau R, Martin T, Venkatesan M, Warsame M, Halsey ES, Udhayakumar V.
2019. Efficacy and safety of artemether-lumefantrine for the treatment of
uncomplicated malaria and prevalence of Pfk13 and Pfmdr1 polymor-
phisms after a decade of using artemisinin-based combination therapy in
mainland Tanzania. Malar J 18:88. https://doi.org/10.1186/s12936-019
-2730-1.

26. Menard S, Morlais I, Tahar R, Sayang C, Mayengue PI, Iriart X, Benoit-Vical
F, Lemen B, Magnaval JF, Awono-Ambene P, Basco LK, Berry A. 2012. Mo-
lecular monitoring of Plasmodium falciparum drug susceptibility at the
time of the introduction of artemisinin-based combination therapy in
Yaounde, Cameroon: implications for the future. Malar J 11:113. https://
doi.org/10.1186/1475-2875-11-113.

27. Apinjoh TO, Mugri RN, Miotto O, Chi HF, Tata RB, Anchang-Kimbi JK, Fon
EM, Tangoh DA, Nyingchu RV, Jacob C, Amato R, Djimde A, Kwiatkowski
D, Achidi EA, Amambua-Ngwa A. 2017. Molecular markers for artemisinin
and partner drug resistance in natural Plasmodium falciparum popula-
tions following increased insecticide treated net coverage along the
slope of mount Cameroon: cross-sectional study. Infect Dis Poverty 6:136.
https://doi.org/10.1186/s40249-017-0350-y.

28. Baraka V, Mavoko HM, Nabasumba C, Francis F, Lutumba P, Alifrangis M,
Van Geertruyden JP. 2018. Impact of treatment and re-treatment with
artemether-lumefantrine and artesunate-amodiaquine on selection of
Plasmodium falciparum multidrug resistance gene-1 polymorphisms in
the Democratic Republic of Congo and Uganda. PLoS One 13:e0191922.
https://doi.org/10.1371/journal.pone.0191922.

29. Mobula L, Lilley B, Tshefu AK, Rosenthal PJ. 2009. Resistance-mediating
polymorphisms in Plasmodium falciparum infections in Kinshasa, Demo-
cratic Republic of the Congo. Am J Trop Med Hyg 80:555–558. https://doi
.org/10.4269/ajtmh.2009.80.555.

30. Moyeh MN, Njimoh DL, Evehe MS, Ali IM, Nji AM, Nkafu DN, Masumbe PN,
Barbara AT, Ndikum VN, Mbacham WF. 2018. Effects of drug policy
changes on evolution of molecular markers of Plasmodium falciparum re-
sistance to chloroquine, amodiaquine, and sulphadoxine-pyrimethamine
in the South West Region of Cameroon. Malar Res Treat 2018:7071383.

31. Yobi DM, Kayiba NK, Mvumbi DM, Boreux R, Kabututu PZ, Situakibanza
HNT, Likwela JL, De Mol P, Okitolonda EW, Speybroeck N, Mvumbi GL,
Hayette MP. 2020. Molecular surveillance of anti-malarial drug resistance
in Democratic Republic of Congo: high variability of chloroquinoresist-
ance and lack of amodiaquinoresistance. Malar J 19:121. https://doi.org/
10.1186/s12936-020-03192-x.

32. Mvumbi DM, Boreux R, Sacheli R, Lelo M, Lengu B, Nani-Tuma S, Melin P,
Ntumba K, Lunganza K, DeMol P, Hayette MP. 2013. Assessment of pfcrt

72–76 haplotypes eight years after chloroquine withdrawal in Kinshasa,
Democratic Republic of Congo. Malar J 12:459. https://doi.org/10.1186/
1475-2875-12-459.

33. Lu F, Zhang M, Culleton RL, Xu S, Tang J, Zhou H, Zhu G, Gu Y, Zhang C,
Liu Y, Wang W, Cao Y, Li J, He X, Cao J, Gao Q. 2017. Return of chloroquine
sensitivity to Africa? Surveillance of African Plasmodium falciparum chlor-
oquine resistance through malaria imported to China. Parasit Vectors
10:355. https://doi.org/10.1186/s13071-017-2298-y.

34. Feng J, Kong X, Xu D, Yan H, Zhou H, Tu H, Lin K. 2019. Investigation and
evaluation of genetic diversity of Plasmodium falciparum Kelch 13 poly-
morphisms imported from Southeast Asia and Africa in Southern China.
Front Public Health 7:95. https://doi.org/10.3389/fpubh.2019.00095.

35. Yan H, Kong X, Zhang T, Xiao H, Feng X, Tu H, Feng J. 2020. Prevalence of
Plasmodium falciparum Kelch 13 (PfK13) and Ubiquitin-specific protease
1 (pfubp1) gene polymorphisms in returning travelers from Africa
reported in Eastern China. Antimicrob Agents Chemother 64. https://doi
.org/10.1128/AAC.00981-20.

36. Adams T, Ennuson NAA, Quashie NB, Futagbi G, Matrevi S, Hagan OCK,
Abuaku B, Koram KA, Duah NO. 2018. Prevalence of Plasmodium falcipa-
rum delayed clearance associated polymorphisms in adaptor protein
complex 2 mu subunit (pfap2mu) and ubiquitin specific protease 1
(pfubp1) genes in Ghanaian isolates. Parasit Vectors 11:175. https://doi
.org/10.1186/s13071-018-2762-3.

37. Henriques G, van Schalkwyk DA, Burrow R, Warhurst DC, Thompson E,
Baker DA, Fidock DA, Hallett R, Flueck C, Sutherland CJ. 2015. The Mu sub-
unit of Plasmodium falciparum clathrin-associated adaptor protein 2
modulates in vitro parasite response to artemisinin and quinine. Antimi-
crob Agents Chemother 59:2540–2547. https://doi.org/10.1128/AAC
.04067-14.

38. Sutherland CJ, Lansdell P, Sanders M, Muwanguzi J, van Schalkwyk DA,
Kaur H, Nolder D, Tucker J, Bennett HM, Otto TD, Berriman M, Patel TA,
Lynn R, Gkrania-Klotsas E, Chiodini PL. 2017. pfk13-independent treat-
ment failure in four imported cases of Plasmodium falciparum malaria
treated with artemether-lumefantrine in the United Kingdom. Antimicrob
Agents Chemother 61. https://doi.org/10.1128/AAC.02382-16.

39. Henrici RC, van Schalkwyk DA, Sutherland CJ. 2019. Modification of
pfap2mu and pfubp1 markedly reduces ring-stage susceptibility of Plas-
modium falciparum to artemisinin in vitro. Antimicrob Agents Chemother
64. https://doi.org/10.1128/AAC.01542-19.

40. Feng J, Zhou DL, Lin YX, Xiao HH, Yan H, Xia ZG. 2015. Amplification of
pfmdr1, pfcrt, pvmdr1, and K13 propeller polymorphisms associated with
Plasmodium falciparum and Plasmodium vivax isolates from the China-
Myanmar border. Antimicrob Agents Chemother 59:2554–2559. https://
doi.org/10.1128/AAC.04843-14.

Molecular Markers in China from 2014 to 2018 Antimicrobial Agents and Chemotherapy

July 2021 Volume 65 Issue 7 e02717-20 aac.asm.org 9

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.

as
m

.o
rg

/jo
ur

na
l/a

ac
 o

n 
17

 J
un

e 
20

21
 b

y 
21

8.
1.

34
.7

0.

https://doi.org/10.1186/s12936-019-2730-1
https://doi.org/10.1186/s12936-019-2730-1
https://doi.org/10.1186/1475-2875-11-113
https://doi.org/10.1186/1475-2875-11-113
https://doi.org/10.1186/s40249-017-0350-y
https://doi.org/10.1371/journal.pone.0191922
https://doi.org/10.4269/ajtmh.2009.80.555
https://doi.org/10.4269/ajtmh.2009.80.555
https://doi.org/10.1186/s12936-020-03192-x
https://doi.org/10.1186/s12936-020-03192-x
https://doi.org/10.1186/1475-2875-12-459
https://doi.org/10.1186/1475-2875-12-459
https://doi.org/10.1186/s13071-017-2298-y
https://doi.org/10.3389/fpubh.2019.00095
https://doi.org/10.1128/AAC.00981-20
https://doi.org/10.1128/AAC.00981-20
https://doi.org/10.1186/s13071-018-2762-3
https://doi.org/10.1186/s13071-018-2762-3
https://doi.org/10.1128/AAC.04067-14
https://doi.org/10.1128/AAC.04067-14
https://doi.org/10.1128/AAC.02382-16
https://doi.org/10.1128/AAC.01542-19
https://doi.org/10.1128/AAC.04843-14
https://doi.org/10.1128/AAC.04843-14
https://aac.asm.org

	RESULTS
	Demographics of P. falciparum infection.
	pfmdr1 polymorphisms.
	pfcrt polymorphisms.
	pfK13 polymorphisms.
	pfubp1 polymorphisms.
	pfap2mu polymorphisms.
	Insertions and deletions in pfubp1 and pfap2mu.

	DISCUSSION
	Conclusion.

	MATERIALS AND METHODS
	Study sites and samples.
	Molecular marker polymorphisms.
	Data analysis.
	Ethical considerations.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

