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We report here the full-length genome sequence of a novel chimpanzee polyomavirus. Viral sequences were recovered from co-
lon, bladder, and ureter tissue from a western common chimpanzee. The virus is genetically closely related to the human BK
polyomavirus.
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Polyomaviruses (PyV) are small DNA viruses that infect a wide
range of mammals, birds, and fish. Since the discovery of the

macaque polyomavirus SV40 in 1960, PyVs have been character-
ized from a range of nonhuman primates, including New World
monkeys, Old World monkeys, and apes.

Here, we analyzed tissue samples from an individual belonging
to the western chimpanzee subspecies (Pan troglodytes verus). In
tissue samples from this animal, Ch-Regina, we previously de-
tected a PyV (1), which belongs to the newly described PyV clade
VI (2). Using clade-specific primer sets, we reanalyzed the tissue
samples from Ch-Regina. Two more polyomaviruses were de-
tected in this animal. In the colon and stomach cardia, we detected
a clade III polyomavirus. Analysis of a 998-bp PCR fragment re-
vealed 99% identity to PtrosPyV2, a chimpanzee PyV isolated
from the eastern subspecies, Pan troglodytes schweinfurthii (3). A
518-bp PCR fragment was obtained using clade II-specific PCR
primers in colon, urine, bladder, and ureter samples. Sequence
analysis revealed 88% identity with the human BK virus. We am-
plified the complete genome, allowing an in-depth analysis of this
new chimpanzee PyV. The virus has a genome of 5,163 bp and has
a typical polyomavirus architecture, including an open reading
frame encoding an agnoprotein. A BLAST search revealed that this
virus, provisionally named P. troglodytes verus polyomavirus 8
(PtrovPyV8), has the highest identity (88%) to the recently de-
scribed Pan troglodytes troglodytes polyomavirus 1 (PtrotPyV1)
(4), and it has 81% identity with the human BK polyomavirus.
The genetic relatedness of two viruses from different chimpanzee
subspecies and the human BK virus is of interest, and one may
speculate on a cospeciation between primate polyomaviruses and
their hosts.

The human BK virus persists in the renourinary tract, and BK
virus (BKV) has been detected in epithelial tissues of the ureter
and bladder (5). A similar tissue distribution was found for
PtrovPyV8, in addition to its presence in colon tissue. The pres-

ence of PtrovPyV8 in the colon and its related PtrotPyV1 in feces,
is remarkable, as BK virus is regularly detected in colorectal tu-
mors (6). This finding may point to a shared renourinary and
colonic tropism for clade II polyomaviruses.

Nucleotide sequence accession number. The complete ge-
nome of PtrovPyV8 has been deposited in GenBank under the
accession number KT884050.
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