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Rapid communications
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We report a Zika virus (ZIKV) infection in a patient with 
fever and rash after returning to Finland from Maldives, 
June 2015. The patient had dengue virus (DENV) IgG 
and IgM antibodies but pan-flavivirus RT-PCR and sub-
sequent sequencing showed presence of ZIKV RNA in 
urine. Recent association of ZIKV with microcephaly 
highlights the need for laboratory differentiation of 
ZIKV from DENV infection and the circulation of ZIKV in 
areas outside its currently known distribution range.

Case report
A 37-year-old Finnish man returned with his family 
from a half-a-year work-related stay in the Maldives 
(in Dhiffushi island, situated in North Malé atoll as the 
capital Malé) to Finland 16 June 2015, without any stop-
overs elsewhere. Two days later he became ill with flu-
like prodrome, mild fever and rash in the face and trunk, 
as well as ocular pain and arthralgia; the symptoms 
alleviated after a few days. He contacted occupational 
health and due to suspicion of dengue, a serum sample 
was taken 24 June, and it was positive for dengue virus 
IgG (titer 1:1,280, in-house immunofluorescence assay 
(IFA) test) and IgM (1.9/ cut-off 1.0, Dengue Virus IgM 
Capture DxSelect ELISA, Focus Diagnostics, USA), but 
negative for dengue virus (DENV) non-structural (NS) 1 
antigen (Dengue NS1 Ag Strip Bio-Rad, France). Along 
with the serum sample, a urine sample taken on 25 
June, the following day, was received for flavivirus RNA 
detection using a real-time pan-flavivirus NS5 nested 
RT-PCR [1,2]. RNA from serum and urine samples was 
extracted using QIAamp Viral RNA Mini Kit (Qiagen).

From the urine (but not the serum) an amplification 
product was detected and subsequently sequenced 
(160bp excluding primers, available from the authors 
upon request). A BLAST search identified the sequence 
as Zika virus (ZIKV) identical to Asian lineage strains 
originating from Easter Island 2014 [3], French Polynesia 
2013 (GenBank KJ776791), Brazil 2015 (GenBank 
KU321639) and Thailand 2013 [4] and in phylogenetic 

analyses the sequence clustered with these strains 
(Figure). A PCR contamination in the laboratory is fur-
ther ruled out as no work with ZIKV has ever been con-
ducted, or any positive samples analysed previously in 
the laboratory - or in the country as a whole.

The Asian cluster is shown in red and African clusters 
as green and blue. Posterior probabilities are shown 
only for basal nodes. All ZIKV sequences were down-
loaded from GenBank (5.1.2016) and sequences over-
lapping the partial NS5 gene sequence were included 
in the analysis. The sequences were aligned using 
ClustalW algorithm implemented in MEGA version 6. 
For the sake of clarity, the identical sequences from 
Easter Island were removed from the data set. The 
best-fit substitution model was sought using MEGA 
version 6. The phylogenetic tree was constructed using 
Bayesian Monte Carlo Markov Chain (MCMC) method 
implemented in BEAST version 1.8.0 using Tamura-Nei 
(TN93+G) model of substitution, strict molecular clock 
and constant population size demographic model. The 
Bayesian analysis was run for 50 million states and 
sampled every 1000 states. Posterior probabilities 
were calculated with a burn-in of 5 million states and 
checked for convergence using Tracer version 1.6.

Investigation of family members
Similar disease and mosquitoes were frequently 
reported in the area at the beginning of the rainy sea-
son and generally interpreted as dengue. The patient’s 
wife had experienced a mild febrile illness a couple of 
weeks before departure. Serum samples obtained on 8 
July, two weeks after confirmation of Zika virus in our 
patient, from the patient’s wife and three children all of 
less than 10 years of age, were negative for flavivirus 
in pan-flavivirus NS5 nested RT-PCR. The children were 
also DENV seronegative, but the wife had low positive 
DENV IgG titer (1:20) and low positivity (1.3/ cut-off 
1.0, Dengue Virus IgM Capture DxSelect ELISA, Focus 
Diagnostics, USA) in DENV IgM test.
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Figure

Maximum clade credibility tree of partial Zika virus NS5 sequences 

The Asian cluster is shown in red and African clusters as green and blue. Posterior probabilities are shown only for basal nodes. All ZIKV 
sequences were downloaded from GenBank (5.1.2016) and sequences overlapping the partial NS5 gene sequence were included in the 
analysis. The sequences were aligned using ClustalW algorithm implemented in MEGA version 6. For the sake of clarity, the identical 
sequences from Easter Island were removed from the data set. The best-fit substitution model was sought using MEGA version 6. The 
phylogenetic tree was constructed using Bayesian Monte Carlo Markov Chain (MCMC) method implemented in BEAST version 1.8.0 using 
Tamura-Nei (TN93+G) model of substitution, strict molecular clock and constant population size demographic model. The Bayesian analysis 
was run for 50 million states and sampled every 1000 states. Posterior probabilities were calculated with a burn-in of 5 million states and 
checked for convergence using Tracer version 1.6.






