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Abstract 

Background: According to China’s Malaria Eradication Action Plan, malaria cases diagnosed and reported by health 
authorities at the county level must be further re-confirmed by provincial laboratories. The Yunnan Province Malaria 
Diagnostic Reference Laboratory (YPMDRL) began the synchronous implementation of microscopic examinations 
and nested polymerase chain reaction (nested-PCR) testing to re-test the malaria cases initially diagnosed by county-
level laboratories and to evaluate the consistency of Plasmodium species identified between by YPMDRL and by the 
county-level laboratories from 2013 to 2018 in Yunnan Province.

Methods: Data on malaria initial diagnosis completed by county-level laboratories in Yunnan Province were col-
lected weekly from the “China Disease Prevention and Control Information System” from 2013 to 2018. The YPMDRL 
performed Plasmodium microscopic examination and 18S rRNA gene nested-PCR testing on every malaria case man-
aged by the China Disease Prevention and Control Information System. The re-testing detection results were fed back 
to the initial diagnosis and reporting unit for revision of malaria case types.

Results: A total of 2,869 malaria cases were diagnosed and reported by county-level laboratories in Yunnan Province 
from 2013 to 2018. The re-testing rate was 95.6% (2,742/2,869), and the re-testing rate increased from 2013 to 2018. 
Among the re-tested 2,742 cases, 96.7% (2651/2742), 2.2% (59/2742), and 1.1% (32/2742) were doubly examined by 
microscopy and by nested-PCR, only by microscopy, and only by nested-PCR, respectively. The total Plasmodium spe-
cies accuracy rate at county-level laboratories was 92.6% (2,543/2,742) reference to the diagnosis by YPMDRL. Among 
the inconsistent 199 cases, they were identified as including 103 negative cases, 45 falciparum malaria cases, 30 vivax 
malaria cases, 11 ovale malaria cases, and 10 malariae malaria cases by YPMDRL. From 2013 to 2018, the revised and 
registered malaria cases by the China Disease Prevention and Control Information System in Yunnan Province was 
2,747 cases, including 2,305 vivax malaria cases, 421 falciparum malaria cases, 11 ovale malaria cases, and 10 malariae 
malaria cases.
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Background
The People’s Republic of China enacted a new law on the 
prevention and control of infectious diseases in 2004 [1]. 
Under the terms of this law, malaria is categorized as a B 
Class infectious disease, and every administrative county 
in China is responsible for the prevention and control of 
malaria and for reporting malaria epidemic information. 
In addition, epidemic information reporting should be 
procedural and standardized with patterns and time lim-
its. The China Information System Disease Control and 
Prevention (CISDCP) addressed the need for efficient 
collection and transmission of epidemic information on 
infectious diseases in China from county-level to prefec-
ture-level, province-level, and national-level institutions 
of disease prevention and control [2]. The 24-h require-
ment to report the initial diagnosis of a malaria case in 
CISDCP is especially beneficial in advancing the timely 
collection of data to accurately analyse the malaria epi-
demic situation in China [3–5]. The number of malaria 
cases in China has been reported and published from 
CISDCP system in the past decade [6–8].

However, effective collection and analysis of malaria 
epidemic data cannot be separated from the accu-
rate diagnosis of each malaria case [9]. External quality 
evaluations [10] or establishment of regional reference 
laboratories [11] are two practical methods to improve 
the quality of malaria laboratory diagnoses. Ethiopia 
conducted a month-long tracking and evaluation of 
Plasmodium microscopy skills on 60 laboratory per-
sonnel in 2015, and only 8.3% (5/60) of the participants 
reached the professional level required to correctly iden-
tify Plasmodium species [9], and the agreement rate of 
Plasmodium infection was only 71.2% (198/276) [12]. 
However, the accuracy rate of species identification was 
significantly improved after personnel received train-
ing in Plasmodium microscopy skills (OR = 7.0) [12]. As 
a non-malaria-endemic country with an average annual 
diagnosis of 1500 imported malaria cases [13–17], the 
United States not only pay attention to timely reporting 
of malaria diagnosis results, but also ensures diagnostic 
accuracy and proper identification of Plasmodium spe-
cies through cross-checking between laboratories [18]. 
Only 79.1% (706/893) of the 893 malaria cases initially 
diagnosed in Belgium were confirmed to be the correct 
species by microscopic diagnosis in the national-level ref-
erence laboratory between 2013 and 2017 [11]. Therefore, 

the World Health Organization (WHO) advocates the 
use of cross-examination in reference laboratories to 
improve the diagnostic quality of laboratories in malaria 
endemic areas [19].

The Yunnan Province Malaria Diagnostic Reference 
Laboratory (YPMDRL) was formally certified as a mem-
ber of the China Malaria Diagnosis Reference Laboratory 
Network in 2012 [20], and began to assume the respon-
sibility of re-testing of malaria cases initially diagnosed 
[21] and assessment of negative samples from county-
level laboratories in Yunnan Province, which it was con-
firmed that there was no false negative diagnosis from 
2016 to 2018 (Additional file  1). It has been operating 
normally for nearly eight years and has re-tested the most 
malaria cases as well as the last three indigenous malaria 
cases during the stage of Elimination Malaria Programme 
(EMP) in China [6–8]. The re-testing results of previous 
years have also been used to revise the Plasmodium spe-
cies initially diagnosed by the county-level laboratories 
in Yunnan Province. In order to introduce the re-testing 
work of YPMDRL to the peer and explore ways to ensure 
the continuous stability and improvement of laboratory 
diagnostic capacities in Yunnan Province after EMP, this 
paper conducted this systematic analysis to verify the 
accuracy of laboratory diagnostics against re-testing in 
Yunnan Province from 2013 to 2018.

Methods
Ethics statement
The study was approved by the Yunnan Institute of Para-
sitic Diseases and Ethical Committee. Genetic testing 
was performed on stored blood samples obtained as part 
of the routine diagnostic work-up of patients with fever 
who were suspected to have malaria. Although there was 
no risk and the data processing after sample collection 
was done anonymously, informed consent was obtained.

Data collection of initial malaria diagnoses
Data was retrieved from the CISDCP database through 
the infectious disease report management module. 
From 2013 to 2018, the “report place” and “entry time” 
as search terms were used to search for cases of malaria 
disease on Monday of each week. Exported data included 
the case ID number, diagnosis time, disease type, initial 
diagnosis institution, and case report place. According to 
the epidemiological investigation, the sources of malaria 

Conclusions: The double re-testing strategy by microscopy and by gene testing increases the accuracy of diagno-
ses malaria in Yunnan Province, and gene testing can reliably differentiate Plasmodium species. The re-testing results 
provided by YPMDRL are the authoritative basis for revising malaria kind in Yunnan Province.
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infection were determined as follows: indigenous infec-
tion cases included those who had no history of travel to 
epidemic areas outside Yunnan Province within 30 days 
before the onset of malaria; imported infection cases 
included those who had a history of migration from 
malaria endemic areas, such as Myanmar and Africa, 
within 30 days of malaria onset.

Blood sample collection and transport
Two peripheral blood samples from every malaria patient 
with a clinical attack were collected by county-level 
malaria diagnostic laboratories in their administrative 
jurisdiction. The blood samples were used for micro-
scopic examination in the county-level laboratories to 
initially diagnose for malaria cases, and were used to pre-
pare another’s blood smears and dried blood spot sam-
ples for re-testing in YPMDRL. The latter were sent twice 
each month to YPMDRL by postal service. When there 
are few cases, the blood samples may be sent at any time 
to YPMDRL.

YPMDRL re‑testing malaria cases samples
Blood smears from the initially diagnosed malaria cases 
were examined by microscopy at the YPMDRL accord-
ing to the methods of Dong et al. [21] and Zhu et al. [22], 
and others [23], and the four species of human Plasmo-
dium were identified according to their morphological 
differences, as seen in thin blood smears. According to 
the methods of the literature [21, 23–26] and Laboratory 
Diagnosis Programme of EMP, nested polymerase chain 
reaction (PCR) was performed on each case simultane-
ously to amplify the unique region of 18S ribosomal RNA 
(rRNA) gene of Plasmodium falciparum, Plasmodium 
vivax, Plasmodium malariae and Plasmodium ovale and 
to distinguish whether the Plasmodium infection was 
single or mixed. Primer details of nested PCR and their 
reaction cycle were showed in Additional file 2.

The Plasmodium species was judged according to 
detection at the YPMDRL as follows: (1) the case was 
determined as negative when the microscopic exami-
nation and PCR testing were both negative for Plasmo-
dium infection; (2) when Plasmodium infection was only 
detected by either microscopic examination or PCR test-
ing, the final species was decided by the result of positive 
method; (3) PCR testing was used to determine the Plas-
modium species when there was a difference between the 
microscopic examination and the PCR testing results. 
The re-testing examinations were performed at the YPM-
DRL, and determination results were provided once a 
month to the county-level laboratories to revise their ini-
tial diagnoses.

Primary index and statistical analysis
The database and information, which included the type 
of malaria, location of initial diagnosis and reporting, 
source of malaria infection, and re-testing results by the 
YPMDRL. SPSS 16.0 software (SPSS, Inc., Chicago) was 
used to analyse the number of malaria cases initially 
diagnosed, number of re-tested diagnoses, and so on. 
Among these analyses, the number of re-tested diagno-
ses (PTD) was counted, which may be re-tested by both 
microscopic examination and by PCR testing at same 
time [21, 23–26] or only re-tested by one of the two 
detection methods. Test species accuracy (TSA) refers to 
the consistency between the Plasmodium species identi-
fied by YPMDRL and the species initially diagnosed by 
county-level laboratories, for assessment the accuracy of 
the initial diagnosis. The Chi-square test was performed 
to test the correlation on the re-testing rate or the con-
sistency rates of two laboratories (i.e. the accuracy rate of 
the initial diagnosis) in different years. The significance 
level was 0.05, and ArcGIS 10.1 (Environmental  Sys-
tems  Research  Institute, ESRI) was used to map the 
malaria cases.

Results
Malaria cases initially diagnosed
There were 2869 malaria cases initially reported by 
county-level laboratories in Yunnan Province, including 
2355 cases of Plasmodium vivax, 453 cases of Plasmo-
dium falciparum, and 61 cases without Plasmodium spe-
cies classification from January 2013 to December 2018. 
Among them, 2,747 cases were diagnosed by microscopic 
examination, and the others 122 cases were clinically 
diagnosed. The number of infected malaria cases from 
Africa, Myanmar, Laos, Cambodia, and Yunnan was 
397, 2380, 18, and 74, respectively. Initially diagnosed 
and reported cases covered 16 prefectures in Yunnan 
Province, including 1422 cases in Dehong, 753 cases in 
Baoshan, 188 cases in Kunming, 121 cases in Lincang, 
68 cases in Pu’er, 61 cases in Dali, 24 cases in Qujing, 
34 cases in Wenshan, 27 cases in Zhaotong, 52 cases in 
Xishuangbanna, 21 cases in Lijiang, 2 cases in Diqing, 37 
cases in Nujiang, 14 cases in Yuxi, 13 cases in Chuxiong, 
and 32 cases in Honghe (Fig.  1a). From 2013 to 2018, 
the number of malaria cases diagnosed and reported 
by every prefecture (or city) was shown in Fig.  1b, and 
Dehong prefecture initially diagnosed and reported the 
most malaria cases.

Analysis of YPMDRL re‑testing results
Among the 2,869 malaria cases initially diagnosed, 2742 
cases were re-tested by the YPMDRL, with a re-testing 
rate of 95.6% (2742/2869). The re-testing rates increased 
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annually from 2013 to 2018, and the differences was sta-
tistically significant (χ2 = 19.925, P < 0.05) (Table  1). Of 
the cases initially diagnosed, 127 (4.4%) (127/2,869) were 
not re-tested. Among not re-tested cases, 19 cases were 
excluded from Plasmodium infection after 24  h owing 
to be confirmed as other febrile diseases, and 108 cases 
could not be re-tested due to lack of blood samples. 
These non-re-tested cases numbered 29 (26.8%) cases in 
2013, 22 (20.4%) cases in 2014, 34 (31.5%) cases in 2015, 
14 (13.0%) cases in 2016, 7 (6.5%) cases in 2017, and 2 
(1.9%) cases in 2018, It showed that the proportion of 
missing re-testing in YPMDRL was decreasing year by 
year (χ2 = 13.325, P < 0.05).

Among the re-tested 2742 malaria cases, the constitu-
ent ratio of cases re-tested by a combination of micros-
copy and PCR testing, only by microscopy, and only by 
PCR testing were 96.7% (2651/2742), 2.2% (59/2742), and 
1.1% (32/2742), respectively. It showed that most malaria 
cases were double re-tested by microscopy and by PCR 
testing in YPMDRL.

Of the re-tested malaria cases, the Plasmodium spe-
cies of 2485 cases identified by microscopy examination 
in YPMDRL were consistent with initial diagnosis, with 
a microscopy species accuracy rate (MSAR) of 91.7% 
(2485/2,710). From 2013 to 2018, the differences between 
the MSARs were not statistically significant (χ2 = 5.646, 
P > 0.05) (Table  1). The Plasmodium species of 2,449 
malaria cases identified by PCR testing in YPMDRL 

were consistent with initial diagnosis, with a PCR species 
accuracy rate (RSAR) of 91.3% (2449/2683). From 2013 to 
2018, the differences between the RSARs were not statis-
tically significant (χ2  = 3.562, P > 0.05) (Table 1). It indi-
cated that the improvement of microscopic technology at 
county-level laboratories were not obvious.

On the other hand, the consistency between micro-
scopic examination and PCR testing by YPMDRL had 
been high and increasing from 2013 to 2018,the differ-
ences between the CMPCRs were statistically significant 
(χ2 = 37.625, P  < 0.05) (Table 1), which showed that the 
technology of microscopic examination and PCR detec-
tion undertaken by YPMDRL were trustworthy.

Although the re-testing rate gradually increased from 
2013 to 2018 in Yunnan Province (Table 1). The prefec-
tures that diagnosed more malaria cases, such as Dehong 
and Baoshan (Fig. 1b), had higher accuracy rate of Plas-
modium species identification. The Plasmodium species 
accuracy rate in Dehong ranged from 94.8% (221/233, 
2014) to 97.8% (135/138, 2018), which was higher than 
the average of the province as a whole (92.8%, 516/556 
and 92.9%, 210/226) and the differences between the 
TSARs were statistically significant (χ2 = 23.175, P < 
0.05) (Additional file 3). In addition, from 2013 to 2018, 
there were more and more prefectures achieving 100% 
species accuracy in Yunnan Province. Especially after 
2016, the number of these prefectures reached to more 
than 7, accounting for 43.8% (7/16) (Additional file 3).

Fig. 1 Region (a) and time (b) distribution of initial diagnosed malaria cases in Yunnan Province from 2013 to 2018. (1) a: Red from dark to light 
indicates the number of malaria cases found during study period from more to less, including Dehong(DH), Baoshan (BS), Kuming (KM), Lijiang (LJ), 
Pu’er (PE), Dali (DL), Xishuangbanna (XS), Nujiang (NJ), Weishan (WS), Honghe (HH), Zhaotong(ZT), Qujing (QJ), Licang (LC), Yuxi (YX), Chuxiong(CX), 
and Diqing(DQ) 16 prefectures in Yunnan Province.(2) b: The time distribution of malaria cases coming from every prefectures
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Among the re-tested 2742 cases, there were199 cases 
to be proved as the inconsistent between initial diag-
noses and the re-testing diagnosis, accounting for 7.3% 
(199/2742). Of the 199 cases, 75 cases originally diag-
nosed as P. falciparum infection were re-tested as Plas-
modium negative in 44 cases, P. vivax infection in 30 
cases, and P. ovale infection in 1 case. The other 124 
cases originally diagnosed as P. vivax infection were re-
tested as Plasmodium negative in 59 cases, P. falcipa-
rum infection in 45 cases, P. ovale infection in 10 cases, 
and P. malariae infection in 10 cases. Total species 
incorrect samples were 96 (Additional file 4). The total 
incorrect percentage of the initial diagnoses includ-
ing P. falciparum, P. ovale, and P. malariae species was 
52.4% (65/124), which was higher than the incorrect 
proportion of only counting P. vivax species (41.3%, 
31/75). Although the number of Plasmodium species 
incorrectly identified gradually decreased from 2013 
to 2018, the differences between NARs (The rate of 
species incorrect of initial diagnosis comparison with 
re-testing diagnosis by YPMDRL) was no statistically 
significant (χ2 = 0.191, P < 0.05) ( Additional file 4).

Revise the initial diagnosis
From 2013 to 2018, 19 of 2869 malaria cases initially 
diagnosed were deleted in the CISDCP system due 
patients being diagnosed as other febrile diseases within 
24 h. Another 103 cases were also deleted because they 
were Plasmodium negative after re-testing. The Plasmo-
dium species of 96 cases were corrected according to the 
re-testing results from YPMDRL. Of the 2869 cases, 2543 
retained the initial diagnosis because the Plasmodium 
species was correctly identified at county-level labora-
tories, and 108 missing re-testing samples also retained 
the initial diagnosis because they lacked the re-testing 
results. Finally, a total of 2747 malaria cases were final 
disclosure (Fig.  2). Among these cases, there were 2305 
cases of P. vivax, 421 cases of P. falciparum, 11 cases of P. 
ovale, and 10 cases of P. malariae.

Discussion
The China Malaria Diagnosis Reference Laboratory 
Network was established in 2012 and aimed to regu-
late China’s provincial-level laboratories to re-testing 
examination of the malaria cases initially diagnosed by 

Fig. 2 Management and revision flow chart of the re-testing results from YPMDR
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county-level laboratories. The recommended re-testing 
methods for Plasmodium infection included microscopic 
examination and/or genetic testing [24]. The genetic test-
ing method was used to differentiate Plasmodium spe-
cies when microscopy could not confirm various species. 
Snounou’s nested-PCR method [24], with high specificity 
and sensitivity was usually adopted to detect Plasmodium 
infection [27]. On account of the fact that the nested PCR 
amplification products could not only be directly used 
for DNA sequencing and analysing of the gene polymor-
phism of Plasmodium, Yunnan Province still applied the 
nested PCR based on Snounou’s method to re-test Plas-
modium infection during EMP, even though the real-time 
fluorescence quantitative PCR was faster [28, 29] and 
more sensitive [30] in genetic diagnosis of malaria. In 
order to better control the internal quality evaluation, the 
YPMDRL persists in the strategy that every malaria case 
originally diagnosed must be simultaneously re-tested by 
microscopic examination and by gene testing [21, 24]. By 
the end of 2014, the consistency of the two methods con-
ducted by the YPMDRL reached 97.4% [21]. The 95.6% 
(2742/2,869) re-testing rate for malaria cases initially 
diagnosed in Yunnan province in nearly six years was sig-
nificantly higher than 45.5% from the WHO report 2018 
[8].

Moreover, the practice of identifying Plasmodium spe-
cies based on gene testing could also help microscopists 
in Yunnan Province to correct their understanding of the 
unfamiliar morphology of Plasmodium. In recent years, 
P. falciparum infection cases imported from Africa have 
increased in Yunnan Province [31]. Once these falcipa-
rum malaria cases imported from Africa cause a clini-
cal outbreak, the Plasmodium morphology in peripheral 
blood often appears as mature trophozoites. This mor-
phology of P. falciparum was easily confused with the 
immature trophozoites of P. vivax before 2016 in Yun-
nan Province [21, 32], with the error rate of 55.6% in 2016 
(Additional file 3). Moreover, a lack of familiarity with the 
morphology of P. ovale and P. malariae is also another 
major cause leading to incorrect identification of Plasmo-
dium various species in county-level laboratories in Yun-
nan Province (Additional file 3).

Since 2013, 20 cases of P. ovale infected from Africa 
[27] and P. malariae infected from Myanmar were iden-
tified during the re-testing at the YPMDRL [31], but all 
these cases were misdiagnosed as P. vivax in county-level 
laboratories. It is possible that microscopists ignored 
to observe the morphological changes of erythrocytes 
parasitized by non-falciparum Plasmodium species. It 
was observed [33–36] that the different growth stages of 
Plasmodium, such as trophozoites, schizonts and game-
tocytes with different proportions, appeared simultane-
ously in the peripheral blood of patients with P. vivax, P. 

malariae and P. ovale. However, the morphology changes 
of erythrocytes were significantly different between three 
non-falciparum Plasmodium species, which the eryth-
rocytes parasitized by P. vivax were generally enlarged, 
those parasitized by P. malariae were generally smaller 
than normal ones, and those parasitized by P. ovale were 
oval in shape [32] and contained obvious Schüffner’s dots 
[37].

Nevertheless, the species accuracy rate of malaria ini-
tially diagnosed in Yunnan Province remained above 
92% (Additional file 2) from 2013 to 2018, which is sig-
nificantly higher than the 62–66% accuracy rate that Yin 
et al. reported in China in 2015 [20]. A potential reason 
for this could be the different microscopists selected for 
assessment between the two studies. In the Yin et  al. 
study, those personnel were not always specialized 
malaria microscopists, but testers who could undertake 
the pathogenic testing for multiple parasitic diseases 
at the same time except for Plasmodium. Retention of 
multiple testing skills may have limited microscopists in 
mastering Plasmodium identification. Moreover, there 
were significant regional differences in the species accu-
racy rate between prefectures in Yunnan Province. Gen-
erally, in those prefectures that are traditional malaria 
endemic areas with a high number of diagnosed malaria 
cases, such as Dehong and Baoshan, the species accu-
racy rate was higher than the prefectures that are non-
traditional malaria endemic areas with a low number of 
diagnosed malaria cases, such as Kunming and Zhao-
tong. The phenomenon that laboratories in areas with 
more diagnosed malaria cases have a stronger ability to 
precisely identify Plasmodium species is consistent with 
the findings of studies conducted by Abanyie et al. [18], 
Loomans et al. [11], Alemu et al. [12], and Mukadi et al. 
[38]. It is suggested that continuous practice is advanta-
geous in maintaining the microscopic skills required to 
examine Plasmodium at a high level and stable state. In 
the next stage, it is necessary to strengthen the training 
of microscopic examination skills for P. malariae and P. 
ovale, and also how to distinguish between P. ovale curtisi 
and P.ovale wallikeri on the basis of gene polymorphism 
information analysis.

Plasmodium density was considered an effective indi-
cator in predicting the severity of a malaria attack [10, 
39], but the China Malaria Diagnostic Criteria does 
not require Plasmodium density to be measured dur-
ing malaria diagnosis [22]. Therefore, the Plasmodium 
density was not collected during the initial diagnosis of 
malaria cases in Yunnan Province from 2013 to 2018, 
and the Plasmodium density data was not also analysed 
in this paper. Additionally, although the organizer of 
EMP required YPMDRL to collect the every blood sam-
ples of malaria cases initial diagnosed and re-test their 
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Plasmodium infection at the same time, there were still 
some accidents, such as patients’ refusing to supply blood 
or too litter blood samples not enough to prepare the 
blood smears and dried blood spot specimens for re-test-
ing, etc., that resulted in the missing (3.8%, 108/2869) or 
delayed collection (3.8%, 103/2742) for re-testing speci-
mens. However, considering that the elimination malaria 
and consolidation its effect were a long-lasting monitor-
ing plan, the few shortcomings in the programme design 
should be improved in the future. In addition, the intro-
duced working model of implementation reference labo-
ratory re-testing and application its’ results to revise the 
identification of malaria species in Yunnan Province are 
worthy of promotion in the other malaria elimination 
implementation areas.

Conclusions
The proportion of the malaria cases re-tested by the 
YPMDRL has been higher than 93% since 2014. The spe-
cies accuracy of malaria initially diagnosed by micros-
copy in county-level laboratories has been higher than 
92% from 2013 to 2018. This finding partially clarified the 
improper understanding that the level of correct identi-
fication of Plasmodium species is not high in the basic 
level laboratories in Yunnan Province. The strategy of 
double re-testing both by microscopy and by gene testing 
ensures to diagnose malaria cases more precisely in Yun-
nan Province. The re-testing results from YPMDRL are 
the main basis to revise the malaria kinds during EMP in 
Yunnan Province.

Abbreviations
CISDCP: China information system disease control prevention; YPMDRL: Yun-
nan province malaria diagnostic reference laboratory; EMP: Elimination malaria 
programme; ID: Initial diagnosis; MIC: Microscope; MSA: Microscope species 
accuracy; MSAR: Microscope species accuracy rate; PTD: Re-testing diagnosis; 
PTDR: Re-testing diagnosis rate; RSA: PCR test species accuracy; RSAR: PCR test 
species accuracy rate; SA: Species accuracy; CMPD: The Consistency of MIC & 
PCR re-testing by YPMDRL; CMPDR: The rate of CMPD.

Supplementary information
Supplementary information accompanies this paper at https:// doi. org/ 10. 
1186/ s12936- 020- 03477-1.

Additional file 1. Re-testing of negative samples by YPMDRL in Yunnan 
Province (2016 to 2018).

Additional file 2. The details of nested PCR testing for differentiating 
between various Plasmodium species.

Additional file 3. Accuracy of initial malaria diagnoses in Yunnan Province 
prefectures (2013 to 2018).

Additional file 4. Analysis of the inconsistency between initial diagnosis 
and re-testing in Yunnan Province from 2013 to 2018.

Acknowledgements
We appreciate the support from the Centers for Disease Control and Preven-
tion in states/cities and counties such as Dehong, Baoshan, Kunming, Pu’er, 
Lincang, Dali, Nujiang, Lijiang, Xishuangbanna, Yuxi, Chuxiong, Honghe, 
Zhaotong, Diqing, Qujing, and Wenshan.

Authors’ contributions
YD was responsible for the coordination of all project, study design, statistics 
and analysis of the data, and wrote the manuscript; YD, YX, MC, CZ, XM 
performed the collection blood samples and microscopy examination; CW 
managed the malaria cases information of China Information System Disease 
Control Prevent, and JX guided making the geographical map. All authors 
read and approved the final manuscript.

Funding
This study was supported by National Science Foundation, China 
(No.81660559, 81960579); and the Youth Project of Yunnan Province Basic 
Research Programme, China (No. 2017FD007, No. 2017FD190).

Availability of data and materials
Not applicable.

Ethics approval and consent to participate
The study was approved by the Yunnan Institute of Parasitic Diseases and 
Ethical Committee. Genetic testing was performed on stored blood samples 
obtained as part of the routine diagnostic work-up of patients with fever who 
were suspected to have malaria. Although there was no risk and the data 
processing after sample collection was done anonymously, informed consent 
was obtained.

Consent for publication
All authors provided their consent for the publication of this report.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Yunnan Institute of Parasitic Diseases Control, Yunnan Provincial Key Labora-
tory, Yunnan Centre of Malaria Research, Pu’er 665000, China. 2 National 
Institute of Parasitic Diseases, Chinese Center for Disease Control and Preven-
tion, Shanghai 200025, China. 

Received: 11 November 2019   Accepted: 2 November 2020

References
 1. Standing Committee of the National People’s Congress, 2004. Law of the 

People’s Republic of China on the Prevention and Control of Infectious 
Diseases. NPC Standing Committee, Beijing, China. https:// jyglj. xinji ang. 
gov. cn/ zcjjd/ 2018/ 35848. htm. (in Chinese).

 2. Wu DQ, Hu DF, Wu M. [Structure and function of China Information Sys-
tem Disease Control Prevention]. Endemic Dis Bull. 2007;22:657. https:// 
xueshu. baidu. com/ userc enter/ paper/ show? paper id= 65c74 6e173 eaae7 
4e8cd 1523b d38ca 25& site= xueshu_ se. (in Chinese)

 3. Zhang L, Feng J, Zhang SS, Jiang S, Xia ZG, Zhou SS. Malaria situation 
in the People’s Republic of China in 2015. Chin J Parasitol Parasit Dis. 
2016;34:477–81. (in Chinese).

 4. Zhang L, Feng J, Zhang SS, Jiang S, Xia ZG, Zhou SS, et al. Malaria situation 
in the People’s Republic of China in 2016. Chin J Parasitol Parasit Dis. 
2017;35:515–9. (in Chinese)

 5. Zhang L, Feng J, Zhang SS, Xia ZG, Zhou SS. The progress of national 
malaria elimination and epidemiological characteristics of malaria in 
China in 2017. Chin J Parasitol Parasit Dis. 2018;36:201–9. (in Chinese)

 6. WHO. World malaria report 2016. Geneva: World Health Organization; 
2016a.

 7. WHO. World malaria report 2017. Geneva: World Health Organization; 
2017.

 8. WHO. World malaria report 2018. Geneva: World Health Organization; 
2018.

https://doi.org/10.1186/s12936-020-03477-1
https://doi.org/10.1186/s12936-020-03477-1
https://jyglj.xinjiang.gov.cn/zcjjd/2018/35848.htm
https://jyglj.xinjiang.gov.cn/zcjjd/2018/35848.htm
https://xueshu.baidu.com/usercenter/paper/show?paperid=65c746e173eaae74e8cd1523bd38ca25&site=xueshu_se
https://xueshu.baidu.com/usercenter/paper/show?paperid=65c746e173eaae74e8cd1523bd38ca25&site=xueshu_se
https://xueshu.baidu.com/usercenter/paper/show?paperid=65c746e173eaae74e8cd1523bd38ca25&site=xueshu_se


Page 9 of 9Dong et al. Malar J          (2020) 19:409  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 9. Oliveira-Ferreira J, Lacerda MV, Brasil P, Ladislau JL, Tauil PL, Daniel-Ribeiro 
CT. Malaria in Brazil: an overview. Malar J. 2010;9:115.

 10. Manser M, Olufsen C, Andrews N, Chiodini PL. Estimating the parasitae-
mia of Plasmodium falciparum: experience from a national EQA scheme. 
Malar J. 2013;12:428.

 11. Loomans L, Conesa Botella A, D’hondt A, Verschueren J, Bossche D, Van 
Esbroeck M, et al. Accuracy of malaria diagnosis by clinical laboratories in 
Belgium. Malar J. 2019;18:104.

 12. Alemu M, Tadesse D, Hailu T, Mulu W, Derbie A, Hailu T, et al. Performance 
of laboratory professionals working on malaria microscopy in Tigray. 
North Ethiopia J Parasitol Res. 2017;2017:9064917.

 13. Skarbinski J, James EM, Causer LM, Barber AM, Mali S, Nguyen-Dinh 
P. Malaria surveillance–United States, 2004. MMWR Surveill Summ. 
2006;55:23–37.

 14. Thwing J, Skarbinski J, Newman RD, Barber AM, Mali S, Roberts JM. 
Malaria surveillance–United States, 2005. MMWR Surveill Summ. 
2007;56:23–40.

 15. Mali S, Steele S, Slutsker L, Arguin PM. Malaria surveillance–United States, 
2006. MMWR Surveill Summ. 2008;57:24–39.

 16. Mali S, Steele S, Slutsker L, Arguin PM. Malaria surveillance–United States, 
2008. MMWR Surveill Summ. 2010;59:1–15.

 17. Mali S, Tan KR, Arguin PM. Malaria surveillance - United States, 2009. 
MMWR Surveill Summ. 2011;60:1–15.

 18. Abanyie FA, Arguin PM, Gutman J. State of malaria diagnostic testing at 
clinical laboratories in the United States, 2010: a nationwide survey. Malar 
J. 2011;10:340.

 19. WHO. Malaria microscopy quality assurance manual – Ver2. Geneva: 
World Health Organization; 2016b.

 20. Yin JH, Yan H, Huang F, Li M, Xiao HH, Zhou SS, et al. Establishing a China 
malaria diagnosis reference laboratory network for malaria elimination. 
Malar J. 2015;14:40.

 21. Dong Y, Mao XH, Cheng MN, Deng Y, Wang J, Xu YC. [Quality analysis of 
laboratory malaria diagnosis in Yunnan Province during 2012–2014]. Chin 
J Parasitol Parasit Dis. 2015;33:191–5. (in Chinese)

 22. Zhu YJ, Deng Y, Mao XH, Wang J, Chen MN, Dong Y. [Analysis of the 
homology of the 18S sRNA gene of Plasmodium isolates from different 
sources of infection] (in Chinese). J Pathog Biol. 2014;9:331–4.

 23. Department of Health of China. [Diagnostic criteria for malaria (WS 
259–2015)] (in Chinese). People’s Republic of China health industry 
standard. 2006. 17597–2006.https:// max. book1 18. com/ html/ 2016/ 1008/ 
57810 767. shtm.

 24. Snounou G, Viriyakosol S, Zhu XP, Jarra W, Pinheiro L, do Rosario VE, 
et al. High sensitivity of detection of human malaria parasites by the 
use of nested polymerase chain reaction. Mol Biochem Parasitol. 
1993;61:315–20.

 25. Zakeri S, Najafabadi ST, Zare A, Djadid ND. Detection of malaria parasites 
by nested PCR in south-eastern, Iran: evidence of highly mixed infections 
in Chahbahar district. Malar J. 2002;1:2.

 26. Li M, Wang ZY, Zhang T, Xia ZG. [Exploration of using one-step reverse 
transcription PCR in detection of four species of human malaria] (in 
Chinese). Chin J Parasitol Parasit Dis. 2016; 34: 500-5. https:// pm. yuntsg. 

com/ detai ls. html? pmid= 30141 596& key= Explo ration% 20of% 20usi ng% 
20one- step% 20rev erse% 20tra nscri ption% 20PCR% 20in% 20det ection% 
20of% 20four% 20spe cies% 20of% 20hum an% 20mal aria.

 27. Yin JH, Li M, Yan H, Zhou SS. Considerations on PCR-based methods 
for malaria diagnosis in China malaria diagnosis reference laboratory 
network. Biosci Trends. 2018;12:510–4.

 28. Kavunga-Membo H, Ilombe G, Masumu J, Matangila J, Imponge J, et al. 
Molecular identification of Plasmodium species in symptomatic children 
of Democratic Republic of Congo. Malar J. 2018;17:334.

 29. Mueller I, Widmer S, Michel D, Maraga S, McNamara DT, Kiniboro B, et al. 
High sensitivity detection of Plasmodium species reveals positive correla-
tions between infections of different species, shifts in age distribution 
and reduced local variation in Papua New Guinea. Malar J. 2009;8:41.

 30. Doctor SM, Liu Y, Anderson OG, Whitesell AN, Mwandagalirwa MK, 
Muwonga J, et al. Low prevalence of Plasmodium malariae and Plas-
modium ovale mono-infections among children in the Democratic 
Republic of the Congo: a population-based, cross-sectional study. Malar J. 
2016;15:350.

 31. Xu YC, Chen MN, Mao XH, Deng Y, Sun AM, Dong Y. [Laboratory diagnosis 
of Plasmodium ovale in Yunnan Province] (in Chinese). J Pathog Biol. 
2016;11:541–4.

 32. Chen MN, Mao XH, Deng Y, Wang J, Xu YC, Dong Y. [Identification 
of the morphology of Plasmodium that microscopy cannot readily 
identify among malaria cases in Yunnan](in Chinese). J Pathog Biol. 
2017;12:227–32.

 33. Lysenko AJ, Beljaev AE. An analysis of the geographical distribution of 
Plasmodium ovale. Bull World Health Organ. 1969;40:383–94.

 34. Chin W, Contacos PG. A recently isolated West African strain of Plasmo-
dium ovale. Am J Trop Med Hyg. 1966;15:1–2.

 35. Fuehrer HP, Starzengruber P, Swoboda P, Khan WA, Matt J, Ley B, et al. 
Indigenous Plasmodium ovale malaria in Bangladesh. Am J Trop Med Hyg. 
2010;83:75–8.

 36. Sun H, Li J, Xu C, Xiao T, Wang L, Kong X, et al. Increasing number of 
imported Plasmodium ovale wallikeri malaria in Shandong Province, 
China, 2015–2017. Acta Trop. 2019;191:248–51.

 37. Mekonnen SK, Aseffa A, Medhin G, Berhe N, Velavan TP. Re-evaluation 
of microscopy confirmed Plasmodium falciparum and Plasmodium vivax 
malaria by nested PCR detection in southern Ethiopia. Malar J. 2014;13:48.

 38. Mukadi P, Lejon V, Barbé B, Gillet P, Nyembo C, Lukuka A, et al. Perfor-
mance of microscopy for the diagnosis of malaria and human African 
trypanosomiasis by diagnostic laboratories in the Democratic Republic 
of the Congo: results of a nation-wide external quality assessment. PLoS 
ONE. 2016;11:e0146450.

 39. Lalloo DG, Shingadia D, Bell DJ, Beeching NJ, Whitty CJM, Chiodini PL, 
et al. UK malaria treatment guidelines 2016. J Infect. 2016;72:635–49.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://max.book118.com/html/2016/1008/57810767.shtm
https://max.book118.com/html/2016/1008/57810767.shtm
https://pm.yuntsg.com/details.html?pmid=30141596&key=Exploration%20of%20using%20one-step%20reverse%20transcription%20PCR%20in%20detection%20of%20four%20species%20of%20human%20malaria
https://pm.yuntsg.com/details.html?pmid=30141596&key=Exploration%20of%20using%20one-step%20reverse%20transcription%20PCR%20in%20detection%20of%20four%20species%20of%20human%20malaria
https://pm.yuntsg.com/details.html?pmid=30141596&key=Exploration%20of%20using%20one-step%20reverse%20transcription%20PCR%20in%20detection%20of%20four%20species%20of%20human%20malaria
https://pm.yuntsg.com/details.html?pmid=30141596&key=Exploration%20of%20using%20one-step%20reverse%20transcription%20PCR%20in%20detection%20of%20four%20species%20of%20human%20malaria

	Analysis of initial laboratory diagnosis of malaria and its accuracy compared with re-testing from 2013 to 2018 in Yunnan Province, China
	Abstract 
	Background: 
	Methods: 
	Results: 
	Conclusions: 

	Background
	Methods
	Ethics statement
	Data collection of initial malaria diagnoses
	Blood sample collection and transport
	YPMDRL re-testing malaria cases samples
	Primary index and statistical analysis

	Results
	Malaria cases initially diagnosed
	Analysis of YPMDRL re-testing results
	Revise the initial diagnosis

	Discussion
	Conclusions
	Acknowledgements
	References




