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ABSTRACT Vector-borne viruses are becoming increasingly important from a public
health standpoint with the emergence or reemergence of viruses and extension of
the areas at risk. Here, we report the whole-genome sequences of two alphaviruses,
namely, one Igbo-Ora virus and one Babanki virus, that were isolated several de-
cades ago in Africa from human serum.

Igbo-Ora and Babanki viruses belong to the Alphavirus genus and Togaviridae family
and cause diseases in humans. Both of them are arthropod-borne viruses. Igbo-Ora

virus was first isolated in Nigeria (1). Initially considered a separate alphavirus species,
Igbo-Ora virus was later confirmed to be a strain of O’nyong-nyong virus (2).
Babanki virus was first isolated in Northwest Cameroon in 1969 and is a strain of
Sindbis virus (3).

Here, we report the whole-genome sequences of HB67652 and HB741570 viruses
(an Igbo-Ora virus and a Babanki virus), which were both isolated from human serum
specimens collected in the Central African Republic in 1966 and 1975, respectively.
These viruses were isolated and amplified by serial passages in brains of newborn mice
(unknown passage numbers). Brains were homogenized in Hanks’ solution and centri-
fuged. Supernatants were lyophilized and stored in sealed glass vials at room temper-
ature until 2012. Viral genomic material was extracted from lyophilizates that were
resuspended in phosphate-buffered saline using a QIAamp viral RNA minikit (Qiagen).
The extracted RNA was retrotranscribed into cDNA using SuperScript III enzyme and
random hexamers (Life Technologies). The cDNA fragments were ligated and then
amplified using the phi29 DNA polymerase and random hexamers (4). Amplified DNA
was fragmented using an M220 ultrasonicator (Covaris) and was used to construct
genomic libraries with a NEBNext Ultra DNA library prep kit according to the manu-
facturer’s recommendations (New England Biolabs). Sequencing was performed using
a HiSeq 2000 sequencer (Illumina) (5). More than 14 and 20 million 100-bp paired-
ended reads were generated for HB741570 and HB67652, respectively. The quality of
initial reads was assessed by FastQC (6). Because of the chimeric reads generated by
Phi29 DNA polymerase, which prevent de novo genome assembly, a similarity-based
approach using BLASTN was applied to eliminate nonviral chimeric parts of the reads.
GenBank accession numbers HM147984 and AF079457 (which were the only 2 com-
plete genomes available) were used as targeted sequences. Finally, 697,876 and
1,412,595 viral sequences, covering overall the target sequences from their 5= to 3=
ends, were obtained and used for whole-genome assembly with SPAdes version 3.1.0
(7, 8).
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For HB67652 and HB741570, the lengths of the whole-genome sequences were
11,818 and 11,714 nucleotides, with average coverages of 3,221� and 1,933� and GC
contents of 48.1% and 51.6, respectively. The coding sequence lengths of HB67652
were 7,542 and 3,744 nucleotides for the 1st and 2nd open reading frame (ORF),
respectively. The coding sequence lengths of HB741570 were 7,548 and 3,738 nucle-
otides for the 1st and 2nd ORF, respectively. Of note, a leaky stop codon near the nsP3
gene 3= end is present in HB741570, unlike in HB67652. HB67652 and HB741570 share
�99% nucleic acid identity with the only 2 other complete genomes of Igbo-Ora and
Babanki viruses currently available in GenBank (accession numbers AF079457 and
HM147984, respectively).

While Igbo-Ora virus and Sindbis viruses have confirmed potential to cause wide-
spread epidemics in humans, the epidemic potential of Babanki virus remains unclear
(9, 10). Further analysis of these whole-genome sequences may improve understanding
of the transmission cycles and the complex dynamics that underlie the epidemiology
of these pathogens.

Data availability. These whole-genome sequences are available in GenBank under

accession numbers MF409176 and MF409178. The raw sequencing data have been
submitted to the SRA database under the accession numbers SRR9712540 and
SRR9712544.
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