
Supplementary Information 

 

Wastewater monitoring of a community COVID-19 outbreak in 

a Spanish municipality 

 

María Barberá-Riera1, Rosa de Llanos1, Manuela Barneo-Muñoz1, Lubertus Bijlsma2, Alberto 

Celma2,3, Iñaki Comas4, Bárbara Gomila5, Fernando González-Candelas6,7, Rafael Goterris-

Cerisuelo1, Fernando Martinez-Garcia1, Ernesto Santateresa8, Manuela Torres-Puente4, Núria 

Zamorano-López8, Rafael Bretón-Ramos9, Eduardo Aguilar-Perdiguer9, Marisa Rebagliato1,10,11, 

Juan Bellido-Blasco1,7,10,11, Félix Hernández*2 

 

1 Predepartamental Unit of Medicine, University Jaume I, Castelló de la Plana, Spain. 

2 Environmental and Public Health Analytical Chemistry, Research Institute for Pesticides and 

Water, University Jaume I, Castelló de la Plana, Spain. 

3 Department of Aquatic Sciences and Assessment, Swedish University of Agricultural Sciences, 

Uppsala, Sweden. 

4 Biomedicine Institute of Valencia, Spanish Research Council, Valencia, Spain.  

5 Castelló General Hospital, Castelló de la Plana, Spain. 

6 Joint Research Unit Infection and Public Health, FISABIO-University of Valencia, Institute for 

Integrative Systems Biology (I2SysBIO, CSIC-UV), Valencia, Spain.  

7 Spanish Consortium for Research on Epidemiology and Public Health (CIBERESP), Spain. 

8 Sociedad de Fomento Agrícola Castellonense S.A. (FACSA), Castelló de la Plana, Spain. 

9 San Agustín Health Centre, Castelló Health Department, Castelló de la Plana, Spain. 

10 Joint Research Unit in Epidemiology, Environment and Health, FISABIO-University of Valencia-

University Jaume I, Valencia, Spain.  

11 Castelló Public Health Centre, Castelló de la Plana, Spain. 

 

  



 

 

 

 

Supplementary Figure 1. Evolution of SARS-CoV-2 levels and confirmed associated cases 

(sample point A and B). gc/L: genomic copies / L; onset date 0: confirmed cases the sampling 

day; onset date 014: accumulated confirmed cases the sampling day and 14 days 

before; onset date 021: accumulated confirmed cases the sampling day and 21 days before. 

The asymptomatic case late detected at sample point A, is not represented.

  



 

 

Supplementary Figure 2. Maximum likelihood tree derived from complete genome sequences 

of SARS-CoV-2 associated to the outbreak (red outer circle) of clinical and wastewater 

(blue outer circle) samples. The analysis also included 79 closely related genome sequences 

from Spanish samples of the 20E (EU1) clade taken in June and July 2020.

 

 

 

 

 

 

 

 


