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Abstract. To better understand the factors involved in maternal–fetal transmission of Trypanosoma cruzi, we com-
pared DNA levels—obtained by use of quantitative real-time PCR and parasitic genotypes determined by PCR ampli-
fication followed by hybridization—in Bolivian mothers and their congenitally infected newborns. Mothers and their
neonates displayed markedly different parasitic DNA levels, as most maternal estimated parasitemias (> 90%) were
< 10 parasites/mL, whereas those of 76% of their newborns were > 1,000 parasites/mL. Comparison of T. cruzi TcII
sublineages infecting mothers and newborns showed identity, without evidence of mixed infection in mothers or neo-
nates. Analysis of minor variants of TcIId-genotyped parasites using sequence class probes hybridizing with hypervari-
able domains of kDNA minicircles showed discrepancies in half of mother/newborn pairs.

INTRODUCTION

The protozoan parasite Trypanosoma cruzi, agent of Cha-
gas disease, infects 16–18 million people in Latin America.
Parasites are mainly transmitted by blood-sucking vector bugs
releasing excreta containing infectious agents, transfusion of
infected blood, or congenitally from mothers to their fetuses.1

In endemic countries where national programs of vectorial
control and selection of blood donors have been developed,
maternal–fetal transmission of parasites has evolved as the
most important route of T. cruzi infection, making possible
transmission from one generation to another.2,3

Such transmission occurs in 1–12% of infected mothers,
and morbidity and mortality of congenital infection vary from
asymptomatic to severe and mortal clinical forms of dis-
ease.3,4 Host as well as parasitic factors might be involved in
such variations. Indeed, recent studies have highlighted asso-
ciations between a higher frequency of positive hemocultures
in infected mothers and their lower capacity to develop a
parasite-specific immune response and congenital infection.5

We have also recently shown that neonates could be infected
with T. cruzi of various nDNA genotypes, such as TcIIb,
TcIId, and TcIIe sublineages, and with kDNA variants of the
TcIId sublineage, independently of their parasitemia or clini-
cal status, indicating that the DNA polymorphism of T. cruzi,
at least of type TcIId, was not associated with the clinical
diversity of congenital infection.6

To better understand the factors involved in the maternal–
fetal transmission of T. cruzi, the present work aims to com-
pare the sublineages of T. cruzi, as well as their DNA levels,
using quantitative real-time PCR (qPCR), in blood of in-
fected mothers and their infected neonates.

MATERIAL AND METHODS

Patients and blood samples. The present work considered
36 newborns congenitally infected with T. cruzi and 15 of

their mothers (from whom samples were available), coming
from the Bolivian regions of Cochabamba (Maternity Ger-
man Urquidi, University Hospital Viedma, “Universidad
Mayor de San Simon”) and Tarija (Maternity Hospital “San
Juan de Dios” and the district hospital of Yacuiba). Clinical
data of such patients have been reported elsewhere.4,6 Um-
bilical cord and maternal venous blood samples were imme-
diately mixed with the same volume of guanidine-HCl 6 M,
EDTA 0.1 M (pH 8), boiled for 15 min, and kept at 4°C until
use. This study has been approved by the scientific/ethic com-
mittees of U.M.S.S. and Université Libre de Bruxelles
(U.L.B.), and written informed consent was obtained from
the mothers before blood collection.

Diagnosis of T. cruzi infection. Maternal infection was as-
sessed using standard T. cruzi-specific serological tests
(ELISA, hemagglutination, and immunofluorescence) per-
formed as previously described.4 Congenital infection with T.
cruzi was assessed by direct microscopic detection of parasites
in blood buffy coat collected in 4–6 centrifuged microhemat-
ocrit heparinized tubes (n � 35) or by hemoculture (n � 1)
as previously described.4 The detection limit of such parasi-
tological detection was estimated to be 40 parasites/mL.7 The
number of positive microhematocrit tubes containing para-
sites, as well as the number of detected parasites per tube
allowed estimation of parasitemia as either low (� 40 to < 150
p/mL), medium (� 150 to < 400 p/mL), or high (� 400 p/mL).

DNA extraction and standard PCR. DNA was isolated
from 0.2 mL of blood/guanidine solution, using the QIAamp
DNA Blood Mini Kit (Qiagen, Valencia, CA), according to
the manufacturer’s protocol. Purified DNA was dissolved in
200 �L of 10 mM Tris-HCl, 1 mM EDTA, pH 8.0, and con-
served at −20°C until use. Presence of T. cruzi DNA in extract
was first tested by standard PCR using primers amplifying
either nDNA (Tcz1/Tcz2, giving amplicons of 200 pb) or ki-
netoplast sequences (Tc121/Tc122, giving amplicons of 320
pb).8

T. cruzi typing. Identification of (sub)lineages of T. cruzi
and of variants of the sublineage TcIId was performed by
hybridization of DNA amplicons resulting from the Tc121/
Tc122 PCR amplification, with oligonucleotides or kDNA
probes as previously described.6 The TcIId variants were
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grouped according to their relative hybridization pattern with
probes Oli-IId-1 and Oli-IId-2 as described by Virreira and
others in 2006.6 Although our TcIIe probe hybridizes also to
some extent with the TcIIb lineage, samples hybridizing with
the TcIIe probe but not with the TcIIb probe are unambigu-
ously typed as the TcIIe sublineage.

Quantitative real-time PCR (qPCR). Assays of qPCR were
performed using the SYBR Green system (Roche Applied
Science, Mannheim, Germany) in a LightCycler 2.0 System
(Roche), according to the manufacturer’s instructions and us-
ing kDNA S35/S36 modified primers as previously de-
scribed.9 However, the hybridization temperature of the am-
plification program was increased from 57°C (as described by
Cummings and Tarleton in 20039) to 63 or 65°C, to delay the
appearance of unspecific bands (background) originating
from human DNA.10 All samples were analyzed in duplicate,
in at least two separate experiments. Under standard condi-
tions, the reaction medium (10 �L final volume) was pre-
pared in glass capillaries mixing 2 �L of LightCycler FastStart
DNA Master SYBR Green I buffer containing Taq poly-
merase, 0.8 �L of 25 mM MgCl2, 0.5 �L of each 10 �M
S35/S36 modified primers, 5.2 �L of sterile water, and 1 �L of
template DNA. Standard curves were performed using 10-
fold serial dilutions of an initial suspension of 105 parasites
(trypomastigote form) in 1 mL of a mixture containing 0.5 mL
of human blood and 0.5 mL of 6 M guanidine-HCl, 0.1 M
EDTA, pH 8, and boiled for 10 minutes. The reaction mix was
centrifuged in a Roche LightCycler Carousel Centrifuge 2.0
before amplification with the following program: denatur-
ation phase of 95°C for 15 minutes and 40 cycles of 95°C for
10 sec, 63°C for 10 sec, and 72°C for 5 sec.

RESULTS

Evaluation of qPCR in detecting T. cruzi DNA levels in
blood samples. Reproducible agreement between the number
of cycles of qPCR and the number of parasites per assay was
obtained using the serial dilutions of parasites in human
blood. Figure 1A shows values of a standard curve performed
at a hybridization temperature of 63°C, allowing reliable de-
tection down to 0.001–10 parasites DNA equivalent/assay,
corresponding to 2–20,000 parasites/mL of blood. Unspecific
background amplification, obtained with various negative
blood samples, resulted in a crossing point of 27 cycles or
more (dashed area in Figure 1A). The crossing point of the
lowest concentration tested (0.001 parasite/assay) was ≈ 1
cycle less than the crossing point of negative controls. By
increasing the hybridization temperature to 65°C, the crossing
point of the cycle number corresponding to the background
was increased to 30 cycles, and the lowest concentration
tested resulted in a crossing point ≈ 2 cycles less than the
crossing point of negative controls. Consequently, this last
condition (hybridization temperature of 65°C) allowed better
appreciation of very low parasitemia.

Fluorescence intensities of amplicons obtained after stan-
dard PCR (performed using both nDNA Tcz1-Tcz2 and
kDNA Tc121/122 primers) and the qPCR in blood samples of
infected individuals were compared. Figure 1, B and C, shows
good agreement between fluorescence intensities of ampli-
cons in standard PCR and qPCR.

Determination of T. cruzi DNA blood levels in congeni-
tally infected newborns and their mothers. The 36 studied
umbilical cord blood samples of congenital cases were posi-

tive in the standard Tcz1-Tcz2 PCR.8 Determination of para-
sitic DNA levels by qPCR indicated parasitemias ranging be-
tween 6 and 55,600 parasites/mL in these samples. Figure 2
shows the distribution of such parasitic load, indicating that
76.3% of these blood samples contained > 1,000 parasites/mL.
As shown in Figure 3, agreement was observed between the
qPCR data and the semiquantitative estimation of para-
sitemia performed by microscopic analysis of capillary tubes.
Three umbilical cord blood samples of these confirmed con-
genital cases harbored a qPCR-estimated parasitemia of < 40
parasites/mL: 2 were detected positive by direct microscopic
examination, and the third was positive after hemoculture but
negative by microscopic examination.

The standard Tcz1-Tcz2 PCR was positive in all 15 of the
available blood samples from mothers of congenitally in-
fected newborns. Quantitative PCR performed in these
samples showed parasitic DNA levels much lower than those
of their infected newborns, corresponding to 2–12 parasites/
mL. Fourteen of the 15 mothers (93.3%) displayed para-
sitemias < 10 parasites/mL. There was correlation neither be-
tween maternal and neonatal qPCR-estimated parasitemias
nor between T. cruzi-specific antibody maternal levels and
estimated maternal or neonatal parasitemias (P > 0.05).

FIGURE 1. Amplification of T. cruzi DNA extracted from human
blood. (A) Standard curve of qPCR using the SYBR Green system
(Roche) in the LightCycler apparatus performed at a hybridization
temperature of 63°C with blood artificially infected with known
amounts of parasites. A background of unspecific amplification of
various negative samples was observed at > 27 cycles (dashed area).
(B) Amplification curves of DNA extracted from various blood
samples. Fluorescence was recorded after each cycle. CM stands for
“mothers”; CB stands for “baby.” (C) Classic PCR of DNA extracted
from the same samples as in (B), using the GoTaq polymerase kit
(Promega, Madison, WI). Amplicons were separated on TAE 1.2%
agarose gel in the presence of ethidium bromide (0.50 �g/mL).
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T. cruzi typing in infected mothers and newborns. Data of
T. cruzi typing of the 36 studied umbilical cord blood samples
of congenital cases were reported previously.6 Briefly, 34
samples were infected with the TcIId sublineage (94.4%),
whereas 2 other samples harbored the sublineages TcIIb and
TcIIe. Fifteen mothers of the above-mentioned neonates
showed 14 (93.3%) and 1 (6.7%) infected with the TcIId and
TcIIe sublineages, respectively. Mixed infections with differ-
ent T. cruzi sublineages were detected neither in mothers nor
in fetuses. Comparison of such T. cruzi typing in the 15
mother/neonate pairs showed the parasitic sublineages being
identical in all mothers and their newborns (14 pairs infected
with TcIId and 1 pair infected with TcIIe).

The complementary kDNA genotyping of the 14 mother/
neonate pairs harboring the TcIId sublineage showed 7

mother/neonate pairs displaying an identical pattern of hy-
bridization with both oligonucleotide Oli-TcIId-1 and Oli-
TcIId-2 probes, indicating the presence of similar TcIId vari-
ants in both samples (Figure 4A). The 7 other mother/
neonate pairs displayed markedly different relative patterns
of hybridization with the Oli-TcIId-1 and Oli-TcIId-2 probes,
indicating that these mothers and their neonates were in-
fected with different TcIId variants (Figure 4B).

DISCUSSION

Altogether, our results show that 1) mothers display low
parasitic DNA levels, corresponding to parasitemia < 10 para-
sites/mL in 90% of them, whereas their newborns displayed
high DNA levels corresponding to parasitemia levels > 1,000
parasites/mL in more than 76% of them; 2) comparison of T.
cruzi sublineages infecting mothers and their newborns

FIGURE 2. Distribution of parasitemias estimated from DNA lev-
els in umbilical cord blood. DNA of 36 samples of umbilical blood of
congenitally infected babies was extracted and amplified by qPCR
(see Materials and Methods).

FIGURE 3. Agreement between parasitemias in umbilical cord of
T. cruzi congenitally infected newborns as estimated by qPCR and
microscopic examination of centrifuged capillary tubes. Results are
expressed in geometric means ± SEM; n � number of samples.

FIGURE 4. Relative hybridization with oligonucleotides probes of
amplicons isolated from maternal and umbilical cord blood. (A)
Samples presenting identical patterns of relative hybridization with
oligonucleotides Oli-IId-1 and Oli-IId-2. (B) Samples presenting dif-
ferent patterns of relative hybridization with oligonucleotides Oli-
IId-1 and Oli-IId-2.
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(TcIId and TcIIe) showed identity without evidence of mixed
infection in mothers or in neonates; 3) comparison of minor
variants of TcIId showed discrepancies in half of mother/
newborn pairs.

Our data emphasize the capacity of qPCR to estimate T.
cruzi DNA levels directly from human blood, as was also the
case in amniotic fluid, as previously shown.10 In our experi-
mental conditions, the limit of detection of qPCR could be
estimated to 2 parasites/mL of blood using a hybridization
temperature of 65°C (i.e., a detection limit similar to that of
the standard Tcz1-Tcz2 PCR that we used for qualitative ap-
preciation of the presence of parasitic DNA).8 By contrast,
the microscopic examination of parasites concentrated in cap-
illary tubes allows to detect parasitemia � 40 parasites/mL.7

Although the parasite detection threshold of PCR tech-
niques is low, it is important to note that such procedures
detect parasitic DNA without giving information on parasite
viability, whereas the above-mentioned parasitological
method indicates unambiguously the presence of live para-
sites. Indeed, PCR detection of low levels of parasitic DNA
could correspond to debris of dead parasites not yet degraded
by host blood DNase, without current infection. In addition,
kDNA of Trypanosomatidae is organized in multiple circles,
probably much more difficult to digest than linear nDNA.
These considerations might complicate the diagnosis by PCR
of congenital infection in newborns, as we may not exclude
that parasitic DNA might be transferred from the mother to
the fetus without the passage of live parasites (i.e., in the
absence of infection), as is likely the case for other parasitic
molecules.11 This has to be kept in mind when interpreting
qPCR results that show low levels of foreign DNA in blood,
and the existence of infection must be confirmed by other
data or other PCR analysis of blood.12 However, qPCR re-
mains a sophisticated and expensive technique useful as an
investigation tool to improve our understanding of the ma-
ternal–fetal transmission of T. cruzi but is hardly applicable in
the control strategies for congenital Chagas disease.2,3

Agreement between parasite levels obtained by qPCR and
parasite counts in capillary tubes highlights the reliability of
detecting parasitic DNA levels to estimate parasitemia. The
high parasitemia observed in > 76% of congenitally infected
neonates confirms the intense parasite multiplication occur-
ring in fetal tissues in this particular form of acute chagasic
infection. However, some neonates also displayed lower para-
sitemia. Such differences could relate to the timing of the first
transplacental transmission of parasites during gestation, a
weaker neonatal parasitism, or the closer to delivery such
transmission might have occurred. Another non-exclusive
possibility lies in the capacity of fetuses/neonates to control
infection. Indeed, it has been previously shown that T. cruzi-
infected fetuses/neonates were able to overcome their physi-
ologic immunologic immaturity by developing a cytotoxic-
and IFN-� producing CD8 T-cell response toward parasites.13

Both factors (timing of maternal–fetal parasite transmission
and fetal capacity to develop its own immune response) likely
contribute to explain the absence of a correlation between
maternal and neonatal estimated parasitemia.

Parasitic DNA levels detected in infected mothers were
close to the lower detection limit of qPCR. However, such
low parasitic DNA levels can be considered as corresponding
to living parasites (see above) because high levels of T. cruzi-
specific antibodies were detected in such mothers: half of

them displayed T. cruzi-positive hemocultures,5 and they
have transmitted parasites to their fetuses. These low mater-
nal parasitemias, contrasting with the 100-fold higher parasite
blood levels observed in most neonates, likely relates to the
stronger T. cruzi-specific immune response developed by
such chronically infected mothers than in their fetuses/
neonates.5,13

The T. cruzi typing of blood samples of congenital cases
and of some mothers confirmed previous data that we and
others obtained, indicating the sublineage TcIId as largely
distributed in the Bolivian population6,14 and that various
(sub)lineages of T. cruzi can be involved in congenital cha-
gasic infection.6 A remarkable result of the present study
comes from the comparison of T. cruzi genotypes infecting
the mothers and their neonates, which shows similar (sub)lin-
eages (TcIId, TcIIe) in all mother/neonate pairs, whereas dif-
ferent minor kDNA variants of the TcIId sublineage were
found in half of such pairs. The observation of parasite geno-
types similar in both mothers and newborns is the expected
result in case of maternal infection with only 1 parasite geno-
type directly transmitted to the fetus. Discrepancies between
the T. cruzi genotypes observed in mothers and their new-
borns, as observed for minor TcIId kDNA variants, can be
differently interpreted. One hypothesis relates to maternal
infection with only 1 parasite genotype that is transmitted to
the fetus. A much more intense parasite multiplication occur-
ring in the infected fetuses in comparison to mothers would
allow susceptible mutations to rapidly generate new variants
detected in the neonates, although contradictory data have
been reported about the mutation rates in the hypervariable
regions in kDNA minicircles.15,16 Another possible interpre-
tation of such discrepancies relates to possible mixed mater-
nal infections with various TcIId variants (which cannot be
excluded using our protocol), followed by either a transpla-
cental passage of only one of these variants to be transmitted
to the fetus or by a transplacental transmission of various
variants and a more rapid multiplication of one of these vari-
ants becoming dominant in fetus. Interestingly, previous his-
topathologic studies of placentas performed by our team in-
dicated that parasite multiplication occurred in the chorionic
plate and the membranal chorion (i.e., within regular cells for
T. cruzi multiplication), without invasion of trophoblastic
villi3,17 (and unpublished data), suggesting that the capacity of
placenta to select the parasite genotype during maternal–fetal
transmission is probably limited.

In conclusion, comparison of parasitic features in infected
mothers and their newborns highlights the contrasting levels
of high parasitemia observed in neonates and the low para-
sitemia detected in their mothers. Mixed infections by various
sublineages were detected neither in mothers nor in neonates,
and these sublineages of T. cruzi were found to be identical in
mothers and their neonates. However, further studies will be
necessary to clarify the mechanism leading to the detection of
different minor T. cruzi variants in mothers and their neo-
nates using probes hybridizing with hypervariable domains of
kDNA minicircles.

Received February 21, 2007. Accepted for publication April 18, 2007.

Acknowledgments: The authors thank Dolores Rangel and Nelly
Aguado (Hospital Universitario San Juan de Dios and Laboratorio
de Epidemiologia—SEDES, Tarija, Bolivia). M. Virreira is a recipi-
ent of a “Xénophilia” grant (ULB, Belgium). C. Alonso-Vega is fel-

BLOOD LEVELS OF T. CRUZI DNA IN CONGENITAL INFECTION 105



low of the “Association pour la Promotion de l’Éducation et la For-
mation à l’Étranger” (APEFE, “Communauté Française de Bel-
gique”).

Financial support: This study was supported by the Conseil Interuni-
versitaire de la Communauté Française de Belgique (CIUF) and the
Fonds National de la Recherche Scientifique Médicale (Belgium,
conventions 3.4.595.99/3.4.615.05).

Authors’ addresses: Myrna Virreira and Michal Svoboda, Labora-
toire de Chimie Biologique, Faculté de Médecine, Université Libre
de Bruxelles (U.L.B.), Brussels, Belgium, Telephone: +32 2 555 62 25,
Fax: +32 2 555 62 30, E-mail: msvobod@ulb.ac.be. Carine Truyens
and Yves Carlier, Laboratoire de Parasitologie, Faculté de Médecine,
Université Libre de Bruxelles (U.L.B.), Brussels, Belgium. Cristina
Alonso-Vega and Faustino Torrico, Facultad de Medicina, Univer-
sidad Mayor de San Simon (U.M.S.S.), Cochabamba, Bolivia. Lau-
rent Brutus, Institut de Recherche pour le Développement (IRD,
France), Mother and Child Health Research Unit (UR010), La Paz,
Bolivia. Juan Jijena, Unidad de Neonatologia, Hospital Universitario
“San Juan de Dios,” Tarija, Bolivia.

Reprint requests: Michal Svoboda, Laboratoire de Chimie Bi-
ologique, Faculté de Médecine, U.L.B., 808 Route de Lennik CP 611,
B-1070 Bruxelles, Belgium. E-mail: msvobod@ulb.ac.be.

REFERENCES

1. Carlier Y, Pinto Dias JC, Ostermayer Luquetti AO, Hontebeyrie
M, Torrico F, Truyens C, 2002. Trypanosomiase américaine ou
maladie de Chagas. Encyclopédie Médico-Chirurgicale, Mala-
dies Infectieuses. Paris: Editions Scientifiques et Médicales
Elsevier SAS, 8-505-A-20, 21 p.

2. Schenone H, Gaggero M, Sapunar J, Contreras MC, Rojas A,
2001. Congenital Chagas disease of second generation in San-
tiago, Chile. Report of two cases. Rev Inst Med Trop Sao Paulo
43: 231–232.

3. Carlier Y, Torrico F, 2003. Congenital infection with Trypano-
soma cruzi: from mechanisms of transmission to strategies for
diagnosis and control. Rev Soc Bras Med Trop 36: 767–771.

4. Torrico F, Alonso-Vega C, Suarez E, Rodriguez P, Torrico MC,
Dramaix M, Truyens C, Carlier Y, 2004. Maternal Trypano-
soma cruzi infection, pregnancy outcome, morbidity, and mor-
tality of congenitally infected and non-infected newborns in
Bolivia. Am J Trop Med Hyg 70: 201–209.

5. Hermann E, Truyens C, Alonso-Vega C, Rodriguez P, Berthe A,
Torrico F, Carlier Y, 2004. Congenital transmission of Trypa-
nosoma cruzi is associated with maternal enhanced para-
sitemia and decreased production of interferon-gamma in re-
sponse to parasite antigens. J Infect Dis 189: 1274–1281.

6. Virreira M, Alonso-Vega C, Solano M, Jijena J, Brutus L, Bus-
tamante Z, Truyens C, Schneider D, Torrico F, Carlier Y,

Svoboda M, 2006. Congenital Chagas disease in Bolivia is not
associated with DNA polymorphism of Trypanosoma cruzi.
Am J Trop Med Hyg 75: 871–879.

7. Torrico MC, Solano M, Guzman JM, Parrado R, Suarez E,
Alonso-Vega C, Truyens C, Carlier Y, Torrico F, 2005. Esti-
mación de la parasitemia en la infección humana por T. cruzi
las altas parasitemias están asociadas con la severa y fatal en-
fermedad de Chagas congénita. Rev Soc Bras Med Trop 38:
58–61.

8. Virreira M, Torrico F, Truyens C, Alonso-Vega C, Solano M,
Carlier Y, Svoboda M, 2003. Comparison of polymerase chain
reaction methods for reliable and easy detection of congenital
Trypanosoma cruzi infection. Am J Trop Med Hyg 68: 574–
582.

9. Cummings KL, Tarleton RL, 2003. Rapid quantitation of Trypa-
nosoma cruzi in host tissue by real-time PCR. Mol Biochem
Parasitol 129: 53–59.

10. Virreira M, Martinez S, Alonso-Vega C, Torrico F, Solano M,
Torrico MC, Parrado R, Truyens C, Carlier Y, Svoboda M,
2006. Amniotic fluid is not useful for diagnosis of congenital
Trypanosoma cruzi infection. Am J Trop Med Hyg 75: 1082–
1084.

11. Vekemans J, Truyens C, Torrico F, Solano M, Torrico MC, Ro-
driguez P, Alonso-Vega C, Carlier Y, 2000. Maternal Trypa-
nosoma cruzi infection upregulates capacity of uninfected neo-
nate cells to produce pro- and anti-inflammatory cytokines.
Infect Immun 68: 5430–5434.

12. Schijman AG, Altcheh J, Burgos JM, Biancardi M, Bisio M,
Levin MJ, Freilij H, 2003. Aetiological treatment of congenital
Chagas’ disease diagnosed and monitored by the polymerase
chain reaction. J Antimicrob Chemother 52: 441–449.

13. Hermann E, Truyens C, Alonso-Vega C, Even J, Rodriguez P,
Berthe A, Gonzalez-Merino E, Torrico F, Carlier Y, 2002.
Human fetuses are able to mount an adultlike CD8 T-cell
response. Blood 100: 2153–2158.

14. Breniere SF, Bosseno MF, Noireau F, Yacsik N, Liegeard P,
Aznar C, Hontebeyrie M, 2002. Integrate study of a Bolivian
population infected by Trypanosoma cruzi, the agent of Cha-
gas disease. Mem Inst Oswaldo Cruz 97: 289–295.

15. Alves AM, De Almeida DF, von Kruger WM, 1994. Changes in
Trypanosoma cruzi kinetoplast DNA minicircles induced by
environmental conditions and subcloning. J Eukaryot Micro-
biol 41: 415–419.

16. Vago AR, Macedo AM, Oliveira RP, Andrade LO, Chiari E,
Galvao LM, Reis D, Pereira ME, Simpson AJ, Tostes S, Pena
SD, 1996. Kinetoplast DNA signatures of Trypanosoma cruzi
strains obtained directly from infected tissues. Am J Pathol
149: 2153–2159.

17. Fernandez-Aguilar S, Lambot MA, Torrico F, Alonso-Vega C,
Cordoba M, Suarez E, Noel JC, Carlier Y, 2005. Las lesiones
placentarias en la infeccion humana por Trypanosoma cruzi.
Rev Soc Bras Med Trop 38 (Suppl 2): 84–86.

VIRREIRA AND OTHERS106




