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Abstract

Background: Taenia solium taeniasis/cysticercosis is a zoonotic helminth infection mainly found in rural regions of
Africa, Asia and Latin America. In endemic areas, diagnosis of cysticercosis largely depends on serology, but these
methods have their drawbacks and require improvement. This implies better knowledge of the proteins secreted and
excreted by the parasite. In a previous study, we used a custom protein database containing protein sequences from
related helminths to identify T. solium metacestode excretion/secretion proteins. An alternative or complementary
approach would be to use expressed sequence tags combined with BLAST and protein mapping to supercontigs of
Echinococcus granulosus, a closely related cestode. In this study, we evaluate this approach and compare the results to
those obtained in the previous study.

Findings: We report 297 proteins organized in 106 protein groups based on homology. Additional classification was
done using Gene Ontology information on biological process and molecular function. Of the 106 protein groups, 58
groups were newly identified, while 48 groups confirmed previous findings. Blast2GO analysis revealed that the
majority of the proteins were involved in catalytic activities and binding.

Conclusions: In this study, we used translated expressed sequence tags combined with BLAST and mapping
strategies to both confirm and complement previous research. Our findings are comparable to recent studies on
other helminth genera like Echinococcus, Schistosoma and Clonorchis, indicating similarities between helminth
excretion/secretion proteomes.
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Findings

Introduction

Taenia solium taeniasis/cysticercosis is a zoonotic
helminth infection mainly found in poor and rural regions
of Africa, Asia and Latin America where it has a large
impact on public health [1-3]. The adult tapeworm devel-
ops in the small intestine of humans (taeniasis). Mature
proglottids full of eggs break off from the distal end of the
worm and leave the body with the stool. Both humans

*Correspondence: bvictor@itg.be

1V<—:‘terinary Helminthology Unit, Department of Biomedical Sciences, Institute
of Tropical Medicine, Antwerp, Belgium

Full list of author information is available at the end of the article

( ) BiolMed Central

and pigs can act as intermediate hosts when the infective
larval stages (oncospheres) inside the eggs are ingested
and liberated in the stomach. The oncospheres then enter
the blood flow through the intestinal mucosa. Cysticer-
cosis is caused when oncospheres lodge themselves in
the subcutaneous and muscle tissues and the central ner-
vous system, where they develop into metacestode larval
stages (cysts). In humans, epilepsy and other neurological
symptoms can be provoked by immunological reactions
against degenerating cysts that have developed in the
central nervous system (neurocysticercosis).

© 2013 Victor et al,; licensee BioMed Central Ltd. This is an Open Access article distributed under the terms of the Creative
Commons Attribution License (http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly cited.


https://core.ac.uk/display/55710041?utm_source=pdf&utm_medium=banner&utm_campaign=pdf-decoration-v1

Victor et al. BMC Research Notes 2013, 6:224
http://www.biomedcentral.com/1756-0500/6/224

Diagnosis of porcine and human (neuro) cysticercosis
largely depends on antigen and/or antibody detection, but
these serological methods also have their specific draw-
backs [4]. Improving current diagnostic assays automat-
ically implies better knowledge of the proteins secreted
and excreted by the metacestodes.

Proteomic experiments involving liquid chromatogra-
phy and tandem mass spectrometry (LC-MS/MS) typi-
cally attempt to match the generated experimental spectra
to in silico spectra from a (target) protein database. Ide-
ally, this database contains every protein likely to be in
the sample, but obtaining such an all-including protein
database proves difficult when there is little to no genomic
information available, as was the case for T. solium
until recently [5]. In our previous study, we bypassed
this limitation by using a custom database with known
proteins from related helminths (Taenia, Echinococcus,
Schistosoma and Trichinella) as a target database in the
LC-MS/MS experiments [6]. We deliberately did not
use translated expressed sequence tags (ESTs), because we
wanted to investigate to usefulness of a target database
made up of protein sequences originating mostly from
(closely) related helminths.

The usefulness of ESTs for the identification of helminth
proteins has already been described for e.g. Haemonchus
contortus [7,8] and Echinococcus granulosus [9]. In the
case of T. solium, ESTs from different parasite stages have
been made available by different research groups, both
published [10,11] and unpublished (Huang J. et al., Anal-
ysis of Taenia solium and Taenia saginata adult gene
expression profile, 2009 and Aguilar-Diaz H. et al., Tae-
nia solium larva/adult ESTs, 2007). In this study, we use
T. solium ESTs combined with the Basic Local Alignment
Search Tool (BLAST) and protein mapping to supercon-
tigs of E. granulosus (a member of the Taeniidae family)
to investigate whether we could increase the number of
T. solium metacestode excretion/secretion protein identi-
fications from the previous study.

Materials and methods

Generation of the data set

The in vitro production of the T. solium metacestode
excretion/secretion proteins from Peru and Zambia at 24h
and 48h and the generation of line spectra mzXML files
have been previously described [6].

Database design and data analysis

To construct the target database, 30,700 expressed
sequence tags were downloaded from the National Cen-
ter for Biotechnology Information (NCBI) website in
April 2012 and a six frame translation was performed
using transeq [12]. A Sus scrofa database with 1,388
Swiss-Prot sequences (http://www.uniprot.org/) and the
common Repository of Adventitious Proteins database
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(112 protein sequences; ftp://ftp.thegpm.org/fasta/cRAP/
crap.fasta) were also included to assist detection of host
proteins and accidental contaminations, respectively. A
decoy database with 185,700 reversed sequences was cre-
ated using decoyfasta. These databases were fused into
one final database. Database searching with X!Tandem
(2010.10.01.1) [13] and subsequent analyses with Pep-
tideProphet [14,15], iProphet [16] and ProteinProphet
[17] were also performed as previously described [6]. All
above mentioned tools, except transeq, are included with
the Trans-Proteomic Pipeline v4.5 RAPTURE rev 2 [18].
The identified translated ESTs were further filtered
to a false discovery rate of < 1% and ESTs with
an individual probability of zero were discarded. The
remaining ESTs were blasted against the NCBI nonre-
dundant database (E-value < 10719 and for each rec-
ognized EST, the best matching protein was retained.
The resulting proteins were then screened by map-
ping the proteins to the E. granulosus supercontigs
using TBLASTN (http://www.sanger.ac.uk/cgi-bin/blast/
submitblast/Echinococcus). Identifications with a Score >
200 were considered valid. Identifications with a lower
score were manually evaluated and proteins originat-
ing from T. solium were retained. This step also helped
to filter out host contaminations. Finally, proteins were
grouped based on homology. All proteins that could not
be grouped and were identified by only one EST were also
discarded. Finally, Blast2GO was used for Gene Ontology
(GO) annotations (biological process, molecular function
and cellular component) and the construction of level 2
pie charts [19]. In order to gain more specific information,
the largest categories were analyzed to levels 3 and 4.

Results and discussion

Identified proteins and gene ontology annotation

In this study, 297 proteins (from 1,787 translated ESTs)
were identified and organized in 106 protein groups
based on homology (Additional file 1). For simplicity,
each protein group is represented by one protein. The
groups were further organized by Gene Ontology anno-
tation information on biological process and molecu-
lar function. A total of 48 protein groups are labelled
with an asterisk, indicating that they were also identi-
fied in the previous study (Additional file 2) [6]. For
brevity, Table 1 shows only the 58 newly identified pro-
tein groups. For a number of proteins/protein groups,
no Gene Ontology information was available. Nonethe-
less, many of them, like the 8 kDa protein family [20],
have been extensively studied and used in diagnostic
assays.

Most of the identified protein groups could be cate-
gorized in miscellaneous binding activities (e.g. Actin
binding, calcium binding and metal ion binding), various
metabolic processes, gluconeogenesis (Triosephosphate
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Table 1 Protein groups (n = 58) newly identified in Taenia solium metacestode excretion/secretion proteins, organized by
Gene Ontology annotation information on biological processes and molecular functions

Gene ontology classification

Closest organism gi code Proteins® ESTs?
Protein group
1) No Gene Ontology classification
Major egg antigen Clonorchis sinensis 358336515 1 2
ES1 protein homolog Multipled - 3 5
Phosphoglyceride transfer protein Taenia asiatica 124782980 1 7
Alpha-2-macroglobulin-like protein 1 Clonorchis sinensis 358333571 1 5
Aldose 1-epimerase Clonorchis sinensis 358334888 1 2
SJCHGC02626 protein Schistosoma japonicum - 3 7
Hypothetical protein Schistosoma mansoni 256079415 1 4
TSP1 Echinococcus multilocularis 209967595 1 4
Putative major vault protein Echinococcus granulosus 62178032 1 2
2) Binding (miscellaneous)
Filamin Multiple - 3 7
Methionyl-tRNA synthetase cytoplasmic Clonorchis sinensis 358255967 1 5
SJCHGC09631 protein Schistosoma spp. - 2 2
four and a half LIM domains protein 3 Clonorchis sinensis 358341124 1 7
Alpha-actinin isoform B Taenia asiatica 124783372 1 3
Calumenin Taenia asiatica 124784033 1 2
Calcium-binding protein Schistosoma mansoni 256071353 1 2
Lysyl oxidase-like Schistosoma mansoni 256072781 1 2
Porphobilinogen synthase Multiple - 3 3
Phosphoglucomutase-1 Clonorchis sinensis 358337844 1 2
Fibrillar collagen Multiple - 9 16
3) Glycolysis/Metabolic processes (miscellaneous)
Adenylosuccinate synthetase Schistosoma mansoni 387912858 1 4
Adenylate kinase Multiple - 2 4
UDP-glucose pyrophosphorylase 2 Schistosoma spp. - 2 2
Hypothetical protein SINV_09109 Solenopsis invicta 322793762 1 2
Aspartate aminotransferase Multiple - 3 5
Lactate dehydrogenase A Taenia solium 318054471 1 6
SJCHGC05968 protein Multiple - 2 2
Methylthioadenosine phosphorylase Multiple - 2 2
Ornithine aminotransferase Multiple - 3 3
Endoglycoceramidase Multiple - 3 3
Aminoacylase Multiple - 2 2
Glucose-6-phosphate 1-dehydrogenase-like Sus scrofa 350595984 1 2
Phosphoglycerate mutase Multiple - 3 7
4) (Endo)peptidase activity
Calpain Multiple - 5 5
UDP-glucose 4-epimerase Multiple - 2 2
Dipeptidyl-peptidase Multiple - 2 3
Glutamate carboxypeptidase 2 Clonorchis sinensis 358331956 1 3
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Table 1 Protein groups (n = 58) newly identified in Taenia solium metacestode excretion/secretion proteins, organized by
Gene Ontology annotation information on biological processes and molecular functions (Continued)

5) Endopeptidase inhibitor activity

Kunitz protein 8 Multiple - 2 3
6) Cell redox homeostasis/Oxidation-reduction related
Carbonyl reductase Schistosoma spp. - 3 3
Methionine sulfoxide reductase Multiple - 2 4
procollagen-lysine, 2-oxoglutarate Multiple - 3 6
5-dioxygenase 3
7) Transport
Charged multivesicular body protein Multipled - 3 4
SJCHGC06082 protein Multiple - 2 8
Glycolipid transfer protein-like protein Taenia asiatica 124782916 1 2
Gamma-soluble NSF attachment protein Multiple - 4 10
Sodium/glucose cotransporter Multiple - 2 7
8) Motor activity/Cytoskeleton and Microtubule related
Tubulin polymerization-promoting protein Multiple - 2 2
Myophilin Multiple - 2 19
9) Miscellaneous Gene Ontology classification
Translation initiation factor 5A Multiple - 2 4
Ubiquitin-conjugating enzyme Multiple - 4 10
Protein-l-isoaspartate o-methyltransferase Schistosoma mansoni 256081696 1 2
Protein DJ-1-like Multiple - 2 4
6-phosphogluconolactonase Multiple - 2 4
SJCHGC02435 protein Schistosoma japonicum 56756018 1 5
Family T2 unassigned peptidase Schistosoma mansoni 256088374 1 4
3'(2), 5"-bisphosphate nucleotidase Multiple - 2 2
RAB GDP dissociation inhibitor alpha Multiple - 2 3
Laminin Multiple - 2 2

a) The number of proteins in each protein group.

b) The number of expressed sequence tags that were matched to proteins in this protein group.
c) 'Multiple’ indicates that different (helminth) genera have identified proteins in that protein group.

For simplicity, all protein groups are represented by one protein.

isomerase, Enolase, Phosphoenolpyruvate carboxyk-
inase and Phosphoglucose isomerase), glycolysis
(Glyceraldehyde-3-phosphate dehydrogenase, Phospho-
glycerate kinase, Phosphoglycerate mutase and Fructose-
bisphosphate aldolase) and proteins with (endo) peptidase
activity, including cysteine-type (Calpain, UDP-glucose
4-epimerase and Cathepsin), threonine-type (Protea-
some subunits) and serine-type endopeptidase activity
(Trypsin-like protein). Endopeptidase inhibitors with
both serine-type (Kunitz protein 8 and Leukocyte elas-
tase inhibitor) and cysteine-type endopeptidase inhibitor
activity (Immunogenic protein Ts11) and components of
the enzymatic antioxidant system of Taeniidae (Cu/Zn

Superoxide dismutase, Glutathione S-transferase and
Peroxiredoxin) were also identified [21].

Gene Ontology level 2 pie charts were created
for biological process (Figure 1A), molecular function
(Figure 1B) and cellular component (Figure 1C). To
avoid overly busy charts, the sequence filter was set
to 10. The two largest categories of the biological pro-
cess chart were cellular and metabolic processes. Others
included biological regulation, response to stimulus, mul-
ticellular organismal processes and cellular component
organization or biogenesis. Further investigation of the
general cellular and metabolic processes revealed primary
and cellular metabolic processes at level 3 and protein,
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Figure 1 Gene Ontology level 2 pie charts displaying the biological processes (A), the molecular functions (B) and the cellular
components (C) of the 297 proteins that were identified in the Taenia solium metacestode excretion/secretion proteins. Values within
parentheses are the number of sequences associated with each Gene Ontology term. The biological processes are mostly metabolic and cellular
processes, while the molecular functions are predominantly catalytic activity and binding. The cellular components reveal a number of intercellular
proteins. All charts were created using Blast2GO with the sequence filter set to 10.
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cellular macromolecule and cellular nitrogen compound
metabolic processes at level 4 (Additional file 3, tab 1).
Molecular function was clearly divided between binding
and catalytic activity. GO level 3 showed protein bind-
ing and hydrolase activity while level 4 entailed mostly
nucleotide binding, hydrolase activity (acting on acid
anhydrides), cation binding, peptidase activity, cytoskele-
tal and identical protein binding (Additional file 3, tab
2). The level 2 pie chart for the cellular component
indicated cell and organelle as the largest categories.
Further analyses showed mostly cell part and membrane-
bound organelle, and intracellular (part) GO terms at
levels 3 and 4, respectively (Additional file 3, tab 3).
Human Keratin and porcine Trypsin were identified
in all samples. As Keratin is a common contamina-
tion and Trypsin was deliberately added during the LC-
MS/MS experiments, both were omitted from the final
results.

The presence of intracellular/non-secreted proteins in
the ESPs is interesting and has been observed in other

ESP studies before [22,23]. Although it is highly likely
that the majority of those proteins are indeed excreted or
secreted by the parasite, the possibility that they are the
result of leakage due to cyst damage or death should not
be excluded.

In general, the findings reported in this study are com-
parable to recent studies on other helminth genera like
Echinococcus 23], Schistosoma [24] and Clonorchis [25],
indicating that excretion/secretion proteomes are not very
different between helminth genera/species.

Comparison between the two studies

When comparing the level 2 GO terms identified in both
studies (Table 2), all GO terms from the previous study
were identified here as well. Additionally, we identified
6 new GO terms with the EST analyses: rhythmic pro-
cess (GO:0048511), antioxidant activity (GO:0016209),
molecular transducer activity (GO:0060089), protein
binding transcription factor activity (GO:0000988), recep-
tor activity (G0O:0004872) and synapse (GO:0045202).
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Table 2 Gene Ontology level 2 annotations identified in this study alongside the ones identified in the previous study

Gene Ontology information Current Previous
(EST) study study [6]
Biological process

cellular process G0:0009987 185 162
metabolic process GO:0008152 182 150
biological regulation GO:0065007 91 153
response to stimulus G0:0050896 82 147
multicellular organismal process GO0:0032501 75 107
cellular component organization or biogenesis GO:0071840 74 92
developmental process G0:0032502 68 85
localization GO:0051179 60 88
signaling G0:0023052 32 55
death GO:0016265 32 65
immune system process G0:0002376 20 59
locomotion GO:0040011 20 29
growth GO:0040007 18 28
multi-organism process GO:0051704 14 65
reproduction GO0:0000003 10 36
biological adhesion G0:0022610 9 13
viral reproduction GO:0016032 8 12
cell proliferation G0:0008283 5 24
cell killing GO:0001906 2 21

rhythmic process GO:0048511 2 -

Molecular function

binding GO:0005488 176 168
catalytic activity GO:0003824 175 129
structural molecule activity GO:0005198 26 20
enzyme regulator activity GO:0030234 11 21

electron carrier activity GO:0009055 7 13
antioxidant activity GO:0016209 7 -

transporter activity GO:0005215 6 14
molecular transducer activity GO:0060089 4 -

protein binding transcription factor activity G0:0000988 3 -

nucleic acid binding transcription factor activity GO:0001071 2 17
receptor activity G0O:0004872 1 -

Cellular component

cell GO:0005623 182 168
organelle G0:0043226 120 155
macromolecular complex G0:0032991 72 79
membrane GO:0016020 53 76
membrane-enclosed lumen G0:0031974 27 63
extracellular region GO:0005576 26 71

extracellular matrix G0:0031012 10 1
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Table 2 Gene Ontology level 2 annotations identified in this study alongside the ones identified in the previous study

(Continued)
synapse GO:0045202 5 -
cell junction GO:0030054 2 12

Although a direct comparison between numbers should be avoided (due to proteins having multiple GOs and the presence of homologous proteins in the proteins
groups, especially in the previous study where it is a logical result of the target database construction), the general levels of abundance are largely comparable

between the two studies. Additionally, this study revealed 6 new GO annotations.

Although a direct comparison between numbers should
be avoided (due to proteins having multiple GOs and the
presence of homologous proteins in the proteins groups,
especially in the previous study where it is a logical result
of the target database construction), the general levels
of abundance (= proteins in each GO term) are largely
comparable between the two studies e.g. in both studies,
cellular process, metabolic process and biological stimu-
lation are the largest groups for ‘biological process’ while
binding and catalytic activity are the largest groups for
‘molecular function’ and cell and organelle are the largest
groups for ‘cellular component’ The 6 new GO terms were
identified by a very small number of proteins and may be a
result of proteins being linked to multiple GO terms. This
is supported by the fact that the proteins linked to these
GO terms are homologous to other proteins identified in
both studies, so none of these GO terms was identified by
a’‘new’ protein group.

Concluding remarks

In this study, we have used a library of translated ESTs
combined with BLAST and mapping strategies not only
to confirm previously identified 7. solium metacestode
excretion/secretion proteins, but to identify several new
proteins as well, thereby effectively increasing the overall
number of protein identifications.

The larger and more complete the EST database, the
better proteomic coverage likely obtained. No ESTs from
other Taeniidae were used in this study, since the available
T solium ESTs were already a merge of EST submis-
sions by different groups and were therefore likely to offer
decent proteome coverage. However, in cases where only
a small EST library is available with low coverage, one
could also include protein sequences and/or ESTs from
related organisms in a combined database. This may be
particularly advantageous in proteomic studies on less
studied, unsequenced, organisms. It should be noted that
research on non-sequenced organisms mostly relies on
homology to already existing proteins from other (prefer-
ably closely related) organisms. Therefore, there is no
possibility of finding unique proteins, unless (i) de novo
sequencing is performed on the good quality unmatched
experimental spectra or (ii) ESTs that were identified
by spectra but remained unmatched during BLAST are
further investigated.

Finally, it is important to realize that, although the
mapping to the E. granulosus supercontigs helped to
remove S. scrofa host proteins (e.g. Albumin, Protegrin
and Hemopexin), some may still be present. Heat shock
protein 70, for example, is identified both in S. scrofa and
E. granulosus.

In future T. solium work, it is sensible to make use of the
T. solium genome sequence that was recently published
[5]. However, since no curated protein database or con-
venient mapping solution is currently available and, for
many other helminths, no complete genome sequence is
available, the method described here is still valid.

Availability of supporting data

The data sets supporting the results of this article are
available in the PRIDE repository at http://www.ebi.ac.uk/
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Additional file 1: List of all 297 proteins identified in this study,
grouped based on homology, including the 1,787 translated ESTs
that are linked to those proteins as well as the protein that represents
each group and the TBLASTN scores of the queries to the
Echinococcus granulosus supercontigs.

Additional file 2: Protein groups (n = 106) identified in Taenia solium
metacestode excretion/secretion proteins, organized by Gene
Ontology annotation information on biological process and
molecular function. Groups marked with an asterisk have been identified
in the previous analysis as well. For simplicity, all protein groups are
represented by one protein.

Additional file 3: Gene Ontology information on biological process
(tab 1), molecular function (tab 2) and cellular component (tab 3)
including graph levels, GO terms, number of sequences (#Seq), node
scores and parents.

Abbreviations

BLAST: Basic Local Alignment Search Tool; ESPs: Excretion/Secretion Proteins;
ESTs: Expressed Sequence Tags; GO: Gene Ontology; LC-MS/MS: Liquid
Chromatography and tandem Mass Spectrometry; NCBI: National Center for
Biotechnology Information.

Competing interests
The authors declare that they have no competing interests.

Authors’ contributions

BV carried out the LC-MS/MS experiments and the data analyses and drafted
the manuscript. AMD and MP supervised the LC-MS/MS experiments and
initial bioinformatic efforts. SG, PD, KP, KK designed the study. JL participated
in the analysis of the ESTs. All authors have participated in the manuscript
preparation. All authors read and approved the final manuscript.


http://www.ebi.ac.uk/pride
http://www.ebi.ac.uk/pride
http://www.biomedcentral.com/content/supplementary/1756-0500-6-224-S1.pdf
http://www.biomedcentral.com/content/supplementary/1756-0500-6-224-S2.pdf
http://www.biomedcentral.com/content/supplementary/1756-0500-6-224-S3.xls

Victor et al. BMC Research Notes 2013, 6:224
http://www.biomedcentral.com/1756-0500/6/224

Acknowledgements

The authors thank the University of Zambia, School of Veterinary Medicine
(Zambia) and the Universidad National Mayor de San Marcos (Lima, Peru) for
assistance and use of facilities, and Hans Dalebout (LUMC, Leiden, The
Netherlands) for technical support.

The research leading to these results has received funding from The Research
Foundation - Flanders (FWO) (project number: G.0192.10N) and the European
Union’s Seventh Framework Program (FP7/2007-2013) under grant agreement
no. 221948 (ICONZ). The contents of this publication are the sole responsibility
of the authors and do not necessarily reflect the views of the European
Commission.

Author details

1Veterinary Helminthology Unit, Department of Biomedical Sciences, Institute
of Tropical Medicine, Antwerp, Belgium. 2Medical Helminthology Unit,
Department of Biomedical Sciences, Institute of Tropical Medicine, Antwerp,
Belgium. 3Swedish Institute for Communicable Disease Control, Solna, Sweden.
“4Department of Microbiology, Tumor and Cell Biology, Karolinska Institutet,
Stockholm, Sweden. *Biomolecular Mass Spectrometry Unit, Department of
Parasitology, Leiden University Medical Center, Leiden, The Netherlands.

Received: 25 February 2013 Accepted: 3 June 2013
Published: 6 June 2013

References

1. Garcia HH, Gilman RH, Gonzalez AE, Verastegui M, Rodriguez S, Gavidia
CM, Tsang VC, Falcon N, Lescano AG, Moulton LH, Bernal T, Tovar M,
Cysticercosis Working Group in Per(: Hyperendemic human and
porcine Taenia solium infection in Pert. Am J Trop Med Hyg 2003,
68(3):268-275.

2. Phiri IK, Ngowi H, Afonso S, Matenga E, Boa M, Mukaratirwa S, Githigia S,
Saimo M, Sikasunge C, Maingi N, Lubega GW, Kassuku A, Michael L, Siziya
S, Krecek RC, Noormahomed E, Vilhena M, Dorny P, Willingham 3rd AL:
The emergence of Taenia solium cysticercosis in Eastern and
Southern Africa as a serious agricultural problem and public health
risk. Acta Trop 2003, 87:13-23.

3. Ito A, Wandra T, Yamasaki H, Nakao M, Sako Y, Nakaya K, Margono SS,
Suroso T, Gauci CG, Lightowlers MW: Cysticercosis/taeniasis in Asia
and the Pacific. Vector Borne Zoonotic Dis 2004, 4(2):95-107.

4. Dorny P, Brandt J, Zoli A, Geerts S: Immunodiagnostic tools for human
and porcine cysticercosis. Acta Trop 2003, 87:79-86.

5. TsailJ, Zarowiecki M, Holroyd N, Garciarrubio A, Sanchez-Flores A, Brooks
KL, Tracey A, Bobes RJ, Fragoso G, Sciutto E, Aslett M, Beasley H, Bennett
HM, Cai J, Camicia F, Clark R, Cucher M, De Silva N, Day TA, Deplazes P,
Estrada K, Fernandez C, Holland PWH, Hou J, Hu S, Huckvale T, Hung SS,
Kamenetzky L, Keane JA, Kiss F, Koziol U, Lambert O, Liu K, Luo X, Luo Y,
Macchiaroli N, Nichol S, Paps J, Parkinson J, Pouchkina-Stantcheva N,
Riddiford N, Rosenzvit M, Salinas G, Wasmuth JD, Zamanian M, Zheng Y,
The Taenia solium Genome Consortium, Cai X, Soberén X, Olson PD,
Laclette JP, Brehm K, Berriman M: The genomes of four tapeworm
species reveal adaptations to parasitism. Nature 2013,
496(7443):57-63.

6. Victor B, Kanobana K, Gabriél S, Polman K, Deckers N, Dorny P, Deelder
AM, Palmblad M: Proteomic analysis of Taenia solium metacestode
excretion-secretion proteins. Proteomics 2012, 12(11):1860-1869.

7. Yatsuda AP, Krijgsveld J, Cornelissen AWCA, Heck AJR, de Vries E:
Comprehensive analysis of the secreted proteins of the parasite
Haemonchus contortus reveals extensive sequence variation and
differential immune recognition. J Bio/ Chem 2003,
278(19):16941-16951.

8. Millares P, Lacourse EJ, Perally S, Ward DA, Prescott MC, Hodgkinson JE,
Brophy PM, Rees HH: Proteomic profiling and protein identification
by MALDI-TOF mass spectrometry in unsequenced parasitic
nematodes. PLoS One 2012, 7(3):e33590.

9. Monteiro KM, de Carvalho MO, Zaha A, Ferreira HB: Proteomic analysis
of the Echinococcus granulosus metacestode during infection of its
intermediate host. Proteomics 2010, 10(10):1985-1999.

10.  Almeida CR, Stoco PH, Wagner G, Sincero TCM, Rotava G, Bayer-Santos E,
Rodrigues JB, Sperandio MM, Maia AAM, Ojopi EPB, Zaha A, Ferreira HB,
Tyler KM, Davila AMR, Grisard EC, Dias-Neto E: Transcriptome analysis of

Page 8 of 8

Taenia solium cysticerci using Open Reading Frame ESTs (ORESTES).
Parasites Vectors 2009, 2:35.

11. Lundstréom J, Salazar-Anton F, Sherwood E, Andersson B, Lindh J:
Analyses of an Expressed Sequence Tag Library from Taenia solium,
Cysticerca. PLoS Neglected Trop Dis 2010, 4(12):e919.

12. Rice P, Longden |, Bleasby A: EMBOSS: the European Molecular
Biology Open Software Suite. Trends Genet 2000, 16(6):276-277.

13. Craig R, Beavis RC: TANDEM: Matching proteins with tandem mass
spectra. Bioinformatics 2004, 20(9):1466-1467.

14. Keller A, Nesvizhskii Al, Kolker E, Aebersold R: Empirical statistical model
to estimate the accuracy of peptide identifications made by MS/MS
and database search. Anal Chem 2002, 74(20):5383-5392.

15. ChoiH, Nesvizhskii Al: Semisupervised model-based validation of
peptide identifications in mass spectrometry-based proteomics. J
Proteome Res 2008, 7:254-265.

16. Shteynberg D, Deutsch EW, Lam H, Eng JK, Sun Z, Tasman N, Mendoza L,
Moritz RL, Aebersold R, Nesvizhskii Al: iProphet: Multi-level integrative
analysis of shotgun proteomic data improves peptide and protein
identification rates and error estimates. Mo/ Cell Proteomics 2011,
10(12):M111.007690.

17. Nesvizhskii Al, Keller A, Kolker E, Aebersold R: A statistical model for
identifying proteins by tandem mass spectrometry. Anal Chem 2003,
75(17):4646-4658.

18. Keller A, Eng J, Zhang N, Li XJ, Aebersold R: A uniform proteomics
MS/MS analysis platform utilizing open XML file formats. Mo/ Syst Biol
2005, 1:1-8.

19. Conesa A, Gotz S, Garcia-Gémez JM, Terol J, Talén M, Robles M: Blast2GO:
a universal tool for annotation, visualization and analysis in
functional genomics research. Bioinformatics 2005, 21(18):3674-3676.

20. Hancock K, Khan A, Williams FB, Yushak ML, Pattabhi S, Noh J, Tsang VC:
Characterization of the 8-kilodalton antigens of Taenia solium
metacestodes and evaluation of their use in an enzyme-linked
immunosorbent assay for serodiagnosis. J Clin Microbiol 2003,
41(6):2577-2586.

21. Vaca-Paniagua F, Parra-Unda R, Landa A: Characterization of one
typical 2-Cys peroxiredoxin gene of Taenia solium and Taenia
crassiceps. Parasitol Res 2009, 105(3):781-787.

22. Mulvenna J, Sripa B, Brindley PJ, Gorman J, Jones MK, Colgrave ML, Jones
A, Nawaratna S, Laha T, Suttiprapa S, Smout MJ, Loukas A: The secreted
and surface proteomes of the adult stage of the carcinogenic human
liver fluke Opisthorchis viverrini. Proteomics 2010, 10(5):1063-1078.

23. Virginio VG, Monteiro KM, Drumond F, de Carvalho MO, Vargas DM, Zaha
A, Ferreira HB: Excretory/secretory products from in vitro-cultured
Echinococcus granulosus protoscoleces. Mol Biochem Parasitol 2012,
183:15-22.

24. LiuF, CuiSJ, Hu W, Feng Z, Wang ZQ, Han ZG: Excretory/secretory
proteome of the adult developmental stage of human blood fluke,
Schistosoma japonicum. Mol Cell Proteomics 2009, 8(6):1236-1251.

25. Zheng M, Hu K, Liu W, Hu X, Hu F, Huang L, Wang P, Hu Y, Huang Y, Li W,
Liang C, Yin X, He Q, Yu X: Proteomic analysis of excretory secretory
products from Clonorchis sinensis adult worms: molecular
characterization and serological reactivity of a excretory-secretory
antigen-fructose-1,6-bisphosphatase. Parasitol Res 2011,
109(3):737-744.

doi:10.1186/1756-0500-6-224

Cite this article as: Victor et al.: Use of expressed sequencetagsasan alter-
native approach for the identification of Taenia solium metacestode excre-
tion/secretion proteins. BMC Research Notes 2013 6:224.




	Abstract
	Background
	Findings
	Conclusions
	Keywords

	Findings
	Introduction
	Materials and methods
	Generation of the data set
	Database design and data analysis


	Results and discussion
	Identified proteins and gene ontology annotation
	Comparison between the two studies

	Concluding remarks

	Availability of supporting data
	Additional files
	Additional file 1
	Additional file 2
	Additional file 3

	Abbreviations
	Competing interests
	Authors' contributions
	Acknowledgements
	Author details
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV <>
    /HUN <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.440 793.440]
>> setpagedevice


