
 Emerging Infectious Diseases • www.cdc.gov/eid • Vol. 30, No.12, December 2024 2679

In early 2023, a substantial increase in chikungu-
nya disease cases in South America prompted an 

alert from the Pan American Health Organization 
(1). Although most chikungunya virus (CHIKV) 
transmission has occurred in Paraguay and Brazil, 
the proximity of nearby regions, including the Ca-
ribbean, with histories of intense arboviral trans-
mission raises the prospect of epidemic spread. 
The Caribbean is an ecologically receptive setting 
for CHIKV and was heavily impacted by a 2014 
epidemic (2). The epidemic was particularly severe 
in the Dominican Republic, where >539,000 cases 
and more deaths per capita than any other coun-
try in the Americas were reported (3,4). Given that 
vulnerability, we conducted a study to assess the 
risks for future CHIKV outbreaks in the Dominican 

Republic by evaluating post-2014 CHIKV transmis-
sion, estimating current population-level immune 
protection, and modeling future epidemic risks. 
Our research aims to inform public health interven-
tions and preparedness strategies in anticipation of 
potential regional CHIKV resurgence.

Data and specimens were collected as part of a US 
Centers for Disease Control and Prevention–funded  
acute febrile illness (AFI) research program. The stud-
ies were approved by the Dominican Republic Na-
tional Council of Bioethics in Health (#013-2019); the 
institutional review board of Pedro Henríquez Ureña 
National University (Santo Domingo, Dominican 
Republic), and the Massachusetts General Brigham 
Human Research Committee (Boston, MA, USA) 
(#2019P000094). 

The Study
To understand local CHIKV epidemiology and trans-
mission after the 2014 outbreak, we first performed 
reverse transcription PCR (RT-PCR) on acute-phase 
serum samples from patients enrolled as part of a pro-
spective AFI surveillance program at Dr. Toribio Ben-
osme Hospital in Espaillat Province in northwestern 
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The 2014 chikungunya outbreak in the Dominican Re-
public resulted in intense local transmission, with high 
postoutbreak seroprevalence. The resulting population 
immunity will likely minimize risk for another large out-
break through 2035, but changes in population behavior 
or environmental conditions or emergence of different 
virus strains could lead to increased transmission. 

http://www.cdc.gov/eid
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Dominican Republic and Dr. Antonio Musa Hospital 
in San Pedro de Macorís Province in southeastern Do-
minican Republic, using study processes described 
elsewhere (5). We invited patients ≥2 years of age with 
measured (≥38°C) or reported undifferentiated fever 
to participate. All adult participants and parents or 
legal guardians of child participants provided written 
consent; children 7–17 years of age provided assent. 
During November 2019–June 2023, we enrolled and 
tested 2,792 persons for a range of pathogens, includ-
ing CHIKV, by RT-PCR (Appendix Table 1, https://
wwwnc.cdc.gov/EID/article/30/12/24-0824-App1.
pdf). We detected no cases of acute CHIKV infection, 
which aligns with national reported surveillance data 
that suggest minimal post-2014 transmission (Appen-
dix Figure 1). 

Next, to estimate population-level chikungunya 
seroprevalence, we conducted serologic screening 
among asymptomatic persons enrolled in a cross- 
sectional household cluster survey during July– 
October 2021 that included San Pedro de Macoris 
and Espaillat Provinces, which aligned with locations 
from the AFI surveillance program. The 3-stage cross-
sectional sampling strategy, which enrolled house-
hold members ≥5 years of age, has been described 
elsewhere (6). We screened 201 serum samples using 
plaque reduction neutralization tests (PRNT) and 196 
using ELISA IgG tests (Appendix). Of 397 persons 
enrolled from the 2 provinces, 319 (80.4%) were se-
ropositive (Table). After adjusting for sex, age, and 
urban/rural setting, the estimated population sero-

prevalence across all age groups was 69.6% (95% CI 
64.5%–74.8%) in 2021. That estimate based on nation-
al surveillance data assumed that persons born after 
2014 were seronegative (Appendix Figure 1). To fur-
ther assess that assumption, and because few partici-
pants enrolled in the serologic survey were born after 
the 2014 outbreak, we conducted serologic screening 
on serum samples from children enrolled through the 
prospective AFI surveillance platform (5). That test-
ing enabled us to assess seropositivity derived from 
infection after the 2014 outbreak. Date of birth rela-
tive to the 2014 outbreak strongly predicted serosta-
tus. Of 275 children screened using PRNT, 110 were 
born during 2009–2013 (60 [55%] seropositive), 14 in 
2014 (1 [7%] seropositive), and 151 after 2014 (1 [0.7%] 
seropositive) (Table; Figure 1). 

We then used our seroprevalence estimates to 
model population-level immune protection from 
2012 through 2045 using methods reported else-
where (7). We considered that infection generates 
lifelong immune protection and adjusted population 
immune protection over time to account for new 
births adding susceptible persons to the population 
and deaths reducing the pool of immune persons 
(Figure 2). Given minimal post-2014 transmission, 
we assumed no additional population immunity was 
generated after 2014. Based on our seroprevalence 
values, we calculated a basic reproduction number 
(R0) of 2.0 (95% CI 1.84–2.33). We calculated the ef-
fective reproduction number (Reff) over time using 
the R0 and population immune protection (Figure 

Figure 1. Chikungunya 
seroprevalence by year of birth 
in study of chikungunya outbreak 
risks after the 2014 outbreak, 
Dominican Republic. Blue 
band represents the 95% CI for 
pooled seroprevalence, which 
combined data from acute febrile 
illness and serosurvey cohorts. 
Estimates were obtained using 
kernel-weighted local polynomial 
smoothing weighted by the size 
of each birth cohort. AFI, acute 
febrile illness. 

http://www.cdc.gov/eid
https://wwwnc.cdc.gov/EID/article/30/12/24-0824-App1.pdf
https://wwwnc.cdc.gov/EID/article/30/12/24-0824-App1.pdf
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2, panel A). Our findings suggest that the Reff will 
remain <1.0 through 2035, indicating that, although 
clusters of CHIKV infection may occur, widespread 
and intense community transmission is unlikely. Fi-
nally, for comparison, we performed similar analy-
ses for other Caribbean settings, including Jamaica 
and Puerto Rico, that have reported on CHIKV sero-
prevalence since the 2014 outbreak. Those analyses 
suggest that although postoutbreak seroprevalence 
and R0 values differ between settings (Appendix Ta-
ble 2), the risk of widespread regional transmission 
will remain low through 2035 (Appendix, Appendix 
Figure 2, panels A, B). 

Conclusion 
We found serologic evidence of intense CHIKV trans-
mission in study sites in northwestern and southeast-
ern Dominican Republic during the 2014 outbreak 
but little subsequent transmission. Those findings 
were corroborated across a range of sources, includ-
ing national surveillance, sentinel AFI surveillance, 
and a cross-sectional serologic survey. Our postout-
break seroprevalence estimates provide key public 
health data for the Dominican Republic; the estimate 
(69.6%) was slightly lower than estimates from Ja-
maica (83.6%) and Haiti (78.7%) but higher than in 
other countries in the region (8–11). However, when  

 
Table. Population characteristics and prevalence information from study of future risks for chikungunya outbreaks in the Dominican 
Republic* 

Category 

Household serologic survey† 

 

Acute febrile infection illness‡ 
All study 

participants,  
n = 397 

CHIKV 
seropositive,  

n = 319 

CHIKV 
seronegative,  

n = 78  

All study 
participants,  

n = 275 

CHIKV 
seropositive,  

|n = 62 

CHIKV 
seronegative, 

n = 213 
Province        
 San Pedro de Macorís 311 260 (84) 51 (16)  131 34 (26) 97 (74) 
 Espaillat 86 59 (69) 27 (31)  135 25 (19) 110 (81) 
 Other 0 0 0  9 3 (33) 6 (67) 
Year of birth        
 Before 2014 392 319 (81) 73 (19)  110 60 (55) 50 (45) 
 2014 3 0 3 (100)  14 1 (7) 13 (93) 
 After 2014 2 0 2 (100)  151 1 (1) 150 (99) 
Median age, y (IQR) 32 (17.4–55.5) 31.9 (18–55.5) 32.7 (13–56.3)  6.7 (4.0–10.0) 10.7 (9.5–11.4) 5.3 (3.7–7.5) 
Age group, y        
 1–5 0 0 0  118 1 (1) 117 (99) 
 6–10 43 28 (65) 15 (35)  114 37 (32) 77 (68) 
 11–20 95 81 (85) 14 (15)  43 24 (56) 19 (44) 
 21–40 99 81 (82) 18 (18)  0 0 0 
 41–60 87 68 (78) 19 (22)  0 0 0 
 ≥61 73 61 (84) 12 (16)  0 0 0 
Sex        
 F 250 206 (82) 44 (18)  131 37 (28) 94 (72) 
 M 147 113 (77) 34 (23)  144 25 (17) 119 (83) 
Place of birth        
 Dominican Republic 384 309 (80) 75 (20)  270 61 (23) 209 (77) 
 Other 13 10 (77) 3 (23)  5 1 (20) 4 (80) 
Educational attainment        
 No formal education 23 17 (74) 6 (26)  153 12 (8) 141 (92) 
 Primary 112 95 (85) 17 (15)  119 49 (41) 70 (59) 
 Secondary 123 104 (85) 19 (15)  2 1 (50) 1 (50) 
 Technical 13 11 (85) 2 (15)  0 0 0 
 University 37 26 (70) 11 (30)  0 0 0 
 Missing or not available 89 66 (74) 23 (26)  1 0 1 (100) 
Occupation        
 Active worker 91 67 (74) 24 (26)  1 1 (100) 0 
 Houseperson 82 72 (88) 10 (12)  0 0 0 
 Student 130 102 (78) 28 (22)  161 58 (36) 103 (64) 
 Retired 12 10 (83) 2 (17)  0 0 0 
 Unemployed 79 67 (85) 12 (15)  3 0 3 (100) 
 Preschool 0 0 0  110 3 (3) 107 (97) 
 Other 3 2 (67) 2 (67)  0 0 0 
Self-reported prior infection      
 Chikungunya 108 97 (90) 11 (10)  NA NA NA 
 Dengue 14 14 (100) 0  NA NA NA 
 Zika 3 3 (100) 0  NA NA NA 
*Values are no. (%) except as inidicated. CHIKV, chikungunya virus; NA, not applicable. 
†Serologic status was assessed for household serologic survey participants using chikungunya plaque reduction neutralization test (n = 202) and ELISA 
to detect CHIKV IgG (n = 195). 
‡Serologic status for all acute febrile illness surveillance participants was assessed using chikungunya plaque reduction neutralization test. 
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differences in the timing of the serological surveys in 
relation to the 2014 outbreak are considered, and in-
terval decreases in seroprevalence accounted for, post-
2014 outbreak seroprevalence estimates across the 3 
countries were broadly similar, and all were >80%. 

We concluded that the 2014 outbreak generated 
high levels of population immune protection. How-
ever, in the absence of meaningful ongoing transmis-
sion, population protection will decrease. Because 
new births add susceptible persons to the popula-
tion and deaths reduce the pool of immune persons, 
the ratio of susceptible to immune persons increases 
over time. As this ratio increases, so does the risk for 
a sustained outbreak. Awareness of when population 
immune protection falls below a threshold that could 
allow widespread transmission is critical for public 
health forecasting and response, both in the Domini-
can Republic and in settings with similar immuno-
logic and epidemiologic profiles. 

Our analyses suggest that population immune 
protection derived from the 2014 outbreak is likely to 
minimize the risk for another large outbreak through 
at least 2035 (Figure 2, panel A) if other factors remain 
unchanged. However, changes in population behav-
ior or environmental conditions, or emergence of new 
strains, could lead to increased transmission, as docu-
mented in the 2022–2023 outbreak in Paraguay, when 
transmission expanded to multiple previously unaf-
fected regions (12). 

Limitations included lack of generalizability of 
the data sources. We largely addressed this limitation 

by using multiple data sources to confirm key find-
ings, with the exception of population seroprevalence 
estimates, for which we relied on a single source. The 
number of study participants was limited, and data 
were restricted to 2 provinces; therefore, our point 
estimates might not be representative of national se-
roprevalence. In addition, the specificity of CHIKV 
immunoassays may be affected by other circulating 
alphaviruses (13), although substantially lower sero-
prevalence among those born after 2014 suggests that 
effect was unlikely. 

In conclusion, chikungunya immune protection 
generated during the 2014 outbreak in the Domini-
can Republic will likely minimize the risk for wide-
spread and intense transmission in the next decade, 
similar to findings from Jamaica and Puerto Rico. 
However, changes in behaviors, environmental con-
ditions, or emergence of new strains could affect 
those predictions. Therefore, public health authori-
ties should closely monitor chikungunya activity 
and develop preparedness plans to mitigate effects 
of future outbreaks. 

About the Author
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Emergency Medicine at Massachussets General Hospital 
and Brigham and Women’s Hospital in Boston,  
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Figure 2. Projected chikungunya population immunity and Reff in study of chikungunya outbreak risks after the 2014 outbreak, Dominican 
Republic. A) Estimated population immunity from 2012 through 2045 using a simulated population parameterized to the current population 
seroprevalence (red dot). Solid line represent point estimates and shading 95% CIs. Changes in population immunity over time reflect the 
introduction of new susceptible persons through births and decrease in immune persons through deaths. B) Projected changes in effective 
reproductive number over time calculated from the basic reproduction number R0 and population immunity. Solid line represents change in 
Reff and shading 95% CIs, based on the simulated proportion of the immune population. The solid red horizontal line at Reff = 1 represents 
the threshold for sustained transmission; values above this line indicate Reff >1, suggesting potential for ongoing transmission, wheras 
values below this line indicate Reff <1, suggesting a decline in transmission. Reff, effective reproduction number.

http://www.cdc.gov/eid


 Emerging Infectious Diseases • www.cdc.gov/eid • Vol. 30, No.12, December 2024 2683

Chikungunya Outbreak Risks, Dominican Republic

References
  1. Pan American Health Organization/World Health  

Organization. Epidemiological alert: increase in cases and 
deaths from chikungunya in the region of the Americas 
[cited 2024 Apr 7]. https://www.paho.org/en/documents/
epidemiological-alert-increase-cases-and-deaths-chikungunya-
region-americas 

  2. Gutierrez-Saravia E, Gutierrez CE. Chikungunya virus in the 
Caribbean: a threat for all of the Americas. J Pediatric Infect 
Dis Soc. 2015;4:1–3. https://doi.org/10.1093/jpids/piv002

  3. Pan American Health Organization. Chikungunya [cited 
2024 Apr 7]. https://www3.paho.org/data/index.php/en/
mnu-topics/chikv-en.html

  4. Freitas ARR, Alarcón-Elbal PM, Paulino-Ramírez R,  
Donalisio MR. Excess mortality profile during the Asian 
genotype chikungunya epidemic in the Dominican Republic, 
2014. Trans R Soc Trop Med Hyg. 2018;112:443–9.  
https://doi.org/10.1093/trstmh/try072

  5. Nilles EJ, de St Aubin M, Dumas D, Duke W, Etienne MC, 
Abdalla G, et al. Monitoring temporal changes in  
SARS-CoV-2 spike antibody levels and variant-specific risk 
for infection, Dominican Republic, March 2021–August 2022. 
Emerg Infect Dis. 2023;29:723–33. https://doi.org/10.3201/
eid2904.221628

  6. Nilles EJ, Paulino CT, de St Aubin M, Restrepo AC,  
Mayfield H, Dumas D, et al. SARS-CoV-2 seroprevalence, 
cumulative infections, and immunity to symptomatic 
infection—a multistage national household survey and  
modelling study, Dominican Republic, June–October 2021. 
Lancet Reg Health Am. 2022;16:100390. https://doi.org/ 
10.1016/j.lana.2022.100390

  7. Kucharski AJ, Funk S, Eggo RM, Mallet HP, Edmunds WJ, 
Nilles EJ. Transmission dynamics of Zika virus in island 
populations: a modelling analysis of the 2013–14 French 
Polynesia outbreak. PLoS Negl Trop Dis. 2016;10:e0004726. 
https://doi.org/10.1371/journal.pntd.0004726

  8. Anzinger JJ, Mears CD, Ades AE, Francis K, Phillips Y,  
Leys YE, et al.; ZIKAction Consortium1,2. Antenatal  
seroprevalence of Zika and chikungunya viruses, Kingston 
metropolitan area, Jamaica, 2017–2019. Emerg Infect Dis. 
2022;28:473–5. https://doi.org/10.3201/eid2802.211849

  9. Adams LE, Sánchez-González L, Rodriguez DM, Ryff K,  
Major C, Lorenzi O, et al. Risk factors for infection with  
chikungunya and Zika viruses in southern Puerto Rico: a 
community-based cross-sectional seroprevalence survey.  
PLoS Negl Trop Dis. 2022;16:e0010416. https://doi.org/ 
10.1371/journal.pntd.0010416

10. Poirier MJP, Moss DM, Feeser KR, Streit TG, Chang GJJ, 
Whitney M, et al. Measuring Haitian children’s exposure to 
chikungunya, dengue and malaria. Bull World Health Organ. 
2016;94:817–25A. https://doi.org/10.2471/BLT.16.173252

11. Gallian P, Leparc-Goffart I, Richard P, Maire F, Flusin O,  
Djoudi R, et al. Epidemiology of chikungunya virus  
outbreaks in Guadeloupe and Martinique, 2014: an  
observational study in volunteer blood donors. PLoS Negl 
Trop Dis. 2017;11:e0005254. https://doi.org/10.1371/ 
journal.pntd.0005254

12. Giovanetti M, Vazquez C, Lima M, Castro E, Rojas A,  
Gomez de la Fuente A, et al. Rapid epidemic expansion of 
chikungunya virus East/Central/South African lineage, 
Paraguay. Emerg Infect Dis. 2023;29:1859–63. https://doi.org/ 
10.3201/eid2909.230523

13. Fischer C, Bozza F, Merino Merino XJ, Pedroso C,  
de Oliveira Filho EF, Moreira-Soto A, et al. Robustness of 
serologic investigations for chikungunya and Mayaro  
viruses following coemergence. MSphere. 2020;5:5.  
https://doi.org/10.1128/mSphere.00915-19 

Address for correspondence: Eric J. Nilles, Brigham and Women’s 
Hospital, 75 Francis St, Boston, MA 02115, USA; email:  
enilles@bwh.harvard.edu

http://www.cdc.gov/eid
https://www.paho.org/en/documents/epidemiological-alert-increase-cases-and-deaths-chikungunya-region-americas
https://www.paho.org/en/documents/epidemiological-alert-increase-cases-and-deaths-chikungunya-region-americas
https://www.paho.org/en/documents/epidemiological-alert-increase-cases-and-deaths-chikungunya-region-americas
https://doi.org/10.1093/jpids/piv002
https://www3.paho.org/data/index.php/en/mnu-topics/chikv-en.html
https://www3.paho.org/data/index.php/en/mnu-topics/chikv-en.html
https://doi.org/10.1093/trstmh/try072
https://doi.org/10.3201/eid2904.221628
https://doi.org/10.3201/eid2904.221628
https://doi.org/10.1016/j.lana.2022.100390
https://doi.org/10.1016/j.lana.2022.100390
https://doi.org/10.1371/journal.pntd.0004726
https://doi.org/10.3201/eid2802.211849
https://doi.org/10.1371/journal.pntd.0010416
https://doi.org/10.1371/journal.pntd.0010416
https://doi.org/10.2471/BLT.16.173252
https://doi.org/10.1371/journal.pntd.0005254
https://doi.org/10.1371/journal.pntd.0005254
https://doi.org/10.3201/eid2909.230523
https://doi.org/10.3201/eid2909.230523
https://doi.org/10.1128/mSphere.00915-19
mailto:enilles@bwh.harvard.edu


 

1 of 5 

Article DOI: https://doi.org/10.3201/eid3012.240824 

EID cannot ensure accessibility for supplementary materials supplied by authors. Readers who 

have difficulty accessing supplementary content should contact the authors for assistance. 

Chikungunya Outbreak Risks after the 2014 
Outbreak, Dominican Republic 

Appendix 

Methods 

Molecular detection of CHIKV 

RNA was extracted from sera using the QIAamp Viral RNA Mini kit (QIAGEN). RNA 

extracts were then tested using real-time RT-PCR technique and a ZCD multiplex Zika, 

chikungunya, and dengue virus (DENV1-4; ZCD) assay on an ABI 7500 Fast (Applied 

Biosystems) using commercially available primers and probes. Real-time RT-PCR was 

performed according to the manufacturer’s instructions. 

IgG Enzyme-Linked Immunosorbent Assay (ELISA) 

The IgG ELISA was performed as previously described and has been demonstrated to 

correlate closely with plaque-reduction neutralization assays (1). Briefly, the inner 60 wells of a 

96 well flat-bottom plate (Immulon II HB, ThermoFisher) were coated with the alphavirus cross-

reactive monoclonal antibody 1A4B-6 (Arboviral Diseases Branch, Arboviral Reference 

Collection) diluted in carbonate coating buffer and incubated overnight at 4°C. The coating 

buffer was removed, and plates blocked with blocking buffer (PBS, 0.1% Tween20, 3% goat 

serum [Colorado Serum Co.]) for 1 hour at room temperature. Plates were washed 5 timers with 

PBS, 0.05% Tween20 wash buffer. CHIKV suckling mouse brain antigen (Arboviral Diseases 

Branch, Arbovirus Reference Collection) was diluted in wash buffer and 50 µl added to 3 wells 

per test sample, normal mouse brain antigen was also added to 3 wells per test sample, and 

incubated overnight at 4°C. Antigens were washed 5 times with wash buffer, and test serum was 

diluted 1:400 in wash buffer, 50 µl added to 6 wells (3 wells of CHIKV antigen and 3 wells of 

negative antigen), and incubated for 1 hour at 37C in a humid chamber. Known positive control 

https://doi.org/10.3201/eid3012.240824
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serum and normal human serum were included as controls. The plates were washed 5 times, and 

50 µl alkaline-phosphate conjugated goat anti-human IgG (Jackson Immunoresearch) was added 

to the wells and incubated for 1 hour at 37°C in a humid chamber. The plates were washed 10 

times and developed with 3 mg/ml p-nitrophenyl phosphate disodium (Sigma) in 1M Tris base 

pH 8.0. for 30 minutes at room temperature. 3M sodium hydroxide was added to stop the 

development and plates were read in a plate reader (BioTek) at 405nm. Positive samples were 

determined by the mean OD of the sample serum on viral antigen/the mean OD of the negative 

human serum on viral antigen (P/N). A P/N greater than 2.0 is considered positive.  

Plaque reduction neutralization test (PRNT90) 

Serum samples were screened for neutralizing antibodies against CHIKV East, Central 

and South African- Indian Ocean (ECSA-IOL) strain 91064 (GenBank accession EF451144) in 

Vero cells (ATCC CCL-81). Briefly, samples were diluted 1:10 in BA-1 (M199-H, Sigma-

Aldrich; 0.05 M Tris-HCl, Invitrogen; 1% bovine serum albumin, Millipore) and heat inactivated 

at 56°C for 30 minutes. 60 µl of diluted serum was incubated with an equal volume of CHIKV at 

200 plaque forming units (pfu)/0.1 mL supplemented with 8% Labile Serum Factor (LSF) 

(Millipore) for one hour at 37°C. Back titrations of 10-fold dilutions, representing 100 plaques, 

10 plaques, and 1 plaque were also incubated for one hour at 37°C. 100 µl of sample/virus and 

back titration were added to Vero cells seeded in 6-well cell culture plates. Plates were incubated 

for one hour at 37°C then overlayed with 3 mL of yeast extract-lactalbumin (Ye-Lah) media 

containing 0.5% (w/v) Agarose (Lonza), 3% (v/v) sodium bicarbonate (Invitrogen), 2% (v/v) 

FBS (Hyclone), 0.1% (v/v) Gentamicin (MP Biomedicals), 0.4% (v/v) Fungizone (Hyclone), and 

1% (v/v) Pen/Strep (Invitrogen). Two days post incubation, a second Ye-Lah overlay with 3% 

(v/v) neutral red (Sigma-Aldrich) was applied. Plaques were counted the next day. Samples were 

compared to the back titration and considered positive if they had ≥90% neutralizing at 1:20. 

Calculation of population immunity 

We conducted a time-series analysis from January 1, 2012, to December 31, 2045, to 

examine the dynamics of immunity and the effective reproductive number in a population (Fig 

1). An initial population of 1,000 persons were considered, with varying birth and death rates 

from 2012 through 2045. We assumed interval birth and death rates were linear between these 

timepoints. We also assumed that prior to 2014 the population was fully susceptible. A sigmoid 

function was applied in 2014 to simulate a rapid increase in immunity. Post-2014, adjustments 
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were made to the immune population by adding new births to the susceptible pool and removing 

persons that died from the immune pool. Data source for country-specific births and deaths was 

the United Nations World Population Prospects, accessed from 

http://www.macrotrends.net/countries.  

Calculation of R0 and Reff 

We estimated the basic reproduction number for different infection scenarios based upon 

the estimated seroprevalence of the simulated population following the outbreak, where χ = the 

final susceptible proportion of the population post-outbreak.  

𝑅𝑅0 = −𝑙𝑙𝑙𝑙(χ)/(1 − χ) 

R0 values were used to estimate the Reff, which was calculated iteratively for each day of 

the dataset from January 1, 2012 to Dec 31, 2045, as follows, where A = number of immune 

persons and B = total simulated population. 

Reff = 𝑅𝑅0 × �1 −
𝐴𝐴
𝐵𝐵
� 

Times series of national reported cases 

Using data on reported CHIKV cases provided by the Dominican Republic Ministry of 

Public Health and Social Welfare, we aggregated the case counts by week and year. Reported 

cases included both laboratory confirmed and suspected cases.  

Data sources  

National chikungunya surveillance data that includes reported cases from 2013 through 

2021 were provided by the Dominican Republic Ministry of Public Health and Social Welfare. 

Data on birth and death rates are from the United National Department of Economic and Social 

Affairs, Population Division, and are available from 

https://www.macrotrends.net/countries/DOM/dominican-republic. Data on seroprevalence for 

Jamaica and Puerto Rico were obtained from the cited studies. All other data were enumerated 

through the current study.  

Programming language 

Analyses and data visualization were performed using the R statistical programming 

language (R version 4.2.3, 2023-03-01), with ggplot2 for data visualization.  
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Appendix Table 1. Acute Febrile Infection Surveillance Study Population (N = 2792)  
Chraracteristic Study participants, n (%) 
Home province  
 San Pedro de Macorís 1136 (41) 
 Espaillat  1487 (53) 
 Other 169 (6) 
Median age, y  (IQR) 27 (12–41) 
Age range, y  
 1–5  408 (15) 
 6–10  206 (7) 
 11–20  456 (16) 
 21–40  1006 (36) 
 41–60  534 (19) 
 >61  182 (7) 
Gender  
 F  1615 (58) 
 M  1169 (42) 
 Other 1 (0) 
Country of birth   
 Dominican Republic 2701 (97) 
 Other 88 (3) 
 Unknown 2 (0) 
Symptoms   
 Chills  2202 (79) 
 Malaise  224 (8) 
 Headache  200 (7) 
 Cough  2121 (76) 
 Vomiting  62 (2) 
 Diarrhea  63 (2) 
 Myalgia  1835 (66) 
 Arthralgia  69 (2) 
 Erythematous rash  94 (3) 
 
Appendix Table 2. Estimated CHIKV seroprevalence and basic reproductive numbers in the Dominican Republic, Jamaica, and 
Puerto Rico 
Category Dominican Republic Jamaica Puerto Rico 
Year of survey 2021 2017–2019 2018–2019 
Sample size 397 584 4,035 
Estimated seroprevalence at the time of survey, % (95% CI) 69.6 (64.5–74.8).  83.6% (80.0–86.5) 31.4 (30.0–32.9) 
Estimated seroprevalence at the end of 2014, % (95% CI) 80.6 (74.6–86.7) 88.6 (85.0–92.1) 33.6 (32.0–35.1) 
Basic reproductive number (95% CI) 2.0 (1.84–2.33) 2.45 (2.23–2.71) 1.22 (1.21–1.23) 
 

 

 

Appendix Figure 1. National reported CHIKV cases by week, Dominican Republic. X-axis tick marks 

indicate January 1 of the respective year. Data obtained from the Dominican Republic Ministry of Public 

Health and Social Welfare. 
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Appendix Figure 2. Projected chikungunya population immunity and effective reproduction number (Reff) 

in other Carribean settings. Top row represents estimated population immunity during 2012–2045 using a 

simulated population parameterized to the current population seroprevalence (red dots) with 95% CIs 

(grey bands), with estimates from previously reported seroprevalence studies from A) Jamaica (among 

women attending antenatal care) and B) Puerto Rico (among a cohort of persons ≤50 years of age). Dark 

lines represents the point estimates with grey bands representing 95% CIs. Changes in population 

immunity over time reflect the introduction of additional susceptible persons through births and decrease 

in immune persons through deaths. Bottom row presents projected changes in Reff over time calculated 

from R0 and population immunity. Dark lines represent changes in Reff based on the simulated proportion 

of the immune population shown in the top row.  

 
 


