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Abstract

Bartonella spp. are fastidious, gram-negative, rod-shaped bacteria and are usually vector-borne. However, the
vector has not been definitively identified for many recently described species. In northern California, gray
foxes (Urocyon cinereoargenteus) are infected with two zoonotic Bartonella species, B. rochalimae and B. vinsonii
subsp. berkhoffii. Fleas (range 1–8 fleas per fox) were collected from 22 (41.5%) of 54 gray foxes from urban and
backcountry zones near Hoopa, California. The flea species were determined, and DNA was individually ex-
tracted to establish the Bartonella species harbored by these fleas. Of the 108 fleas collected, 99 (92%) were iden-
tified as Pulex simulans. Overall, 39% (42/108) of the fleas were polymerase chain reaction (PCR)-positive for
Bartonella, with B. rochalimae and B. vinsonii subsp. berkhoffii identified in 34 (81%) and 8 (19%) of the PCR-pos-
itive fleas, respectively. There was no difference between the prevalence of Bartonella spp. in P. simulans for the
urban and backcountry zones. Fourteen (64%) of the 22 foxes were Bartonella bacteremic at one or more of the
capture dates. In 10 instances, both the foxes and the fleas collected from them at the same blood collection
were Bartonella-positive. B. rochalimae was the predominant species identified in both foxes and fleas. The com-
petency of Pulex fleas as a vector of B. rochalimae has not been confirmed and will need to be demonstrated ex-
perimentally. Pulex spp. fleas readily feed on humans and may represent a source of human exposure to zoonotic
species of Bartonella.

Key Words: Bartonella vinsonii subsp. berkhoffii—Bartonella rochalimae—Pulex simulans—Ctenocephalides felis—
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Introduction

Since the reclassification of the genera Grahamella and
Rochalimaea within the genus Bartonella, this genus com-

prises at least 20 species or subspecies, with more than half
being zoonotic (Brenner et al. 1993, Birtles et al. 1995,
Boulouis et al. 2005, Chomel et al. 2006, Dehio 2004). Bar-
tonella spp. are fastidious gram-negative bacteria that infect
the erythrocytes and endothelial cells of their hosts (Chomel
et al. 2006). Human diseases caused by Bartonella species in-
clude bartonellosis (B. bacilliformis), trench fever (B. quintana),
cat scratch disease (B. henselae), and, in immunocompro-
mised people, bacillary angiomatosis (B. henselae or B. quin-
tana). A wide array of clinical manifestations, ranging from

recurrent bacteremia, endocarditis, and septicemia have also
been associated with Bartonella infections (Boulouis et al.
2005, Dehio 2004).

Bartonella spp. are usually vector-borne bacteria, trans-
mitted mainly by fleas, lice, or sandflies (Boulouis et al. 2005).
Ctenocephalides felis, the cat flea, is the main vector for B.
henselae and presumably for B. clarridgeiae (Chomel et al.
1996, Kordick et al. 1997, Finkelstein et al. 2002, Rolain et al.
2003a, Kelly 2005). DNA from several Bartonella species has
been detected in cat fleas, including B. henselae, B. koehlerae,
B. clarridgeiae, and B. quintana (Rolain et al. 2003a). Bartonella
DNA has also been detected in recent years in Pulex spp.
fleas. Bartonella quintana DNA was detected in three P. irri-
tans fleas taken from a pet moustached monkey (Cercopithe-
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cus cephus) in Gabon (Rolain et al. 2005). In addition, DNA
from three unidentified species of Bartonella has been de-
tected in Pulex spp. fleas collected from the bedding and
clothes of schoolchildren and adults in Peru (Parola et al.
2002). A partial sequence from the 16S–23S intergenic spacer
(ITS) region from one of these fleas was most similar to B.
clarridgeiae. The ITS sequence from this flea was later dis-
covered to be 100% identical to the ITS sequence from a Bar-
tonella sp. isolated from an American woman with fever,
rash, splenomegaly, and a recent history of travel in Peru.
This person was also reported to have many insect bites. This
human isolate, recently described as a new species of Bar-
tonella, has been designated Bartonella rochalimae (Eremeeva
et al. 2007).

Bartonella vinsonii subsp. berkhoffii, a pathogen of dogs and
humans, has been suspected to be carried by ticks, based
both on seroepidemiological studies and DNA detection in
different tick species, but transmission by ticks has not been
confirmed (Chang et al. 1999, 2001, Chomel et al. 2006). De-
tection of B. vinsonii subsp. berkhoffii DNA has not been re-
ported to date from cat fleas. However, DNA extracted from
a Pulex flea collected from a human in Peru showed a se-
quence closely related to B. vinsonii subsp. berkhoffii (Parola
et al. 2002). In domestic dogs (Canis familaris), B. vinsonii
subsp. berkhoffii infection has been associated with endo-
carditis, myocarditis, arrhythmia, and other diverse clinical
outcomes (Breitschwerdt and Kordick 2000, Chomel et al.
2006). At least one human case of endocarditis-associated B.
vinsonii subsp. berkhoffii has also been reported (Roux et al.
2000).

Wildlife may function as natural reservoirs or mainte-
nance hosts for Bartonella species, and peridomestic wildlife
may bring arthropod vectors in close contact with domestic
animals and humans. Coyotes (Canis latrans) are suggested
to be the main sylvatic reservoir of B. vinsonii subsp. berk-
hoffii in California due to the high percentage (28%) of bac-
teremic animals reported in one study (Chang et al. 1999).
In northwestern California, gray foxes (Urocyon cinereoar-
genteus) may serve as a reservoir for the recently described
B. rochalimae and B. vinsonii subsp. berkhoffii (Henn et al. 2006,
2007). Among 53 gray foxes from Humboldt county, 26 (49%)
were Bartonella bacteremic, 22 (42%) with B. rochalimae (for-
merly B. clarridgeiae-like), and 5 (9.4%) with B. vinsonii subsp.
berkhoffii (Henn et al. 2006, 2007). Bartonella rochalimae, pre-
viously designated B. clarridgeiae-like, has also been associ-
ated with a case of endocarditis in a dog (MacDonald et al.
2004).

Gray foxes are a cosmopolitan species, which can often oc-
cur in high densities (Trapp and Hallberg 1975, Fritzell and
Haroldson,1982, Cypher 2003), and commonly harbor ec-
toparasites that could be vector-competent for Bartonella
species. Moreover, gray foxes are frequently observed near
human dwellings, can interact with pets, and eat unattended
outdoor pet food, garden crops, or refuse left outside of these
dwellings (Harrison 1993, Cypher 2003). The purpose of the
present study was to identify fleas collected from gray foxes
in a rural area of northern California to determine if Bar-
tonella spp. DNA could be amplified from these fleas. The
gray foxes had been previously tested for Bartonella (Henn
et al. 2007), allowing for comparison of Bartonella spp. DNA
identified in the fleas with the results of blood culture per-
formed on their hosts.

Materials and Methods

Sampling was conducted on the Hoopa Valley Indian Res-
ervation in northeastern Humboldt County, California (UTM
10 04 43624 E, 45 44 450 N). Gray foxes were live-trapped
from June 2003 to mid-October 2004 in 81 � 25 � 31–cm wire
mesh traps (Model 108 Tomahawk Live Trap Company,
Tomahawk, WI) and the trapping protocol followed the
methods described previously (Gabriel 2006, Henn et al.
2007). A total of 54 foxes were trapped 70 times, as several
foxes were trapped more than once (Henn et al. 2007).

A thorough systematic examination (�5 minutes) of the
fur on each individual fox was conducted. All fleas observed
were collected in 70% ethanol for later identification. Foxes
were designated as an “urban fox capture” or a “backcoun-
try fox capture” (Gabriel 2006). The urban zone included the
valley floor as it follows the Trinity River over 16.4 km in a
south–north direction with elevations varying between 76 m
and 152 m above sea level (Singer and Begg 1975), where the
majority of the people live (Fig. 1). The backcountry zone in-
cluded the remaining area of the Hoopa Valley Indian Res-
ervation with elevations ranging from 152–1170 m. This area
is managed for its natural resources and cultural preserva-
tion. Fleas that were removed from the foxes were also as-
signed the same code number and locality designation than
the fox from which it was removed.

Flea identification

All fleas in vials that had five or fewer fleas per fox cap-
ture were identified to species. In the vials that had more
than five fleas (up to eight fleas maximum), only five indi-
vidual fleas that showed superficially visible morphological
differences (i.e., pronotol combs, genal combs) were identi-
fied from each capture and were processed. Fleas were main-
tained in 70% ethanol, removed from ethanol individually
onto a clean glass slide and allowed to sit until the ethanol
had evaporated. An incision was made with a sterile scalpel
blade across the tergites to release body contents, then the
entire flea was incubated in a 1.5 mL Eppendorf tube with
180 mL of ATL buffer (QuiAmp, Valencia, CA) and 20 mL of
proteinase K at 55°C for 6 hours. Subsequently, the ex-
oskeleton was removed for mounting for identification by
immersion in potassium hydroxide for 24 hours and then
transfer through dehydration series (70%, 80%, 95%, and
100%) of ethanol for 30 minutes per step. Specimens were
then transferred to methyl salicylate for 30 minutes, then xy-
lene for 1 hour, and were mounted in Canada balsam. Each
flea was identified to species using western North American
taxonomic keys (Hubbard 1968, Lewis et al. 1988). All re-
maining material in the tube was processed for DNA ex-
traction as per the Qiagen kit tissue extraction protocol
(QuiAmp, Valencia, CA).

DNA extraction and polymerase chain reaction–restriction
fragment length polymorphism procedures

DNA was extracted from the material remaining after the
flea was removed from incubation in proteinase K using a
commercial DNA extraction kit (QuiAmp). Flea DNA sam-
ples were analyzed by polymerase chain reaction (PCR) of
the 16S–23S ITS region (Rolain et al. 2003b) and the ftsZ
(Zeaiter et al. 2002) gene. PCR reaction vials were set up as
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previously described (Chang et al. 2000). Briefly, DNA was
diluted 1:10 in buffer (10 mM Tris, 1 mM ethylenedi-
aminetetraacetic acid) and 0.25 mM of each primer was 
used. The primers used for the ITS region were 5�-
CTTCGTTTCTCTTTCTTCA-3� and 5�-CTTCTCTTCACAA-
TTTCAAT-3� and the primers for the ftsZ gene were 5�-AT-
TAATCTGCAYCGGCCAGA-3� and 5�-ACVGADACACG-
AATAACACC-3�. Amplified PCR products were identified
by ethidium bromide fluorescence after electrophoresis in
2% agarose gels (SeaKem LE agarose, Cambrex Bio Science
Rockland Inc., Rockland, ME). The amplified product of the
ITS region was digested with HaeIII restriction endonucle-
ase (Promega, Madison, WI). Banding patterns were com-
pared with the patterns observed for B. rochalimae and B. vin-
sonii subsp. berkhoffii isolates from the gray foxes from which
the fleas were collected.

DNA sequencing

PCR products used for DNA sequencing were purified
with QIAquick PCR purification kit (QIAGEN Sciences, Ger-
mantown, MD), and sequencing was done using a fluores-
cence-based automated sequencing system (Davis Sequenc-
ing, Davis, CA).

Statistical analysis

All statistical analyses (chi-square for trend) were con-
ducted using statistical software from Number Cruncher Sta-
tistical Software (NCSS 2001). Results were considered sig-
nificant if p values were �0.05.

Results

Of the 53 foxes for which a blood culture was performed,
22 (41.5%) had fleas and 108 fleas were removed for further
analysis. On average, there were five fleas collected per in-
fested fox (range 1–8 fleas). Ninety-nine (94%) fleas were
identified as P. simulans, three (2.8%) as Ctenocephalides felis,
and one each as Ctenocephalides canis, Cediopsylla inequalis in-
terrupta, and Orchopeas laens. Seventy-five (76%) P. simulans
were female and 24 (24%) were males. Two of the three C.
felis were females and the single C. canis was a female. Three
fleas could not be identified to species due to damage from
mounting of the specimen leading to absence of distinctive
morphological characters.

Forty-two (39%) of the 108 flea DNA samples tested were
PCR-positive for Bartonella spp. based on the ITS region. Thirty-
nine (93%) of the 42 Bartonella PCR-positive fleas were identi-
fied as P. simulans, with 28 (37%) positive females and 11 (46%)
positive males. Despite a higher prevalence of infection in male
P. simulans fleas, the difference was not statistically significant
(x2 � 0.55, df � 1, p � 0.45). One C. felis, one C. inequalis, and
one unidentified flea species were PCR-positive for Bartonella.
Thirty-three (78.6%) of the 42 Bartonella PCR-positive samples
had an ITS RFLP profile characteristic of B. rochalimae, and 8
(19%) had a banding pattern similar to that observed for the
B. vinsonii subsp. berkhoffii strains isolated from gray foxes in
Humboldt county. Banding patterns could not be determined
for the remaining two Bartonella PCR-positive fleas.

Six flea samples with RFLP profiles from HaeIII digests of
ITS PCR products matching B. rochalimae and four flea sam-
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FIG. 1. Map of the Hoopa Valley Indian Reservation, Humboldt County, California.
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ples with RFLP profiles matching B. vinsonii subsp. berkhof-
fii were selected for nucleic acid sequencing. Whenever
enough DNA was available, sequencing was performed for
both the ITS region and ftsZ gene. For the six fleas with RFLP
profiles matching B. rochalimae, partial sequences from the
ITS region and ftsZ gene were �99.6 % identical to B. rochal-
imae previously isolated from the gray foxes. For two of the
four flea products sequenced with RFLP profiles similar to
B. vinsonii subsp. berkhoffii, ITS and ftsZ DNA sequences were
100% identical to B. vinsonii subsp. berkhoffii previously iso-
lated from the gray foxes. For the third flea, the ITS sequence
was identical to B. vinsonii subsp. berkhoffii, but the partial
sequence from the ftsZ gene amplicon was identical to B.
rochalimae. For the fourth flea, the RFLP profile for the ini-
tially amplified PCR product had suggested B. vinsonii
subsp. berkhoffii, but when DNA was amplified a second time
and sent for sequencing, the ITS sequence was identical to
B. rochalimae; there was not enough DNA available for par-
tial sequencing of the ftsZ gene. Finally, for the two Bar-
tonella-positive flea samples that did not have clear RFLP
profiles due to low amounts of DNA in the ITS PCR prod-
uct, sequences from the ftsZ PCR product for these samples
were identical to B. rochalimae. Overall, 39% (42/108) of the
fleas were PCR-positive for Bartonella, with B. rochalimae and
B. vinsonii subsp. berkhoffii identified in 33 (78.5%) and 8

(19%) of the PCR-positive fleas, including two fleas that ap-
peared to be coinfected.

Sixty-six P. simulans were removed from foxes in the ur-
ban zone, and 33 P. simulans were removed from foxes in the
backcountry zone. Two C. felis, the C. inequalis, and C. canis
were removed from a fox in the urban zone. One C. felis and
the O. laens flea were removed from a fox in the backcoun-
try zone. Twenty-three (34.8%) of the 66 urban P. simulans
were PCR-positive, and 16 (48.5%) of the 33 backcountry P.
simulans were positive. The difference between the preva-
lence of Bartonella spp. in P. simulans between the urban area
and the backcountry was not statistically significant (x2 �
1.71, df � 1, p � 0.19).

Seven (32%) of the 22 foxes that had fleas removed from
them were trapped more than once during the course of the
study (Table 1). Fourteen (64%) of the 22 foxes were found
to be infected with Bartonella spp. on one or more capture
dates when tested as part of a previous study (Henn et al.
2007). There were 10 (71.4%) instances in which both the
foxes and the fleas collected from them on the same capture
date were positive for Bartonella DNA. In 7 (72.7%) of these
11 pairs (foxes #6, 8, 12, 13, 14, 18, 21), both the foxes and
fleas were positive for B. rochalimae. For two pairs, the foxes
(#1 and #3) were bacteremic with B. vinsonii subsp. berkhoffii
and had fleas on them that were PCR-positive for both B.

GABRIEL ET AL.600

Table 1. Bartonella PCR and Blood Culture Results for Pulex simulans and Their Gray Fox Hosts

1st capture Recapture 1 Recapture 2 Recapture 3

Flea Bart Fox cult Flea Bart Fox cult Flea Bart Fox cult Flea Bart Fox cult
Fox # PCR� type type PCR� type type PCR� type type PCR� type type

1 0/1 Neg Neg 1/2 1Bvb Neg 2/2 1Bvb Bvb
1Br

2 0/4 Neg Br
3 4/5 3Bvb Bvb

1Br
4 2/5 2Br Neg
5 1/4 1Br Neg
6 2/4 2Br Br
7 2/6 2Br Neg
8 3/6 3Br Br
9 0/1 Neg Br
10 0/3 Neg Neg
11 0/0 NA Bvb 0/1 Neg Neg 0/0 NA Br 4/6 4 Br Neg
12 1/7 Br Br
13 0/1 Neg Neg 2/4 2Br Br 3/8 2Br Br

1Bvb
14 2/5 2Br Br
15 2/4 2Br Neg
16 0/0 NA Neg 0/1 Neg ND
17 3/7 2Br Neg 0/2 Neg Br

1Bart
(Unknown sequence)

18 1/2 1Br Br
19 3/6 3Br Neg
20 2/3 1Br Neg

1Bvb
21 1/2 1Br Br 0/1 Neg Neg
22 0/0 NA Br 1/5 1Bvb Br

The Flea PCR � column describes the number of fleas that were Bartonella PCR-positive out of the total number of fleas tested from that fox.
PCR, polymerase chain reaction; NA, not applicable; ND, not done; Neg, negative; Br, Bartonella rochalimae; Bvb, Bartonella vinsonii berkhoffii.



vinsonii subsp. berkhoffii and B. rochalimae. The last pair was
composed of a fox (#22) infected with B. rochalimae, but with
one out of five fleas infected with B. vinsonii subsp. berkhof-
fii. There were three foxes (#2, 9, 17) infected with B. rochal-
imae that had no Bartonella-positive fleas at the time of the
positive blood culture. One fox (#11) was sequentially bac-
teremic with B. vinsonii subsp. berkhoffii and B. rochalimae, but
the only PCR-positive fleas (infected with B. rochalimae) were
collected on the last recapture, when the animal was already
abacteremic. Finally, there were eight foxes (#4, 5, 7, 10, 15,
16, 19, 20) that were Bartonella culture-negative that had 32
fleas collected from them, 12 (37.5%) of which were Bartonella
PCR-positive. Eleven (91.7%) of these fleas were positive for
B. rochalimae.

Discussion

This is the first report of the presence of two zoonotic bar-
tonellae, B. rochalimae and B. vinsonii subsp. berkhoffii, in fleas
collected from gray foxes. Most of these fleas were identified
as P. simulans, which are commonly found on gray foxes
(Lewis et al. 1988, Hubbard 1968). Overall, 42 (39%) of the
108 fleas were Bartonella PCR-positive. B. rochalimae was the
predominant (81%) species identified in these fleas. Two of
the eight samples that were initially identified as B. vinsonii
subsp. berkhoffii based on the restriction fragment length
polymorphism profile also appeared to have B. rochalimae
DNA present when PCR amplification was performed a sec-
ond time before sequencing. This unexpected finding sug-
gests that these fleas were harboring both B. vinsonii subsp.
berkhoffii and B. rochalimae.

The prevalence of B. rochalimae and B. vinsonii subsp. berk-
hoffii identified in fleas was similar to the prevalence of the
two species identified in foxes by blood culture. Bartonella
rochalimae was isolated from 22 (42%) of the 53 gray foxes
tested, and B. vinsonii subsp. berkhoffii was isolated from only
5 (9.4%) gray foxes (Henn et al. 2007). Fleas from six of the
eight nonbacteremic foxes were PCR-positive for B. rochali-
mae, and a flea on one of those six foxes was PCR-positive
for B. vinsonii subsp. berkhoffii. This suggests that the ampli-
fication of Bartonella DNA from these fleas could reflect more
than just a recent blood meal on a bacteremic host and that
the organism may be multiplying in the flea gut, as has been
demonstrated with B. henselae (Higgins et al. 1996). Further-
more, it may also reflect earlier infection of the fleas when
feeding on another bacteremic fox or our lack of detecting a
very low level of bacteremia in the culture-negative foxes.

Bartonella clarridgeiae-like and B. rochalimae DNA has also
been detected in Pulex fleas from other parts of the world.
Bartonella DNA was detected in Pulex fleas collected from
people in Peru, including a sample described as similar to B.
clarridgeiae (Parola et al. 2002) and later found to be identi-
cal to a human B. rochalimae isolate based on partial sequence
of the 16S–23S ITS region (Ereemeva et al. 2007). In Chile, 5
(15%) of 33 P. irritans fleas collected on dogs were found to
be Bartonella PCR-positive, and partial sequencing of the rpoB
gene identified a Bartonella similar to B. clarridgeiae (95%
identity; Gonzales-Acuna et al. 2006). Furthermore, Bartonella
DNA was detected in 4 of 19 pools (total 95 P. irritans) col-
lected from four different red foxes (Vulpes vulpes) in Hun-
gary (Sreter-Lancz et al. 2006). The groEL sequences of all
four positive pools were identical and similar to the sequence

of a Bartonella detected in rat fleas (Xenopsylla cheopis) from
Egypt and similar to B. clarridgeiae in the maximum parsi-
mony tree published by Loftis et al. (2006). These data are
suggestive that DNA from a B. clarridgeiae-like group, pos-
sibly B. rochalimae, could be identified in P. irritans fleas col-
lected on red foxes in central Europe and in rat fleas in Egypt,
two flea species that can infest humans. Furthermore, strains
closed to B. clarridgeiae were recently identified in Ctenoph-
thalmus lushuiensis fleas collected in vole nests from Yunnan,
China (Li et al. 2007), and strains close to B. clarridgeiae and
B. rochalimae were described from two fleas (Polygenis gwyni)
collected from cotton rats (Sigmodon hispidus; Abbot et al.
2007).

There were no differences between the Bartonella prevalence
in fleas collected from foxes in the urban zone and in the back-
country, suggesting that this pathogen is well distributed
among the fox population in the Hoopa Valley. Gray foxes are
likely to represent one of the main reservoirs of B. rochalimae
in this area of northern California. The competency of P. sim-
ulans as a vector of B. rochalimae and B. vinsonii subsp. berkhof-
fii has not been established, and experimental studies will be
needed to demonstrate transmission of these organisms by P.
simulans to pathogen-free hosts. As Pulex spp. will readily feed
on humans, these fleas may represent a source of human ex-
posure to zoonotic species of Bartonella.

Acknowledgments

We would like to thank the Hoopa Tribe and the Hupa
people for providing access to this study area. We also would
like to acknowledge Mark Higley at Hoopa Tribal Forestry,
Nikki Drazenovich at the Center for Vector-Borne Diseases,
University of California, Davis, and Mark Early at Humboldt
State University for assistance in the construction of traps.

Disclosure Statement

Financial support was provided by MGW Biological, In-
tegral Ecology Research Center, Stockton Sportsman’s Club,
Stanley W. Harris Scholarship, Humboldt State University
Graduate Equity Fellowship, and the Center for Vector-
Borne Diseases, University of California, Davis.

References

Abbot, P, Aviles, AE, Eller, L, Durden, LA. Mixed infections,
cryptic diversity and vector-borne pathogens: evidence from
Polygenis fleas and Bartonella species. Appl Environ Microbiol
2007; 73:6045–6052.

Birtles, R, Harrison, T, Saunders, N, Molyneux, D. Proposals to
unify the genera Grahamella and Bartonella, with descriptions
of Bartonella talpae comb. nov., Bartonella peromysci comb. nov.,
and three new species, Bartonella grahamii sp. nov., Bartonella
taylorii sp. nov., and Bartonella doshiae sp. nov. Int J Syst Bac-
teriol 1995; 45:1–8.

Boulouis, HJ, Chang, CC, Henn, JB, Kasten, RW, Chomel, BB.
2005. Factors associated with the rapid emergence of zoonotic
Bartonella infections. Vet Res 2005; 36:383–410.

Breitschwerdt, EB, Kordick, DL. Bartonella infection in animals:
carriership, reservoir potential, pathogenicity, and zoonotic
potential for human infection. Clin Microbiol Rev 2000;
13:428–438.

Brenner, D, O’Connor, S, Winkler, H, Steigerwalt, A. Proposals
to unify the genera Bartonella and Rochalimaea, with descrip-

BARTONELLA IN GRAY FOX FLEAS 601



tions of Bartonella quintana comb. nov., Bartonella vinsonii
comb. nov., Bartonella henselae comb. nov., and Bartonella eliz-
abethae comb. nov., and to remove the family Bartonellaceae
from the order Rickettsiales. Int J Syst Bacteriol 1993;
43:777–786.

Chang, CC, Chomel, BB, Kasten, R, Romano, V, Tietze, N. Mo-
lecular evidence of Bartonella spp. in questing adult Ixodes
pacificus ticks in California. J Clin Microbiol 2001;
39:1221–1226.

Chang, CC, Kasten, RW, Chomel, BB, Simpson DC, et al. Coy-
otes (Canis latrans) as the reservoir for a human pathogenic
Bartonella sp.: molecular epidemiology of Bartonella vinsonii
subsp. berkhoffii infection in coyotes from central coastal Cal-
ifornia. J Clin Microbiol 2000; 38:4193–4200.

Chang, C, Yamamoto, K, Chomel, BB, Kasten, RW, et al. Sero-
epidemiology of Bartonella vinsonii subsp. berkhoffii infection
in California coyotes, 1994–1998. Emerg Infect Dis 1999;
5:711–715.

Chomel, BB, Boulouis, HJ, Maruyama, S, Breitschwerdt, EB. Bar-
tonella spp. in pets and effect on human health. Emerg Infect
Dis 2006; 12:389–394.

Chomel, BB, Kasten, RW, Floyd-Hawkins, K, Chi, B, et al. Ex-
perimental transmission of Bartonella henselae by the cat flea.
J Clin Microbiol 1996; 34:1952–1956.

Cypher, BL. Foxes. In Feldhamer, GA, Thompson, BC, Chap-
man, JA, eds. Wild mammals of North America: biology, man-
agement and conservation. Baltimore: Johns Hopkins Uni-
versity Press; 2003:511–546.

Dehio, C. 2004. Molecular and cellular basis of Bartonella patho-
genesis. Ann Rev Microbiol 2004; 58:365–390.

Eremeeva, ME, Gerns, HL, Lydy, SL, Goo, JS, et al. Bacteremia,
fever, and splenomegaly caused by a newly recognized Bar-
tonella species. N Engl J Med 2007; 356:2381–2387.

Finkelstein, JL, Brown, TP, O’reilly, KL, Wedincamp, J, Foil, LD.
Studies on the growth of Bartonella henselae in the cat flea
(Siphonaptera: Pulicidae). J Med Entomol 2002; 39:915–919.

Fritzell, EK, Haroldson, KJ. Urocyon cinereoargenteus. Mam-
malian Species 1982; 189:1–8.

Gabriel, MW. Exposure to Anaplasma phagocytophilum and ticks
in gray foxes (Urocyon cinereoargenteus) in northern Humboldt
County, California [masters thesis]. Arcata, CA: Humboldt
State University; 2006.

Gonzales-Acuna, D, Perez-Martinez, L, Venzal, JM, Portillo,
A, et al. Detection of Bartonella sp. in Pulex irritans from
Chile. 20th Meeting of the American Society for Rickettsiol-
ogy and 5th International Conference on Bartonella as
emerging pathogens. Sept 2–7, 2006, Pacific Grove, CA. Abst
#154.

Harrison, RL. A survey of anthropogenic ecological factors po-
tentially affecting gray foxes (Urocyon cinereoargenteus) in a
rural residential area. The Southwestern Naturalist 1993;
38:352–356.

Henn, JB, Gabriel, MW, Kasten, RW, Brown, RN, et al. Gray foxes
(Urocyon cinereoargenteus) as a potential reservoir of a Bar-
tonella clarridgeiae-like bacterium and domestic dogs as sen-
tinels for zoonotic arthropod-borne pathogens in northern
California. J Clin Microbiol 2007; 45:2411–2418.

Henn, JB, Koehler, JE, Gabriel, M, Kasten, RW, et al. A new
zoonotic Bartonella sp. in domestic dogs and wild carnivores
from California. International Conference on Emerging Infec-
tious Diseases. March 19–22, 2006, Atlanta, GA, USA. Poster
# 316A.

Higgins, JA, Radulovic, S, Jaworski, DC, Azad, AF. Acquisition

of the cat scratch disease agent Bartonella henselae by cat fleas
(Siphonaptera: Pulicidae). J Med Entomol 1996; 33:490–495.

Hubbard, C. Fleas of western North America. Their relationship
to the public health. In Hafner, ed. Fleas of Western North
America. Hafner Publishing Co. New York: 1968.

Kelly, PJ. Prevalence of human pathogens in cat and dog fleas
in New Zealand. N Z Med J 2005; 118:1226.

Kordick, DL, Hilyard, EJ, Hadfield, TL, K. H. Wilson, KH, et al.
Bartonella clarridgeiae, a newly recognized zoonotic pathogen
causing inoculation papules, fever, and lymphadenopathy
(cat scratch disease). J Clin Microbiol 1997; 35:1813–1818.

Lewis, R, Lewis, J, Maser, C. The fleas of the Pacific northwest.
Corvallis, OR: Oregon State University Press; 1988.

Li, DM, Liu, QY, Yu, DZ, Zhang, JZ, et al. Phylogenetic analy-
sis of Bartonella detected in rodent fleas in Yunnan, China. J
Wildl Dis 2007; 43:609–617.

Loftis, AD, Reeves, WK, Szumlas, DE, Abbassy, MM, et al. Sur-
veillance of Egyptian fleas for agents of public health signifi-
cance: Anaplasma, Bartonella, Coxiella, Ehrlichia, Rickettsia, and
Yersinia pestis. Am J Trop Med Hyg 2006; 75:41–48.

MacDonald, KA, Chomel, BB, Kittleson, MD, Kasten, RW, et al.
A prospective study of canine infective endocarditis in north-
ern California (1999-2001): emergence of Bartonella as a preva-
lent etiologic agent. J Vet Intern Med 2004; 18:56–64.

Parola, P, Shpynov, S, Montoya, M, Lopez, M, et al. First mo-
lecular evidence of new Bartonella spp. in fleas and a tick from
Peru. Am J Trop Med Hyg 2002; 67:135–136.

Rolain, JM, Bourry, O, Davoust, B, Raoult, D. Bartonella quintana
and Rickettsia felis in Gabon. Emerg Infect Dis 2005;
11:1742–1744.

Rolain, JM, Franc, M, Davoust, B, Raoult, D. Molecular detec-
tion of Bartonella quintana, B. koehlerae, B. henselae, B. clar-
ridgeiae, Rickettsia felis, and Wolbachia pipientis in cat fleas,
France. Emerg Infect Dis 2003a; 9:338–342.

Rolain, JM, Gouriet, F, Enea, M, Aboud, M, Raoult, D. Detection
by immunofluorescence assay of Bartonella henselae in lymph
nodes from patients with cat scratch disease. Clin Diagn Lab
Immunol 2003b; 10:686–691.

Roux, V, Eykyn, SJ, Wyllie, S, Raoult, D. Bartonella vinsonii subsp.
berkhoffii as an agent of afebrile blood culture-negative endo-
carditis in a human. J Clin Microbiol 2000; 38:1698–1700.

Singer, BC, Begg, EL. Soil survey Hoopa Valley, California.
Davis, CA: University of California; 1975.

Sreter-Lancz, Z, Tornyai, K, Szell, Z, Sreter, T, Marialigeti, K.
Bartonella infections in fleas (Siphonaptera: Pulicidae) and lack
of bartonellae in ticks (Acari: Ixodidae) from Hungary. Folia
Parasitol (Praha) 2006; 53:313–316.

Trapp, GR, Hallberg, DL. 1975. Ecology of the gray fox (Urocyon
cinereoargenteus): a review. In Fox, MW, ed. The Wild Canids.
New York: Van Nostrand Reinhold Co.; 1975:164–178.

Zeaiter, Z, Liang, Z, Raoult, D. Genetic classification and differ-
entiation of Bartonella species based on comparison of partial
ftsZ gene sequences. J Clin Microbiol 2002; 40:3641–3647.

Address correspondence to:
Dr. Bruno Chomel

School of Veterinary Medicine
Department of Population Health and Reproduction

University of California
Davis, CA 95616

E-mail: bbchomel@ucdavis.edu

GABRIEL ET AL.602



This article has been cited by:

1. Jonathan D. Schaefer , Guy M. Moore , Michael S. Namekata , Rick W. Kasten , Bruno B. Chomel . 2012. Seroepidemiology
of Bartonella Infection in Gray Foxes from Texas. Vector-Borne and Zoonotic Diseases 12:5, 428-430. [Abstract] [Full Text
HTML] [Full Text PDF] [Full Text PDF with Links]

2. J. Palmero, N. Pusterla, N.A. Cherry, R.W. Kasten, S. Mapes, H.J. Boulouis, E.B. Breitschwerdt, B.B. Chomel. 2012.
Experimental Infection of Horses with Bartonella henselae and Bartonella bovis. Journal of Veterinary Internal Medicine
n/a-n/a. [CrossRef]

3. Arto T. Pulliainen, Christoph Dehio. 2012. Persistence of Bartonella spp. stealth pathogens: from subclinical infections to
vasoproliferative tumor formation. FEMS Microbiology Reviews n/a-n/a. [CrossRef]

4. Gunn Kaewmongkol , Sarawan Kaewmongkol , Patricia A. Fleming , Peter J. Adams , Una Ryan , Peter J. Irwin , Stanley G.
Fenwick . 2011. Zoonotic Bartonella Species in Fleas and Blood from Red Foxes in Australia. Vector-Borne and Zoonotic
Diseases 11:12, 1549-1553. [Abstract] [Full Text HTML] [Full Text PDF] [Full Text PDF with Links]

5. Idir Bitam, Jean Marc Rolain, Violaine Nicolas, Yi-Lun Tsai, Philippe Parola, Vijay A.K.B. Gundi, Bruno B. Chomel, Didier
Raoult. 2011. A multi-gene analysis of diversity of bartonella detected in fleas from algeria. Comparative Immunology,
Microbiology and Infectious Diseases . [CrossRef]

6. Gunn Kaewmongkol, Sarawan Kaewmongkol, Halina Burmej, Mark D. Bennett, Patricia A. Fleming, Peter J. Adams, Adrian
F. Wayne, Una Ryan, Peter J. Irwin, Stanley G. Fenwick. 2011. Diversity of Bartonella species detected in arthropod vectors
from animals in Australia. Comparative Immunology, Microbiology and Infectious Diseases . [CrossRef]

7. Yi-Lun Tsai, Chao-Chin Chang, Shih-Te Chuang, Bruno B. Chomel. 2011. Bartonella species and their ectoparasites:
Selective host adaptation or strain selection between the vector and the mammalian host?. Comparative Immunology,
Microbiology and Infectious Diseases 34:4, 299-314. [CrossRef]

8. DANNY MORICK, BORIS R. KRASNOV, IRINA S. KHOKHLOVA, YUVAL GOTTLIEB, SHIMON HARRUS. 2011.
Investigation of Bartonella acquisition and transmission in Xenopsylla ramesis fleas (Siphonaptera: Pulicidae). Molecular
Ecology 20:13, 2864-2870. [CrossRef]

9. Jonathan D. Schaefer, Rickie W. Kasten, Timothy J. Coonan, Deana L. Clifford, Bruno B. Chomel. 2011. Isolation or detection
of Bartonella vinsonii subspecies berkhoffii and Bartonella rochalimae in the endangered island foxes (Urocyon littoralis).
Veterinary Microbiology . [CrossRef]

10. Gunn Kaewmongkol, Sarawan Kaewmongkol, Halina Burmej, Mark D. Bennett, Patricia A. Fleming, Peter J. Adams, Adrian
F. Wayne, Una Ryan, Peter J. Irwin, Stanley G. Fenwick. 2011. Diversity of Bartonella species detected in arthropod vectors
from animals in Australia. Comparative Immunology Microbiology and Infectious Diseases . [CrossRef]

11. Gerhard Dobler, Martin Pfeffer. 2011. Fleas as parasites of the family Canidae. Parasites & Vectors 4:1, 139. [CrossRef]

12. B.B. Chomel, R.W. Kasten. 2010. Bartonellosis, an increasingly recognized zoonosis. Journal of Applied Microbiology 109:3,
743-750. [CrossRef]

13. R Jory Brinkerhoff, Hidenori Kabeya, Kai Inoue, Ying Bai, Soichi Maruyama. 2010. Detection of multiple Bartonella species
in digestive and reproductive tissues of fleas collected from sympatric mammals. The ISME Journal 4:7, 955-958. [CrossRef]

http://dx.doi.org/10.1089/vbz.2011.0805
http://online.liebertpub.com/doi/full/10.1089/vbz.2011.0805
http://online.liebertpub.com/doi/full/10.1089/vbz.2011.0805
http://online.liebertpub.com/doi/pdf/10.1089/vbz.2011.0805
http://online.liebertpub.com/doi/pdfplus/10.1089/vbz.2011.0805
http://dx.doi.org/10.1111/j.1939-1676.2012.00890.x
http://dx.doi.org/10.1111/j.1574-6976.2012.00324.x
http://dx.doi.org/10.1089/vbz.2011.0646
http://online.liebertpub.com/doi/full/10.1089/vbz.2011.0646
http://online.liebertpub.com/doi/pdf/10.1089/vbz.2011.0646
http://online.liebertpub.com/doi/pdfplus/10.1089/vbz.2011.0646
http://dx.doi.org/10.1016/j.cimid.2011.11.002
http://dx.doi.org/10.1016/j.cimid.2011.07.002
http://dx.doi.org/10.1016/j.cimid.2011.04.005
http://dx.doi.org/10.1111/j.1365-294X.2011.05033.x
http://dx.doi.org/10.1016/j.vetmic.2011.06.031
http://dx.doi.org/10.1016%2Fj.cimid.2011.07.002
http://dx.doi.org/10.1186/1756-3305-4-139
http://dx.doi.org/10.1111/j.1365-2672.2010.04679.x
http://dx.doi.org/10.1038/ismej.2010.22

