
PHYLOGENIES OF WILD AND DOMESTICATED CATS

A genetic assessment of domestic cats and their wild progenitorsâ€”Felis . The phylogenetic tree suggests that
domestication occurred in the Near East.

Total DNA was extracted from tissues using a guanidinium-silica protocol Gerloff et al. Gene diversity was
slightly lower in Sardinian wildcats than in European wildcats and domestic cats, while the mean number of
pairwise sequence differences was higher among Sardinian wildcats. Nowadays, domestic cats are distributed
worldwide and virtually sympatric with European and African wildcats almost everywhere. The estimated
RST distances were more than two times FST, suggesting that cats differ in distributions of both allele
frequency and allele size. However, it is clear that, within the Felidae family, purring evolved only once.
Additional information was obtained by a minimum-spanning network of the mtDNA haplotypes fig. A
Bayesian assignment procedure is implemented in STRUCTURE, where individuals are assigned
probabilistically to one or more predefined subpopulations using or not using prior population information.
The unrooted NJ tree fig. The presence of structure in the data set is revealed by the increasing likelihood of
the data. In these procedures, individual genotypes can be assigned to populations irrespective of whether or
not their potential source populations are known. Felis silvestris, from which domestic cats were derived, is
classified as a polytypic wild species composed of three or more distinct interfertile subspecies: F. Most of
these breeds arose within the last years, and, unlike other domesticated animals who have different physical
traits that help them achieve different tasks, cat breeds have no differentiation in functionality; just aesthetic
differences. The mtDNA haplotype of Fli was unique, not shared with other cats or clearly associated with any
wild or domestic lineages figs. Significance levels were adjusted using the sequential Bonferroni method to
take into account multiple tests on the same data set Rice  Domestic cats derive from at least five founders
from across this region, whose descendants were transported across the world by human assistance. This
model assumes that there are K populations where K may be unknown , each of which is characterized by a set
of allele frequencies at each locus. Domestic cats and Sardinian wildcats showed the lowest pairwise FST and
RST values table 4 , which, once again, supports current hypotheses on domestication. African wildcat, the
closest relative of the domestic cat. This is the reason for the massive jump in the number of breeds in such a
short number of years. This study showed that F. This means that this characteristic is rare and not seen in the
common everyday house cat. All of the wildcats showed the typical wildcat coat color patterns Ragni and
Possenti , and we did not observe wildcats showing phenotypical traits suggesting hybridization. Cluster
analysis, however, did not enable hybrid cats to be identified from genetic information alone, nor were all
individuals assigned to their populations. Fragments of teeth and bone found at burial sites across the globe
have all been connected by DNA analysis to F.


