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Etiological, epidemiological, and clinical features of
acute diarrhea in China
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Huai-Qi Jing4,65, Simon I. Hay 18,19,65, George F. Gao 20,65, Wei-Zhong Yang20,65 & The Chinese Centers for

Disease Control and Prevention (CDC) Etiology of Diarrhea Surveillance Study Team*

National-based prospective surveillance of all-age patients with acute diarrhea was con-

ducted in China between 2009‒2018. Here we report the etiological, epidemiological, and

clinical features of the 152,792 eligible patients enrolled in this analysis. Rotavirus A and

norovirus are the two leading viral pathogens detected in the patients, followed by adenovirus

and astrovirus. Diarrheagenic Escherichia coli and nontyphoidal Salmonella are the two leading

bacterial pathogens, followed by Shigella and Vibrio parahaemolyticus. Patients aged <5 years

had higher overall positive rate of viral pathogens, while bacterial pathogens were more

common in patients aged 18‒45 years. A joinpoint analysis revealed the age-specific posi-

tivity rate and how this varied for individual pathogens. Our findings fill crucial gaps of how

the distributions of enteropathogens change across China in patients with diarrhea. This

allows enhanced identification of the predominant diarrheal pathogen candidates for diag-

nosis in clinical practice and more targeted application of prevention and control measures.
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D
iarrhea remains one of the major causes of disease burden
worldwide, despite significant progress in sanitation status
and public health awareness1–3. More than 4.4 billion

cases and 1.6 million deaths (ranking eighth as a common cause
of life loss) due to diarrhea occur worldwide in 20161, causing
substantial medical and healthcare costs and a high economic
impact on society. Evidence shows that diarrheal disease is a
major contributor to pediatric morbidity and mortality, especially
in low-income and middle-income countries (LMICs)4. More
than 0.5 million of diarrheal deaths occurred among children
younger than 5 years globally in 2017, 88% of which occurred in
South Asia and sub-Saharan Africa5. The etiology of acute diar-
rhea differs between regions depending on economic develop-
ment, local climate, and geography. A better understanding of the
epidemiology, etiology, and seasonality of acute diarrhea would
be valuable for planning and adopting targeted preventive mea-
sures, as well as antimicrobial therapy.

China is one of the 15 countries with a high incidence of
diarrhea6. Although there are numerous studies that investigated
the gastrointestinal pathogens in acute diarrhea7–9, the previous
studies were subject to limitations such as small sample size,
limited coverage area, short surveillance duration, few tested
pathogens, and small catchment populations. In addition, pooled
data analysis was hindered by inconsistent detection assays
among studies. Here based on a national surveillance network for
patients with acute diarrhea, we made the systematic attempt to
identify the etiological, epidemiological, and clinical features of
acute diarrhea in an all-age population for a decade in China. It is
anticipated that long-term continuous collection of surveillance
data will be representative of a wide range of patients valuable for
planning and adopting targeted preventive measures and therapy.

Results
From January 2009 to December 2018, 157,883 patients with
acute diarrhea were recruited, from whom 5091 patients were
excluded due to incomplete data or not initially diagnosed in the
sentinel hospitals, thus 152,792 patients were used for the final
analysis (Fig. 1). There were 85,731 patients tested for at least one
virus, 100,129 patients tested for at least one bacterium, and
12,988 patients tested for at least one parasite. From those, 58,620
patients were tested for all seven viruses, 59,384 patients were
tested for all 13 bacteria, 11,167 patients were tested for all three
parasites, and 3330 patients were tested for all 23 pathogens. The
demographic and epidemiological characteristics of the studied
patients are shown in Table 1. Of these, 58.96% (90,093/152,792)
were male, 55.63% (85,001/152,792) were aged <18 years and
11.02% (16,847/152,792) were older people aged ≥60 years. A
total of 116,217 patients (76.06%) were from urban areas. The
definite outcome was reported from 89,441 patients, of whom 40
patients (0.04%) died. On average, 15,536 (interquartile range:
9592‒18,065) patients from 126 (interquartile range: 91‒149)
hospitals were analyzed annually (Supplementary Fig. 1). There
were 26.07% (868/3330) of patients who were positive for at least
one enteropathogen (Supplementary Table 1). These patients
were younger and took longer from onset to hospital admission
compared with negative patients (median age, 1 vs 35 years, delay
3 vs 1 day) (Supplementary Table 2).

The pathogen spectrum based on 58,620 patients with all seven
viruses tested. In total, 58,620 cases were tested for all the seven
viruses, from whom comparable demographic characteristics
were recorded (Table 1). At least one positive detection was
obtained from 18,676 (31.86%) cases. Rotavirus A showed the
highest proportion of positive detection (45.05%), followed by

norovirus (32.21%) and adenovirus (9.27%) (Fig. 2a and Sup-
plementary Table 3).

The pathogen spectrum differed across age groups. For
pediatric patients <18 years old, the top three viral pathogens
were rotavirus A, norovirus, and adenovirus. The ranking differed
among pediatric cohorts. The leading pathogen in the age group
<5 years was rotavirus A, replaced by norovirus in the 5‒17 age
group. In adults (≥18 years old), norovirus remained the leading
pathogen, followed by rotavirus A and astrovirus (Fig. 2a and
Supplementary Table 3).

The pathogen spectrum based on 59,384 patients with all 13
bacteria tested. In total, 59,384 cases were tested for all 13 bacterial
pathogens, from which comparable demographic characteristics
were collected (Table 1). At least one positive detection was
obtained from 10,825 (18.23%) cases. The leading bacterial
pathogen was diarrheagenic Escherichia coli (DEC) (43.31% of all
positive detection), followed by nontyphoidal Salmonella (NTS)
(25.11%), Vibrio parahaemolyticus (V. parahaemolyticus) (10.83%),
and Shigella (6.88%) (Fig. 2b and Supplementary Table 3).

The pathogen spectrum differed among age groups. Overall,
DEC and NTS were the leading bacterial pathogens that were
identified from pediatric patients <18 years old. For those aged
<6 months, the top five bacteria were DEC, NTS, Aeromonas
hydrophila (A. hydrophila), Shigella, and V. parahaemolyticus,
which was altered to NTS, DEC, A. hydrophila, Shigella and
Campylobacter jejuni (C. jejuni) in the 6‒11 months group. For
the 1‒4 years group, the top five bacteria were DEC, NTS,
Shigella, C. jejuni and A. hydrophila, with the same top four
pathogen in the 5‒17 age group, while 5th was replaced by V.
parahaemolyticus. In the three adult groups (18‒45, 46‒59, and
≥60 years old), the top three pathogens were DEC, NTS, V.
parahaemolyticus (Fig. 2b and Supplementary Table 3).

The pathogen spectrum based on 11,167 patients with all three
parasites tested. In total, 11,167 cases were tested for all three
parasites pathogens. The leading parasitical pathogen was Enta-
moeba histolytica (E. histolytica) (55.38% of all positive detection),
followed by Giardia lamblia (G. lamblia) (32.82%) and Cryptos-
poridium (11.79%). For the parasitical pathogen spectrum, high
consistency in the ranking was observed among the various age
groups of adults (Fig. 2c and Supplementary Table 3).

Detection of specific viral pathogens. The frequency of testing
for each of the seven viral pathogens differed from 71,567 for
rotavirus C to 80,054 for adenovirus (Supplementary Table 4).
The highest positive rate was to rotavirus A (20.40%, 15,155/
74,307), followed by norovirus (12.47%, 9,707/77,855), adeno-
virus (3.33%, 2669/80,054), and astrovirus (2.77%, 2201/79,529)
(Fig. 3a and Supplementary Table 4). The same ranking was
obtained for all viruses-tested specimens (Supplementary
Table 3).

Across the study period, rotavirus A remained as the most
frequently identified virus (Supplementary Fig. 2), however, the
positive rate declined from 39.59% in the first year to 14.61% in
the last year, showing a significantly decreasing trend with an
average annual percentage change (AAPC) of −12.4% (p < 0.01)
(Supplementary Table 5). A biennial pattern emerged, with
alternating years of low and high rotavirus activity. Sapovirus,
conversely, showed an increasing trend with an AAPC of 6.6%
(p < 0.01). For rotavirus A positive specimens, 50.17% (7,604/
15,155) were successfully genotyped, with the most prevalent
genotype as G9P[8] (14.69%), followed by G3P[8] (8.56%) and
G1P[8] (6.83%) (Supplementary Table 6). GII was the most
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common genotype of norovirus 90.85% (8426/9275) (Supple-
mentary Table 4).

Based on the seven age group classifications, 46.73% (6874/
14,710) of the children aged 6‒11 months had at least one
positive viral detection, dropping to 27.85% (1361/4887) in 5‒17
year adolescents, 21.55% (3734/17,324) in 18‒45 year, 21.86%
(1607/7352) in 46‒59 year and 19.82% (1711/8633) in ≥60 years.
All viruses were detected with the highest frequency in children
(<5 years old), except for norovirus, with the highest frequency
seen in 18‒45 year adults (p < 0.05) (Fig. 3a and Supplementary
Table 4). Joinpoint regression analysis revealed a similar trend
for rotavirus A and B, adenovirus, norovirus; all showing one
descending turnaround point at 2–3 years old, although
norovirus had an additional turnaround point at 5 years,
revealing an obvious increase. The stabilized or decreased
turnpoints were shown at around 21 years old for all these
viruses (Fig. 4a). Rotavirus, adenovirus, and sapovirus were
detected with slightly higher rates in males (all p < 0.05)
(Supplementary Table 4). Among patients under 5 years of
age, only the rate for rotavirus was significant for sex (p < 0.001)
(Supplementary Table 7). Astrovirus was more frequently

identified among patients living in rural areas than those living
in urban areas (p < 0.0001) (Supplementary Table 8).

Detection of specific bacterial pathogens. The frequency of
testing for each of the 13 bacterial pathogens differed from 60,951
for Yersinia pseudotuberculosis (Y. pseudotuberculosis) to 99,114
for NTS (Supplementary Table 4). Among the 13 tested bacterial
pathogens, DEC had the highest positive rate (6.71%, 6191/
92,238), followed by NTS (4.41%, 4366/99,114), Shigella (2.44%,
2331/95,593), and V. parahaemolyticus (2.08%, 1981/95,155)
(Fig. 3b and Supplementary Table 4). Of the DEC positive spe-
cimens, enteroaggregative E. coli was most frequently detected
(28.51%), followed by enteropathogenic E. coli (25.36%), enter-
otoxigenic E. coli (24.07%), enteroinvasive E. coli (6.59%), and
enterohaemorrhagic E. coli (3.02%).

Across the study years, four bacterial pathogens showed
significantly increasing trends of positivity, with extraordinarily
high AAPC for Campylobacter coli (C. coli) and C. jejuni (17.5%
and 14.5%, respectively) (Supplementary Fig. 2 and Supplemen-
tary Table 5). In contrast, Shigella, Vibrio cholerae (V. cholerae)

157,883 records of cases recruited

152,792  cases included

5,091 were not enrolled

• 4,727 cases with incomplete data

• 364 cases referred from other  

 in sentinel hospitals

 hospitals or not initially diagnosed 

Underwent screening

    85,731 cases with at least

one virus tested (Rotavirus A: 74,307, 

Norovirus: 77,855, Adenovirus: 80,054, 

Astrovirus: 79,529, Sapovirus: 77,436, 

Rotavirus B: 71,917, 

Rotavirus C: 71,567)

    100,129 cases with at least one 

bacterium tested (DEC: 92,238,

NTS: 99,114, Shigella: 95,593, 

V. parahaemolyticus: 95,155,

A. hydrophila: 91,718, C. jejuni: 90,391,

P. shigelloides: 90,874, V. cholerae: 96,949,

Y. enterocolitica: 93,813, C. coli: 89,049,

V. fluvialis: 61,673, V. mimicus: 61,676,

Y. pseudotuberculosis: 60,951)

    12,988 cases with at least one 

parasite tested (E. histolytica: 11,861,

G. lamblia: 12,433,

Cryptosporidium: 12,625)

58,620 cases with 

all viruses tested  
59,384 cases with 

all bacteria tested 

11,167 cases with 

all parasites tested  

    3,330 cases with 

all pathogens tested

25,239 cases with 

all viruses and 

bacteria tested

Fig. 1 A flowchart of the data collection and sorting procedures. This flow diagram summarizes the number of patients with acute diarrhea for each

analysis in this study.
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and A. hydrophila showed significantly decreasing positivity, with
AAPC of −26.5%, −26.0%, and −14.2%, respectively.

Based on seven age groups classification, the children
<6 months had the lowest rate for at least one positive bacterial
detection (7.92%, 756/9544), increased to the highest rate in 18‒
45 years (20.27%, 5802/28,627), and decreased thereafter
(Supplementary Table 4). For each detected bacterium, the age-
specific pattern differed. Joinpoint regression analysis showed a
similar trend for NTS, Shigella, C. jejuni, and Yersinia
enterocolitica (Y. enterocolitica), which were more frequently
identified in children, with similar turnaround point seen at 2–5
years coincident with a decreased annual percent change (APC)
(Fig. 4b). DEC, V. parahaemolyticus, Plesiomonas shigelloides (P.
shigelloides) and V. cholerae were more frequently identified in
young adults aged from 19‒28 years, with both P. shigelloides and
V. cholerae showing obvious descending turnaround points at 19‒
24 years old, and a second stabilized point at around 27 years old
(Fig. 4b). Sex-specific differences were observed for DEC and V.
parahaemolyticus only, with higher frequency observed in females
than in males. Shigella was more frequently identified among
patients living in rural areas than those living in urban areas
(Supplementary Table 8).

Detection of specific parasitical pathogens. The frequency of
testing for each of the three parasitical pathogens differed from
11,861 for E. histolytica to 12,625 for Cryptosporidium (Supple-
mentary Table 4). E. histolytica had the highest positive rate
(1.05%, 125/11,861), followed by G. lamblia (0.78%, 97/12,433)
and Cryptosporidium (0.27%, 34/12,625). E. histolytica and G.
lamblia showed significantly decreasing trends of positivity across
the study years, with AAPC of −37.4% (−49.5 to −22.5), −30.5%
(−40.7 to −18.5) (Supplementary Table 5). Cryptosporidium was
detected with higher frequency in male (p < 0.05). E. histolytica
and G. lamblia were detected with higher frequencies in the adult,
attaining the highest rate in 46‒59 years for E. histolytica and 18‒
45 years old for G. lamblia (p < 0.0001) (Supplementary Table 4).

Co-infection pattern. Co-infection rate among viruses was 3.03%
(1779/58,620), higher than that among bacteria (0.90%, 536/
59,384), and among parasites (0.03%, 3/11,167) (Fig. 2). Children
had a higher viral-viral co-infection rate, and within this group, the
highest level was seen in children of 1‒4 years old (χ2= 686.83, p <
0.0001). In contrast, adults of 18‒45 years old had the highest
bacterial-bacterial co-infection rate (χ2= 74.01, p < 0.0001). For
those with all viruses-tested patients, we observed positive correla-
tions between norovirus–adenovirus, norovirus–astrovirus,
adenovirus–astrovirus, adenovirus–sapovirus, astrovirus–sapovirus,
all with an odds ratio (OR) >1 and p < 0.05 adjusted by Holm’s
method. We observed negative correlations between
rotavirus–norovirus, rotavirus–adenovirus, rotavirus–sapovirus,
norovirus–sapovirus at the individual level, all with OR < 1 with p-
values < 0.05 adjusted by Holm’s method (Supplementary Fig. 3c).

Among 25,239 patients tested for all seven viruses and 13
bacteria, 2.63% (665/25,239) had viral-bacterial co-infection
(Supplementary Fig. 3a), with primarily occurred among
rotavirus A, norovirus, adenovirus, sapovirus, astrovirus, DEC,
and NTS (Supplementary Fig. 3b).

Clinical syndrome and signs. Based on 8758 patients with
positive detection, different clinical syndrome and clinical signs
were observed between patients with a single viral infection or
single bacterial infection. More vomiting (z= 14.05, p < 0.001),
respiratory symptoms (z= 6.79, p < 0.001), neurological symp-
toms (z= 3.19, p < 0.01), and less fever (z=−5.58, p < 0.001)
were exhibited in those patients with single virus infections. TheseT
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intergroup differences were consistently observed for children
and adults (Supplementary Table 9). To attain a differential
diagnosis between bacterial and viral infections with acute diar-
rhea, a binary eXtreme Gradient Boosting model was applied on
5816 patients with viral single infections and 2942 patients with
bacterial single infections. In total, 11 valid variables regarding
demographical and clinical symptoms/syndromes were entered
into the model, with the season, age, mucous stool, vomiting,
respiratory symptoms, mushy stool, bloody stool, watery stool,
sex, fever, and neurologic symptoms observed. Among them, the
season was the most important predictor with a relative con-
tribution of 37.46%, followed by age (16.73%). The contributions
of mucous stool, vomiting, and respiratory symptoms were
slightly larger than 5%, and the contribution for each of the
others was less than 5%. The area under curve of the model was
0.79 [95% confidence interval (CI): 0.77‒0.81], accuracy=
74.14%. (Supplementary Fig. 4a, b). The mean accuracy of cross-
validation was 74.52% and the variance was 4.17%. Based on this
multivariate logistic regression model, child patients with acute
diarrhea, vomiting, and respiratory symptoms that occurred in
the cold season were shown to be likely caused by virus infections,

while an adult with mucous or bloody stool, that occurred in
warm-season were probably infected with bacteria (Supplemen-
tary Table 10).

The spatial-temporal pattern. The geographic diversity of
detection and the seasonal patterns for each pathogen were
demonstrated for seven ecological regions (Fig. 5). The effect on
the spatial and the seasonal pattern was explored at the sentinel
city level by using four sociological and six meteorological factors
(Supplementary Table 11). The daily mean temperature affected
most of the detected viruses and bacteria significantly, but with
different directions of effects. Incidence rate ratios (IRRs) for
viruses ranged from 0.83 (95% CI: 0.82‒0.84) to 0.96 (95% CI:
0.94‒0.97), while IRRs for bacteria ranged from 1.26 (95% CI: 1.23‒
1.28) to 1.70 (95% CI: 1.62‒1.78). Consistent with these effects, the
viral infection exhibited a winter-spring seasonality that spanned
from December–January and ending in April–May, while the
bacterial infection exhibited a Summer‒Autumn seasonality that
spanned from May to October with peaks in summer (Fig. 5). At
the city level, the proportion of children significantly affected by
viral infection was greater, with the IRRs ranging from 1.03 (95%
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Fig. 2 Pathogen spectrum and co-infection pattern of enteropathogens in diarrhea patients by age group in the mainland of China, 2009‒2018. a The

viral spectrum and co-infection pattern of 58,620 patients with acute diarrhea who had all the seven viral pathogens tested. b The bacterial spectrum and

co-infection pattern of 59,384 patients with acute diarrhea who had all the 13 bacterial pathogens tested. c The parasitical spectrum and co-infection

pattern of 11,167 patients with acute diarrhea who had all three parasitical pathogens tested. The proportion of each positive pathogen was noted in % and

by the length of colored bars. The orange bar indicates viral mono-infection; the blue bar indicates bacterial mono-infection; the red bar indicates parasitical

mono-infection; the green bar indicates co-infection. For viruses, co-infection means co-infection among viruses. For bacteria, co-infection means co-

infection among bacteria. For parasites, co-infection means co-infection among parasites. DEC diarrheagenic Escherichia coli; NTS nontyphoidal Salmonella.

Source data are provided as a Source Data file.
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Fig. 3 Positive rate of pathogens by sex and age in patients with diarrhea in China, 2009‒2018. a Viral pathogens. b Bacterial pathogens. c Parasite

pathogens. The lengths of red bars indicate the positive rate of each pathogen. The lengths of blue bars and yellow bars indicate the positive rate of each

pathogen by sex and age groups. The same group was marked by the same colors of bars filling. *Indicates a significant difference (chi-square test or

Fisher’s exact test were two-sided and p < 0.05 was statistically significant) found within the group. DEC diarrheagenic Escherichia coli; NTS nontyphoidal

Salmonella. Source data are provided as a Source Data file.
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CI: 1.02‒1.04) to 1.17 (95% CI: 1.13‒1.21). The population density
was more important for bacterial infection, the IRR of C. jejuni was
2.44 (95% CI: 2.26‒2.65) (Supplementary Table 11).

The direction and magnitude of the evaluated effects revealed
two viral clusters and two bacterial clusters. Norovirus, sapovirus,
astrovirus, and adenovirus constituted Cluster I, with the positive
rates of the former three positively associated with lower
temperature, and positive rates of latter two negatively associated
with higher wind speed (Supplementary Table 11 and Fig. 5e).
Rotavirus A, B, and C constituted Cluster II, all were positively
associated with a lower sunshine hour, wind speed, and a higher
proportion of children. DEC, Shigella, NTS and A. hydrophila
constituted Cluster III, all were associated with higher tempera-
ture, while Shigella and A. hydrophila additionally associated with
a lower gross domestic product (GDP) per capita (Fig. 5c and
Supplementary Table 11). C. jejuni and C. coli constituted Cluster
IV, both positively associated with high population density
(Fig. 5f).

The seasonal patterns of enteropathogens also differed across
geographical locations. For example, rotavirus was strongly
seasonal in the temperate areas with latitude above 40°, where
epidemics peaked during the winter. In contrast, its seasonality
was less pronounced in the subtropical and tropical regions,
characterized by multiple peaks in the regions with latitude below
40°. The seasonality of norovirus shows an obvious bimodal
pattern, and in a similar pattern as rotavirus, the peaking time in

areas with latitude below 30° or between 30° and 40° was shown
earlier than that regions with latitude above 40° (Supplementary
Fig. 5).

Discussion
In this study of longitudinal surveillance spanning ten years in
China, we provided updated results on the viral, bacterial, and
parasitical etiologies in patients with acute diarrhea which dif-
fered in terms of patients’ demography, epidemic season, and
socioeconomic level.

The effect of age on pathogen detection was explored. Gen-
erally, younger patients, especially those <5 years old, had a
higher frequency and variety of viral infections, while adults of
18‒45 years were more likely to be infected with bacterial
pathogens. Within the pediatric group, the peak detection level
for each virus varied. By performing joinpoint regression analysis,
we could infer the positive rate of rotavirus, norovirus, and
adenovirus peaking at the age of 2‒3 years old and decreasing
thereafter. For norovirus, a second peak at 16 years old was
observed, marking the significant turnpoint at which the trend
switched. Three years old and 16 years old are the thresholds
when children enter kindergarten and high school, respectively in
China, possibly leading to the establishment of the host protective
immunity and the ensuing decreased infection after this age. In
this study, rotavirus was found to be the predominant pathogen

0      7     14     21    28     35    42     49    56     63     70

41

36

31

26

21

16

11

6

1

-4

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

Rotavirus A

Joinpoint 1: 2

Joinpoint 2: 20

Observed 0.0-2.0 APC = 6.53 (p=0.11)

2.0-20.0 APC = -10.67* (p<0.0001)

20.0-71.0 APC =0.40 (p=0.16)

Age(year)

Adenovirus

0      7     14     21    28     35    42     49    56     63     70

Observed 0.0-3.0 APC = 12.67* (p=0.0069)

3.0-23.0 APC = -7.62* (p<0.0001)

23.0-71.0 APC = -0.24 (p=0.42) 

7.7

7

6.3

5.6

4.9

4.2

3.5

2.8

2.1

1.4

0.7

0

-0.7

Joinpoint 1: 3

Joinpoint 2: 23

Age(year)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

0      7     14     21    28     35    42     49    56     63     70

1.6

1.4

1.2

1

0.8

0.6

0.4

0.2

0

-0.2

1.8

2

Observed 0.0-2.0 APC =18.16 (p=0.072) 

2.0-25.0 APC = -6.49* (p<0.0001)

25.0-71.0 APC = 1.03* (p=0.028)

Rotavirus B

Joinpoint 1: 2

Joinpoint 2: 25

Age(year)

0      7     14     21    28     35    42     49    56     63     70

4

3.6

3.2

2.8

2.4

2

1.6

1.2

0.8

0.4

0

Joinpoint 1: 2

Observed 0.0-2.0 APC =35.37* (p=0.021) 

2.0-71.0 APC = -0.89* (p<0.0001) 

Sapovirus

Age(year)

0      7     14     21    28     35    42     49    56     63     70

18

17

16

15

14

13

12

11

10

9

8

7

6

19

20

Norovirus

Observed 0.0-2.0 APC = 17.22* (p=0.0014) 

2.0-5.0 APC = -18.75 (p=0.19) 

5.0-16.0 APC =6.19* (p=0.0069) 

16.0-71.0 APC = -0.18 (p=0.089) 

Joinpoint 1: 2

Joinpoint 2: 5

Joinpoint 3: 16

Age(year)

0      7     14     21    28     35    42     49    56     63     70

Observed 0.0-71.0 APC = -0.82* (p<0.0001)

5

4.5

4

3.5

3

2.5

2

1.5

1

0.5

0

Astrovirus

Age(year)

0      7     14     21    28     35    42     49    56     63     70

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0.1

0

-0.1

0.9

1

1.1

Joinpoint 1: 57

Observed 0.0-57.0 APC =-1.38* (p<0.0001)

57.0-71.0 APC = 3.67 (p=0.23)

Rotavirus C

Age(year)

0      7     14     21     28     35    42     49    56     63     70

18

13

8

3

-2

Joinpoint 1: 28

Observed 0.0-28.0 APC = 1.74* (p<0.0001)

28.0-71.0 APC = -0.90* (p<0.0001)

DEC

Age(year)

0      7     14     21     28     35    42     49    56     63     70
-0.3

3

0.9

0.6

0.3

0

1.2

1.5

1.8

2.1

2.4

2.7

Joinpoint 1: 18

Observed 0.0-18.0 APC = 3.13* (p=0.0051)

18.0-71.0 APC =0.19 (p=0.32)

A. hydrophila

Age(year)

0      7     14     21     28     35    42     49    56     63     70
-0.7

7

2.1

1.4

0.7

0

2.8

3.5

4.2

4.9

5.6

6.3

Joinpoint 1: 22

Observed 0.0-22.0 APC = 17.35* (p<0.0001)

22.0-71.0 APC = -2.19* (p<0.0001)

V. parahaemolyticus

Age(year)

0      7     14     21     28     35    42     49    56     63     70

Joinpoint 1: 24

Joinpoint 2: 27

Observed 0.0-24.0 APC = 12.01* (p<0.0001)

24.0-27.0 APC = -18.90 (p=0.62)

27 0.0-71.0 APC =-0.42 (p=0.13)

P. shigelloides

-0.2

2

0.6

0.4

0.2

0

0.8

1

1.2

1.4

1.6

1.8

Age(year)

0      7     14     21     28     35    42    49    56     63     70
-0.2

2

0.6

0.4

0.2

0

0.8

1

1.2

1.4

1.6

1.8

Observed 0.0-2.0 APC = 141.91 (p=0.16)

2.0-19.0 APC = 10.12*(p<0.0001)

19.0-27.0 APC =-6.49 (p=0.19)

Joinpoint 1: 2

Joinpoint 2: 19

Joinpoint 3: 27

V. cholerae

Age(year)

    27.0-71.0 APC = -1.16* (p=0.0037)

0      7     14     21     28     35    42     49    56     63     70
0.1

10

3.7

2.8

1.9

1

4.6

5.5

6.4

7.3

8.2

9.1 Joinpoint 1: 2

Joinpoint 2: 10

Observed 0.0-2.0 APC = 64.58* (p<0.0001)

2.0-10.0 APC = -10.33* (p<0.0001)

10.0-71.0 APC =-0.06 (p=0.55)

NTS

Age(year)

0      7     14     21     28     35    42     49    56     63     70
-0.9

9

2.7

1.8

0.9

0

3.6

4.5

5.4

6.3

7.2

8.1

9.9

Observed 0.0-2.0 APC = 179.28* (p<0.0001)

2.0-5.0 APC = 11.20 (p=0.55)

5.0-30.0 APC =-5.23*(p<0.0001)

30.0-71.0 APC = -0.01(p=1.00)

Joinpoint 1: 2

Joinpoint 2: 5

Joinpoint 3: 30

Shigella

Age(year)

Observed 0.0-3.0 APC = 56.08* (p=0.0037)

3.0-71.0 APC = -0.64* (p=0.0019)

Age(year)

Joinpoint 1: 3

0      7     14     21     28     35    42     49    56     63     70
-0.2

2

0.6

0.4

0.2

0

0.8

1

1.2

1.4

1.6

1.8

2.2

C. jejuni 

0      7     14     21     28     35    42     49    56     63     70

Joinpoint 1: 2

Joinpoint 2: 23

Observed 0.0-2.0 APC = 78.48* (p=0.016)

2.0-23.0 APC = -2.42* (p=0.036)

23.0.0-71.0 APC =-0.33 (p=0.32)

Y. enterocolitica

-0.08

0.80

0.24

0.16

0.08

0

0.32

0.4

0.48

0.56

0.64

0.72

0.88

Age(year)
0      7     14     21     28     35    42     49    56     63     70

-0.2

2

0.6

0.4

0.2

0

0.8

1

1.2

1.4

1.6

1.8

Observed    0.0-71.0 APC = 0.69* (p=0.028 )

C. coli

Age(year)

a

b

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e

 r
a

te
 

  
  
(p

e
r 

1
0
0
)

P
o

s
it

iv
e
 r

a
te

 
  
  
(p

e
r 

1
0
0
)

Fig. 4 The joinpoint regression of the positive rates of each enteropathogen by age of the patient. a Viral pathogens. b Bacterial pathogens. A red point

indicates the positive rate of patients in terms of age and the colored curves indicate fitted patterns by the red points. Legends give the annual percentage

change (APC) value of each fitted curve for each enteropathogen. *Indicates that the APC is significantly different from zero at p < 0.05. A normal (Z)

distribution was used to assess the significance of the APC. All statistical tests were two-sided and p < 0.05 was statistically significant. DEC diarrheagenic

Escherichia coli; NTS nontyphoidal Salmonella. Source data are provided as a Source Data file.
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overall, also the leading viral pathogen among children, while
norovirus was the leading pathogen in adults. This is consistent
with the previous findings10. It’s noteworthy that the leading viral
pathogen switched from rotavirus among children to norovirus
among adults, with the high detection level maintained in all-age
adults. This could be in part a function of the continuous
mutation and recombination abilities of norovirus, generating
novel strains with a high potential of causing outbreak events and
sporadic cases11.

In contrast with a viral infection, divergent turnpoints of age
were presented for the detection of bacterial pathogens. NTS,
Shigella, C. jejuni and Y. enterocolitica displayed a “Child-

Pattern”, with a detection turnpoint seen at 2‒5 years, while DEC,
V. parahaemolyticus, P. shigelloides and V. cholerae displayed an
“Adult-Pattern”, with turnpoints seen at 19–28 years. Consistent
with previous findings, the patients aged ≥60 years were the least
likely to get infectious diarrhea12. This diversity of age distribu-
tion might reflect a natural change in host immunity13 and/or
dietary habits that are related to age. These findings of the effect
of age on the pathogen detection might provide scientific evi-
dence for finding the optimal timing to enhance prevention
measures for each pathogen, e.g., for the diagnosis and prevention
of norovirus, once a vaccine is available, it should be a priority in
the 2‒3 year age group, and additionally at the age of 15‒16 years.

Fig. 5 Spatial and temporal pattern of four clusters of enteropathogens in patients with diarrhea in the mainland of China during 2009‒2018. Thirteen

of the tested enteropathogens were formed into four clusters (a‒d). The seasonality was presented with a radar diagram based on the monthly positive

rate from 2009 to 2018. The circumference is divided into 12 months in a clockwise direction, and the radius from inside to outside represents a particular

year from 2009 to 2018. Seven ecological regions were marked (I, Northeast China district; II, North China district; III, Inner Mongolia-Xinjiang district; IV,

Qinghai-Tibet district; V, Southwest China district; VI, Central China district; VII, South China district). Within each ecological region, the positive rate was

noted and reflected by the background color. Histograms within each ecological region indicate the monthly positive rate averaged from 10-year data. The

height of the bars indicates the positive rate of each month. *No sample in the month. The dendrogram in e, f display the clusters I‒IV. Green lines mean

cluster I. Blue lines mean cluster II. Red lines mean cluster III. Yellow lines mean cluster IV. The incidence rate ratio, ranging from negative influence (blue)

to positive influence (red). The features used for clustering are variables with statistically significant differences in the negative binomial model. DEC

diarrheagenic Escherichia coli; NTS nontyphoidal Salmonella. Source data are provided as a Source Data file.
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We found a slow decrease in the detection of rotavirus across
the study years, probably owing to the rotavirus vaccine inter-
ventions that had been advocated after the year of 200014. This
was in also line with previous results showing a similar decreased
rate of rotavirus during post-rotavirus vaccine introduction in
Coastal Kenya15. Rotavirus vaccine was not mandatory in China,
but higher Lanzhou lamb rotavirus vaccination coverage might
indeed decrease the incidence risk among children younger than
4 years according to the city-level ecological study16. In many
countries with universal vaccination for rotavirus, the childhood
deaths of rotavirus have decreased significantly17. More than
28,000 deaths among children younger than five years were
estimated to have been averted by the usage of the rotavirus
vaccine, and its expanded use, particularly in sub-Saharan Africa,
could have prevented about 20% of all deaths attributable to acute
diarrhea among children younger than five years in 201617. The
current findings supported the potential benefit of including
rotavirus vaccine into the schedule of immunization of infants in
China. Consistent with a previous study18, we found the biennial
circulation patterns of rotavirus might be caused by an increase in
the number of young, unexposed persons during years of low
circulation, which leads to a larger number of susceptible persons
acquiring and transmitting the infection in the following year.
Decreased detection of several bacterial pathogens across the
study years is likely due to the improved hygiene of food/water
supplying in recent years, especially in rural areas19. Worryingly,
increasing antibiotic usage has contributed to antibiotic resistance
in recent years20, which may be related to the increased detection
of several bacterial pathogens. A better understanding of
antimicrobial-resistant patterns of enteropathogens is an impor-
tant avenue for future research.

We examined the viral pathogen interactions at the individual
level by using results from patients who had all viruses tested. The
detection of rotavirus was negatively correlated with all the other
enteropathogens, which might be explained by the mechanism of
competitive replication among coinfected viruses21. This finding
can also be corroborated by previous research showing that
rotavirus replication is susceptible to interference by other enteric
viruses in the gut22. Norovirus was positively correlated with
adenovirus and astrovirus, possibly owing to their shared trans-
mission routes or susceptible population. The bacteria–bacteria
and bacteria–virus interactions were not examined owing to low
bacterial positive rate. The current knowledge on whether the
circulation of one pathogen enhances or diminishes the infection
incidence of another might lend to an enhanced estimation of the
diagnosis or treatment choice. The elaboration of such interac-
tions may have economic implications through public health
planning, and the clinical management of diarrhea disease.

The simultaneous detection of a wide range of pathogens
offered the opportunity of implementing a discrimination ana-
lysis between bacterial and viral diarrhea cases, which according
to our data, could be attained by using age, presence of vomiting,
and mucous stool. These findings may help refine clinical deci-
sion criteria for the selection of laboratory analyses to be per-
formed on clinical samples. The degree to which the cost and
benefits of such an approach might reduce hospital costs would
also be a promising area of future research.

By analyzing aggregated nationwide data over ten years and
among regions with wide meteorological and socio-economical
variation, we can estimate these covariate influences on the pre-
valence of enteropathogens. In agreement with previous studies23,24,
we found most of the viral infections increased as temperature and
humidity decreased and vice versa. These associations are supported
by laboratory findings indicating that lower temperature and
humidity increase the survival of viral enteropathogens in
environment25. We found high wind speed, precipitation, and the

sunshine hour was associated with reduced viral detection. Con-
sidering that infectious virus persists not only on surfaces but also in
aerosolization of virus-laden dust particles26, it is logical to deduce
that viral survival in the air can be reduced by these factors, thus
resulting in the decreased detection. These findings are also in
agreement with previous modeling results that rotavirus transmis-
sion is enhanced when aerosols are able to linger in slow-moving air
and inhibited by stronger winds that transport particles away from
susceptible individuals27.

Our study suggests that temperature is associated with the level
of bacterial diarrhea infections, but this effect is less robust than
those of population density and GDP, suggesting that crowded
conditions and lower living standards disproportionately favor
the infection. These findings are in accordance with existing
evidence that the patients living in LMICs’ areas were more
susceptible to Shigella and other bacterial diarrhea, primarily due
to poor access to healthcare, safe water, and sanitation, and low-
income or marginalized populations28,29.

We show differences in etiological structure among regions in
China, revealing spatial variation in seasonal activity and
dynamics. The climatic and socioeconomic factors that underlie
these regional differences were investigated, based on which, we
presented a novel pathogen clustering at the population scale.
This information could assist in understanding the timing of
pathogen activity at both national and subnational levels, which is
important to healthcare providers and health officials who use
this data to guide diagnostic testing, conduct disease surveillance,
and response to outbreaks. In comparison with previous studies
that were performed on limited enteropathogens, within narrow
geographic regions, or with small-scale population30–33 the cur-
rent finding, especially regarding the influence of environmental
factors, might have wider application than China.

Unexpectedly, we found a significantly longer time between
onset and hospital admission for patients infected by a known
enteropathogens than those tested negative for enteropathogens.
We postulate that the longer delay between onset and hospital
admission for pediatric patients than the adults, together with a
significantly higher positive rate among the pediatric patients than
the other age groups, contributes to this indirect relationship.

There are some limitations to this study. First, not all the listed
pathogens were tested in all recruited patients as the reference
laboratories had different test capacity and priorities of research
interest, however, with the large number of patients that received
comparable panels of testing pathogens (in absolute terms and
across space and time), we are confident that the pathogen
spectrum identified was not biased from that of either population.
Second, the number of sentinel hospitals from Western China
was less than those in the densely populated regions, as there was
a lower than average population size in this region. This limita-
tion may have hindered a full understanding of the dynamic
pattern of the diarrhea pathogens in this region. Third, there were
73.93% of the patients who were negative for all of the 23 cur-
rently tested pathogens, who might be infected with organisms
not included in our diagnostic tests and algorithms. In recent
years, a growing list of emerging pathogens, especially viral
pathogens were found to cause diarrhea, owing to the break-
throughs in the metagenomics field, such as Saffold cardiovirus34,
coronaviruses35, picobirnaviruses36, and MW polyomavirus37

that have been proposed as “new” viral etiologic agents of diar-
rhea. The new-generation sequencing techniques which are of
wide utility for all pathogens, though not yet adapted for wide-
spread use in pathogen surveillance, should be strengthened for
their application to identify novel pathogens to close the
diagnostic gap.

In summary, our data provide a comprehensive understanding
of the etiologic diagnosis of diarrhea, as well as their
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demographic, seasonal, and geographic patterns in China. This
allows an enhanced identification of predominant diarrheal
pathogens candidates for diagnosis in clinical practice and tar-
geted prevention control from the public health perspective at
both national and sub-national levels. Continuous longitudinal
surveillance is encouraged in order to maintain the insights to
date and form a baseline for future epidemiological studies on
diarrheal pathogens in China.

Methods
The active surveillance system. Between January 2009 and December 2018,
active surveillance of patients with acute diarrhea was administered in 217 sentinel
hospitals and 93 reference laboratories in all 31 provinces (autonomous regions or
municipalities) on the Chinese mainland which was managed by the Chinese
Center for Diseases Control and Prevention (China CDC) (Supplementary Fig. 6).
The numbers of sentinel hospitals and reference laboratories were determined in
proportion to the total population size within each ecological region and the
sentinel hospitals were chosen after careful consideration for the capacities of
surveillance and laboratory testing and the representativeness of geographical
locations (Supplementary Methods). All participating hospitals and laboratories
used a surveillance protocol that included guidelines for patient enrollment, spe-
cimen collection, laboratory testing, data management, and other related standard
operating procedures that were developed by China CDC38. A case of acute
diarrhea was defined as the presence of ≥3 passages of watery, loose, mucus-, or
bloody-stools within a 24-h period. Patients referred from other hospitals or
patients not initially diagnosed in sentinel hospitals or patients with the non-
infectious disease were excluded from this study7.

Specimen collection and laboratory tests. For all participating patients, stool
specimens were collected immediately after they were admitted into the hospital
and before therapy was administered. For virological and parasitological testing,
the stool was collected in sterilized containers without preservatives and tested as
soon as possible, and if not, were stored at −80 °C until tested. For bacteriological
testing, stool specimens were collected using five sterilized cotton swabs and
immediately plated onto culture medium, and if not, were placed in Cary Blair
Medium at 4 °C for transporting to the laboratory.

Seven viral pathogens were tested from the stool specimens. Rotavirus A
antigen was tested by enzyme-linked immunosorbent assay, and G and P
genotyping was performed by reverse transcription-polymerase chain reaction
(RT-PCR) (Supplementary Table 12-1). Testing of norovirus, adenovirus,
astrovirus, sapovirus, rotavirus B, and rotavirus C was performed by polymerase
chain reaction (PCR) or RT-PCR (Supplementary Table 12-2). Thirteen bacterial
pathogens were tested by performing isolation with or without enrichment
procedures at the first step. For Y. enterocolitica, Y. pseudotuberculosis, DEC,
C. jejuni and C. coli, the isolation was subsequently tested by PCR (Supplementary
Table 12-3,4,5), and for NTS, V. parahaemolyticus, V. cholerae, Vibrio fluvialis
(V. fluvialis), Vibrio mimicus (V. mimicus), A. hydrophila, P. shigelloides and
Shigella, the isolation was subsequently tested by biochemical and serological
assays. Altogether three parasites, including E. histolytica, G. lamblia, and
Cryptosporidium were tested by direct microscopy, commercial immunoassay, and
PCR (Supplementary Table 12-6) as guided (Supplementary Fig. 7).

The National Health Commission of the People’s Republic of China decided
that since data from patients with diarrhea was part of continuing public health
surveillance and implemented national surveillance guidelines; parents/guardians
of participants in this study were only required to provide brief verbal consent
during their enrollment, which was recorded in each questionnaire by their
physicians. This project and the above procedure for obtaining consent were
approved by the ethical review committee of China CDC (2015-025).

Statistical analysis. Individual data about demography, clinical manifestations,
laboratory testing results, medication use, and outcomes were collected by
reviewing medical records and the data were entered into a standardized database
by trained clinicians. All the data were uploaded to the online management system
structured by the China CDC, sorted to remove redundant data, and checked for
incomplete records. The positive rate of any specific pathogen was calculated by
dividing the number of positive specimens by the total number tested for that
pathogen. Descriptive statistics were performed for all variables. The pathogen
interactions at the individual host level were tested by multivariable binary logistic
regression. Holm’s method was applied to control the probability of one or more
false discoveries arising39. We used the binary eXtreme Gradient Boosting (Sup-
plementary Methods) to differentiate viral infections and bacterial infections. We
reviewed the literature to identify all meteorological variables that had a significant
effect on the diarrheal enteropathogens, which were used for the current
analysis23,24,40. The associations between daily positive detection and six meteor-
ological indicators (including daily average temperature, daily average relative
humidity, daily sunshine duration, daily precipitation, daily average wind speed,
and daily average air pressure) and four sociological factors (GDP per capita,

population density, proportion of children, and proportion of the older people)
were explored by using a negative binomial regression at the sentinel city level.
Univariate analysis was performed to examine the effect of each variable. Multi-
variate analysis was then performed using variables with a p-value < 0.2 from the
univariate analysis as covariates and the final model was reached by excluding
variables with p-values of > 0.05. Spearman correlation tests were conducted to
evaluate the correlations between covariates, and collinearity between variables was
avoided by removing the one with less significance from the model. Models were
optimized by comparing Akaike information criterion values when correlated
variables were added or removed.

Statistical analysis was performed using R statistical software (version 3.5.3),
SAS software version 9.4, ArcGIS software version 10.5, and Joinpoint Trend
Analysis Software (version 4.7.0.0) (Statistical Research and Applications Branch,
National Cancer Institute, USA) (Supplementary Methods). All statistical tests were
two-sided and p < 0.05 were statistically significant.

Reporting summary. Further information on research design is available in the Nature

Research Reporting Summary linked to this article.

Data availability
Relevant data that support the findings of this study and model results generated as part

of this study are publicly available within the paper and its Supplementary Information

Files. Raw data are not publicly available due to restrictions by the data provider, which

were used under license for the current study, but are available upon reasonable request

to the corresponding author and with permission from the data provider (Li-Ping

Wang). Source data are provided with the paper. Source data are provided with
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Code availability
The code that supports all findings of this study is available from the corresponding

authors upon reasonable request.

Received: 22 November 2020; Accepted: 15 March 2021;

References
1. GBD 2016 Diarrhoeal Disease Collaborators. Estimates of the global, regional,

and national morbidity, mortality, and aetiologies of diarrhoea in 195
countries: a systematic analysis for the Global Burden of Disease Study 2016.
Lancet Infect. Dis. 18, 1211–1228 (2018).

2. GBD 2017 Causes of Death Collaborators. Global, regional, and national age-
sex-specific mortality for 282 causes of death in 195 countries and territories,
1980-2017: a systematic analysis for the Global Burden of Disease Study 2017.
Lancet 392, 1736–1788 (2018).

3. GBD 2017 Disease and Injury Incidence and Prevalence Collaborators. Global,
regional, and national incidence, prevalence, and years lived with disability for
354 diseases and injuries for 195 countries and territories, 1990–2017: a
systematic analysis for the Global Burden of Disease Study 2017. Lancet 392,
1789–1858 (2018).

4. Reiner, R. C. Jr. et al. Variation in childhood diarrheal morbidity and
mortality in Africa 2000–2015. N. Engl. J. Med. 379, 1128–1138 (2018).

5. GBD 2017 Diarrhoeal Disease Collaborators. Quantifying risks and
interventions that have affected the burden of diarrhoea among children
younger than 5 years: an analysis of the Global Burden of Disease Study 2017.
Lancet Infect. Dis. 20, 37–59 (2020).

6. Walker, C. L. F. et al. Global burden of childhood pneumonia and diarrhoea.
Lancet 381, 1405–1416 (2013).

7. Yu, J. X. et al. Etiology of diarrhea among children under the age five in China:
results from a five-year surveillance. J. Infect. 71, 19–27 (2015).

8. Shen, H. W. et al. The 12 gastrointestinal pathogens spectrum of acute infectious
diarrhea in a sentinel hospital, Shenzhen, China. Front. Microbiol. 7, 1926 (2016).

9. Qu, M. et al. Etiology of acute diarrhea due to enteropathogenic bacteria in
Beijing, China. J. Infect. 65, 214–222 (2012).

10. Kotloff, K. L. et al. The incidence, aetiology, and adverse clinical consequences
of less severe diarrhoeal episodes among infants and children residing in low-
income and middle-income countries: a 12-month case-control study as a
follow-on to the Global Enteric Multicenter Study (GEMS). Lancet Glob.
Health 7, e568–e584 (2019).

11. de Graaf, M., van Beek, J. & Koopmans, M. P. G. Human norovirus transmission
and evolution in a changing world. Nat. Rev. Microbiol. 14, 421–433 (2016).

12. Gong, X. H. et al. Epidemiology, aetiology and seasonality of infectious
diarrhoea in adult outpatients through active surveillance in Shanghai, China,
2012-2016: a cross-sectional study. BMJ Open 8, e019699 (2018).

ARTICLE NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-021-22551-z

10 NATURE COMMUNICATIONS |         (2021) 12:2464 | https://doi.org/10.1038/s41467-021-22551-z | www.nature.com/naturecommunications

www.nature.com/naturecommunications


13. Simon, A. K., Hollander, G. A. & McMichael, A. Evolution of the immune
system in humans from infancy to old age. Proc. Biol. Sci. 282, 20143085
(2015).

14. World Health Organization. Report of the Meeting on Future Directions for
Rotavirus Vaccine Research in Developing Countries. Geneva, Switzerland, 9-11
February, 2000. Report of the meeting on future directions for rotavirus
vaccine research in developing countries Geneva (2000).

15. Lambisia, A. W. et al. Epidemiological trends of five common diarrhea-
associated enteric viruses pre- and post-rotavirus vaccine introduction in
Coastal Kenya. Pathogens 9, 660 (2020).

16. Fu, C. X. et al. Rotavirus gastroenteritis infection among children vaccinated
and unvaccinated with rotavirus vaccine in Southern China: a population-
based assessment. JAMA Netw. Open 1, e181382 (2018).

17. Troeger, C. et al. Rotavirus vaccination and the global burden of rotavirus
diarrhea among children younger than 5 years. JAMA Pediatr. 172, 958–965
(2018).

18. Verberk, J. D. M. et al. Biennial pattern of rotavirus gastroenteritis in the
Netherlands and a shifting age distribution after a low rotavirus season,
2010–2016. Pediatr. Infect. Dis. J. 37, e248–e250 (2018).

19. Zhang, J. F. et al. Environmental health in China: progress towards clean air
and safe water. Lancet 375, 1110–1119 (2010).

20. Laxminarayan, R. et al. Antibiotic resistance-the need for global solutions.
Lancet Infect. Dis. 13, 1057–1098 (2013).

21. Kumar, N., Sharma, S., Barua, S., Tripathi, B. N. & Rouse, B. T. Virological
and immunological outcomes of coinfections. Clin. Microbiol. Rev. 31,
e00111-17 (2018).

22. Wang, H. P., Moon, S., Wang, Y. H. & Jiang, B. M. Multiple virus infection
alters rotavirus replication and expression of cytokines and Toll-like receptors
in intestinal epithelial cells. Virus Res. 167, 48–55 (2012).

23. Wang, P., Goggins, W. B. & Chan, E. Y. Y. A time-series study of the
association of rainfall, relative humidity and ambient temperature with
hospitalizations for rotavirus and norovirus infection among children in Hong
Kong. Sci. Total Environ. 643, 414–422 (2018).

24. Levy, K., Woster, A. P., Goldstein, R. S. & Carlton, E. J. Untangling the
impacts of climate change on waterborne diseases: a systematic review of
relationships between diarrheal diseases and temperature, rainfall, flooding,
and drought. Environ. Sci. Technol. 50, 4905–4922 (2016).

25. Rzezutka, A. & Cook, N. Survival of human enteric viruses in the environment
and food. FEMS Microbiol. Rev. 28, 441–453 (2004).

26. Ansari, S. A., Springthorpe, V. S. & Sattar, S. A. Survival and vehicular spread
of human rotaviruses: possible relation to seasonality of outbreaks. Rev. Infect.
Dis. 13, 448–461 (1991).

27. Colston, J. M. et al. Use of earth observation-derived hydrometeorological
variables to model and predict rotavirus infection (MAL-ED): a multisite
cohort study. Lancet Planet. Health 3, e248–e258 (2019).

28. Khalil, I. A. et al. Morbidity and mortality due to Shigella and enterotoxigenic
Escherichia coli diarrhoea: the Global Burden of Disease Study 1990-2016.
Lancet Infect. Dis. 18, 1229–1240 (2018).

29. Chen, C. et al. Prevalence of enteropathogens in outpatients with acute
diarrhea from urban and rural areas, southeast China, 2010–2014. Am. J. Trop.
Med. Hyg. 101, 310–318 (2019).

30. Levy, K., Hubbard, A. E. & Eisenberg, J. N. Seasonality of rotavirus disease in
the tropics: a systematic review and meta-analysis. Int. J. Epidemiol. 38,
1487–1496 (2009).

31. Ureña-Castro, K. et al. Seasonality of rotavirus hospitalizations at Costa Rica’s
National Children’s Hospital in 2010–2015. Int. J. Environ. Res. Public Health
16, 2321 (2019).

32. Celik, C. et al. Rotavirus and adenovirus gastroenteritis: time series analysis.
Pediatr. Int. 57, 590–596 (2015).

33. Sumi, A. et al. Effect of temperature, relative humidity and rainfall on rotavirus
infections in Kolkata, India. Epidemiol. Infect. 141, 1652–1661 (2013).

34. Ren, L. L. et al. Saffold cardiovirus in children with acute gastroenteritis,
Beijing, China. Emerg. Infect. Dis. 15, 1509–1511 (2009).

35. Jevsnik, M. et al. The role of human coronaviruses in children hospitalized for
acute bronchiolitis, acute gastroenteritis, and febrile seizures: a 2-year
prospective study. PLoS ONE 11, e0155555 (2016).

36. Bhattacharya, R. et al. Detection of genogroup I and II human
picobirnaviruses showing small genomic RNA profile causing acute watery
diarrhoea among children in Kolkata, India. Infect. Genet. Evol. 7, 229–238
(2007).

37. Siebrasse, E. A. et al. Identification of MW polyomavirus, a novel
polyomavirus in human stool. J. Virol. 86, 10321–10326 (2012).

38. Jing, H. Q., Huang, L. Y. & Duan, Z. J. Pathogen Surveillance and Detection
Techniques: Diarrhea Syndrome (in Chinese) (2016).

39. Holm, S. A simple sequentially rejective multiple test procedure. Scand. J. Stat.
6, 65–70 (1979).

40. Chan, M. C. W. et al. Rotavirus activity and meteorological variations in an
Asian subtropical city, Hong Kong, 1995–2009. J. Med. Virol. 85, 2026–2033
(2013).

Acknowledgements
We would like to thank all the subjects, their families, and collaborating clinicians for

their participation. This work was financially supported by grants from the China Mega-

Project on Infectious Disease Prevention (Nos. 2018ZX10713001, 2018ZX10713002,

2018ZX10201001, and 2017ZX10103004), the National Natural Science Funds (Nos.

91846302, 81825019). The funders had no role in the design and conduct of the study;

collection, management, analysis, and interpretation of the data; preparation, review, or

approval of the manuscript; and decision to submit the manuscript for publication. We

thank staff members of the Department of Science and Education of the National Health

Commission, and the diarrheal surveillance network laboratories and sentinel hospitals

in the participating 31 provinces of China for assistance with field investigation,

administration, and data collection.

Author contributions
L.P.W., Z.J.L., W.Z.Y., H.Q.J., G.F.G., L.Q.F., and W.L. conceived, designed, and

supervised the study. X.W., L.S.S., X.R., Y.F.W., S.H.L., C.H.Z., M.J.G., X.A.Z., J.L.,

S.W.Z., Z.G.Y., X.C., Z.S.Y., L.M., X.H.W., Y.L.L., A.L.C., S.J.L., and Y.L.Z. collected data.

S.X.Z., Q.B.L., L.S.S., X.R., H.Y.Z., X.A.Z., M.Y.L., and Y.L.Z. cleaned data. S.X.Z., Q.B.L.,

H.Y.Z., L.S.S., and Y.L.Z. analyzed the data supervised by L.P.W., L.Q.F., and W.L. W.L.,

S.X.Z., L.P.W., Z.J.L., and L.Q.F. wrote the drafts of the manuscript. L.P.W., W.L., L.Q.F.,

Z.J.L., X.W., W.B.X, Y.C., J.G.W., Z.H.Y., M.F.L., and L.Y.H. interpreted the findings.

Z.J.L., L.P.W., L.Q.F., W.L., and S.I.H commented on and revised drafts of the manu-

script. All authors read and approved the final report.

Competing interests
The authors declare no competing interests.

Additional information
Supplementary information The online version contains supplementary material

available at https://doi.org/10.1038/s41467-021-22551-z.

Correspondence and requests for materials should be addressed to Z.-J.L., W.L. or

L.-Q.F.

Peer review information Nature Communications thanks the anonymous reviewers for

their contribution to the peer review of this work. Peer review reports are available.

Reprints and permission information is available at http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in

published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons

Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in any medium or format, as long as you give

appropriate credit to the original author(s) and the source, provide a link to the Creative

Commons license, and indicate if changes were made. The images or other third party

material in this article are included in the article’s Creative Commons license, unless

indicated otherwise in a credit line to the material. If material is not included in the

article’s Creative Commons license and your intended use is not permitted by statutory

regulation or exceeds the permitted use, you will need to obtain permission directly from

the copyright holder. To view a copy of this license, visit http://creativecommons.org/

licenses/by/4.0/.

© The Author(s) 2021

NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-021-22551-z ARTICLE

NATURE COMMUNICATIONS |         (2021) 12:2464 | https://doi.org/10.1038/s41467-021-22551-z | www.nature.com/naturecommunications 11

https://doi.org/10.1038/s41467-021-22551-z
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
www.nature.com/naturecommunications
www.nature.com/naturecommunications


The Chinese Centers for Disease Control and Prevention (CDC) Etiology of Diarrhea Surveillance Study

Team

Wei-Zhong Yang21, George F. Gao21, Zhong-Jie Li22, Li-Ping Wang22, Xiang Ren22, Yi-Fei Wang22,

Sheng-Hong Lin22, Cui-Hong Zhang22, Meng-Jie Geng22, Xin Wang23, Huai-Qi Jing23, Wen-Bo Xu24, Ai-Li Cui24,

Yu-Juan Shen25, Yan-Yan Jiang25, Qiao Sun26, Li-Peng Hao26, Chu-Chu Ye26, Wei Liu27, Xiao-Ai Zhang27,

Liu-Yu Huang28, Yong Wang28, Wen-Yi Zhang28, Ying-Le Liu29, Jian-Guo Wu29, Qi Zhang29, Wei-Yong Liu30,

Zi-Yong Sun30, Fa-Xian Zhan31, Ying Xiong32, Lei Meng33, De-Shan Yu33, Chun-Xiang Wang34,

Sheng-Cang Zhao34, Wen-Rui Wang35, Xia Lei35, Juan-Sheng Li36, Yu-Hong Wang37, Yan Zhang37,

Jun-Peng Yang38, Yan-Bo Wang38, Fu-Cai Quan39, Zhi-Jun Xiong39, Li-Ping Liang40, Quan-E Chang40,

Yun Wang41, Ping Wang41, Zuo-Sen Yang42, Ling-Ling Mao42, Jia-Meng Li43, Li-Kun Lv43, Jun Xu44,

Chang Shu44, Xiao Chen45, Yu Chen45, Yan-Jun Zhang46, Lun-Biao Cui47, Kui-Cheng Zheng48,

Xing-Guo Zhang49, Xi Zhang50, Li-Hong Tu50, Zhi-Gang Yi51, Wei Wang51, Shi-Wen Zhao52, Xiao-Fang Zhou52,

Xiao-Fang Pei53, Tian-Li Zheng53, Xiao-Ni Zhong54, Qin Li55, Hua Ling55, Ding-Ming Wang56, Shi-Jun Li56,

Shu-Sen He57, Meng-Feng Li58, Jun Li58, Xun Zhu58, Chang-Wen Ke59, Hong Xiao59, Biao Di60, Ying Zhang60,

Hong-Wei Zhou61, Nan Yu61, Hong-Jian Li62, Fang Yang62, Fu-Xiang Wang63 & Jun Wang63

21Chinese Center for Disease Control and Prevention, Beijing, China. 22Division of Infectious Disease, Key Laboratory of Surveillance and Early-

warning on Infectious Disease, Chinese Center for Disease Control and Prevention, Beijing, China.
23
National Institute for Communicable Disease

Control and Prevention, Chinese Center for Disease Control and Prevention, Beijing, China.
24
National Institute for Viral Disease Control and

Prevention, Chinese Center for Disease Control and Prevention, Beijing, China. 25National Institute of Parasitic Diseases, Chinese Center for

Disease Control and Prevention, Shanghai, China. 26Center of Disease Prevention and Control in Pudong New Area of Shanghai, Shanghai, China.
27
State Key Laboratory of Pathogen and Biosecurity, Beijing Institute of Microbiology and Epidemiology, Beijing, China.

28
The Institute for Disease

Prevention and Control of PLA, Beijing, China.
29
Wuhan University, Wuhan, China.

30
Tongji Hospital, Tongji Medical College, Huazhong University

of Science and Technology, Wuhan, China. 31Hubei Provincial Center for Disease Control and Prevention, Wuhan, China. 32Jiangxi Provincial Center

for Disease Control and Prevention, Nanchang, China. 33Gansu Provincial Center for Disease Control and Prevention, Lanzhou, China. 34Qinghai

Provincial Center for Disease Control and Prevention, Xining, China.
35
Inner Mongolia Autonomous Region Comprehensive Center for Disease

Control and Prevention, Hohhot, China. 36Lanzhou University, Lanzhou, China. 37Lanzhou Center for Disease Control and Prevention, Lanzhou,

China. 38Baiyin Center for Disease Control and Prevention, Baiyin, China. 39Tianshui Center for Disease Control and Prevention, Tianshui, China.
40Wuwei Center for Disease Prevention and Control, Wuwei, China. 41Qingyang Center for Disease Control and Prevention, Qingyang, China.
42
Liaoning Provincial Center for Disease Control and Prevention, Shenyang, China.

43
Tianjin Center for Disease Control and Prevention, Tianjin,

China. 44Heilongjiang Provincial Center for Disease Control and Prevention, Harbin, China. 45Zhejiang University, Hangzhou, China. 46Zhejiang

Center for Disease Control and Prevention, Hangzhou, China. 47Jiangsu Provincial Center for Disease Control and Prevention, Nanjing, China.
48
Fujian Center for Disease Control and Prevention, Fuzhou, China.

49
Beilun People’s Hospital, Ningbo, China.

50
Shanghai Municipal Center for

Disease Control and Prevention, Shanghai, China.
51
Shanghai Public Health Clinical Center, Shanghai, China.

52
Yunnan Center for Disease Control

and Prevention, Kunming, China. 53Sichuan University, Chengdu, China. 54Chongqing Medical University, Chongqing, China. 55Chongqing Center

for Disease Control and Prevention, Chongqing, China. 56Guizhou Center for Disease Control and Prevention, Guiyang, China. 57Sichuan Province

Center for Disease Control and Prevention, Chengdu, China.
58Sun Yat-sen University, Guangzhou, China. 59Guangdong Provincial Center for

Disease Control and Prevention, Guangzhou, China. 60Guangzhou Municipal Center for Disease Control and Prevention, Guangzhou, China.
61Zhujiang Hospital, Southern Medical University, Guangzhou, China. 62Jinan University, Guangzhou, China. 63The Third People’s Hospital of

Shenzhen, Shenzhen, China.

ARTICLE NATURE COMMUNICATIONS | https://doi.org/10.1038/s41467-021-22551-z

12 NATURE COMMUNICATIONS |         (2021) 12:2464 | https://doi.org/10.1038/s41467-021-22551-z | www.nature.com/naturecommunications

www.nature.com/naturecommunications

	Etiological, epidemiological, and clinical features of acute diarrhea in China
	Results
	The pathogen spectrum based on 58,620 patients with all seven viruses tested
	The pathogen spectrum based on 59,384 patients with all 13 bacteria tested
	The pathogen spectrum based on 11,167 patients with all three parasites tested
	Detection of specific viral pathogens
	Detection of specific bacterial pathogens
	Detection of specific parasitical pathogens
	Co-infection pattern
	Clinical syndrome and signs
	The spatial-temporal pattern

	Discussion
	Methods
	The active surveillance system
	Specimen collection and laboratory tests
	Statistical analysis

	Reporting summary
	Data availability
	Code availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information


