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Figure S1. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 869.7 taken from spot 1. Interpretation of the b and y ion series
revealed the peptide sequence SKDDVATCEILQK, matching a peptide from a ferritin-like protein
expressed by Fasciola hepatica

Figure S2. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 583.2 taken from spot 1. Interpretation of the b and y ion series
revealed the peptide sequence MLQTATELEK, matching a peptide from a ferritin-like protein expressed
by Fasciola hepatica



Figure S3. MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0, Micromass, UK) of a
precursor ion m/z 687.07 with a 4+ charge taken from spot 4. Interpretation of the b and y ion series
revealed the peptide sequence GQAVEESLRLFDLHEFRQEGGAEK, underlined text denotes deviation
from expected protein cleavage specificity. A mass error of 0.3 Da was observed. BLAST analysis
against an in-house translated database of F. hepatica transcript revealed matches (e 0.42) to clones
showing significant homology to a thioredoxin peroxidase expressed by F. gigantica (GenBank
accession number ABY85785, BLAST score 1e-112).

Figure S4. MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0, Micromass, UK) of a
precursor ion m/z 1021.5 with a 2+ charge taken from spot 4. Interpretation of the b and y ion series
revealed the peptide sequence WLPEANPDVLNKYLEK, underlined text denotes deviation from expected
protein cleavage specificity. A mass error of 0.02 Da was observed. BLASTp analysis revealed significant
match to a peptide from a ubiquitin carboxyl-terminal hydrolase expressed by Culex quinquefasciatus
(GenBank accession number XP_001866570 , BLAST score 3e-08).



Figure S6. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 528.3 taken from spot 6. Interpretation of the b and y ion series
revealed the peptide sequence MLQTATELEK, matching a peptide from a ferritin-like protein expressed
by Fasciola hepatica

Figure S5. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 926.9 taken from spot 6. Interpretation of the b and y ion series
revealed the sequence tag NYDCMTMTPLVK, matching a peptide from a ferritin-like protein expressed
by Fasciola hepatica



Figure S8. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 
5.0, Micromass, UK) of a precursor ion m/z 928.5 taken from spot 10. Interpretation of the b and y ion 
series revealed the sequence tag YGEKFEDENFLHK, matching a peptide from a protein similar to Mal 
s 6 allergen expressed by Ciona intestinalis Underlined text denotes deviation from expected protein 
cleavage specificity.

Figure S7. Representative MSMS sequence analysis using peptide sequencing software (MassLynx
v. 5.0, Micromass, UK) of a precursor ion m/z 909.5 taken from spot 10. Interpretation of the b and y 
ion series revealed the sequence tag VLPMLTTVACPWLDG, matching a peptide from a protein 
similar to Mal s 6 allergen expressed by Ciona intestinalis



Figure S9. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 1058.5 taken from spots 12/13. Interpretation of the b and y ion
series revealed the sequence tag MEKLLPNYRPELMEK. Underlined text denotes deviation from
expected protein cleavage specificity. Residue in italics was annotated by the software as a lysine,
whereas EST clones express glutamine at this position. Mass difference between K and Q is ~0.04 Da,
thus Q was accepted as the true moiety. Significant matches to an unannotated protein of Paragonimus
westermani were noted

Figure S10. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 911.7 taken from spots 12/13. Interpretation of the b and y ion
series revealed the sequence tag IPFGGLGNTKLDYLKDAYEPGDDHK Underlined text denotes deviation
from expected protein cleavage specificity. Residue in italics was annotated by the software as a lysine,
whereas EST clones express glutamine at this position. Mass difference between K and Q is ~0.04 Da,
thus Q was accepted as the true moiety. Significant matches to an unannotated protein of Paragonimus
westermani were noted



Figure S11. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 981.5 taken from spot 24. Interpretation of the b and y ion series
revealed the peptide sequence LADALGPTGEWDIYLTAR, matching a peptide from a carbonyl reductase
expressed by Schistosoma mansoni.

Figure S12. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0,
Micromass, UK) of a precursor ion m/z 1018.5 taken from spot 24. Interpretation of the b and y ion series
revealed the peptide sequence TQYPDGINIAIGGGKGIAYK matching a peptide from a carbonyl reductase
expressed by Schistosoma mansoni. Underlined text denotes deviation from anticipated peptide cleavage 
specificity.



Figure S13. Representative MSMS sequence analysis using peptide sequencing software (MassLynx
v. 5.0, Micromass, UK) of a precursor ion m/z 830.4 taken from spot 27. Interpretation of the b and y 
ion series revealed the peptide sequence NINEPTAAAIAYVADK, matching a peptide from a HSP 70 
expressed by Fasciola gigantica

Figure S14. Representative MSMS sequence analysis using peptide sequencing software (MassLynx v. 
5.0, Micromass, UK) of a precursor ion m/z 744.3 taken from spot 27. Interpretation of the b and y ion 
series revealed the peptide sequence TPSYVAFTDTER matching a peptide from a HSP 70 a HSP 70 
expressed by Fasciola gigantica



Figure S15. MSMS sequence analysis using peptide sequencing software (MassLynx v. 5.0, 
Micromass, UK) of a precursor ion m/z 754.9 with a 2+ charge taken from spot 31. Interpretation of the
b and y ion series revealed the peptide sequence WLPLEANNPDVLNK. A mass error of 0.02 Da was 
observed. BLAST analysis revealed significant homology to ubiquitin carboxyl-terminal hydrolase
expressed by Culex quinquefasciatus (GenBank accession number XP_001866570 , BLAST score 4e-
04).
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Table S2. Statistical analysis of protein spots
following matching of average gels from days
0 and 1 using Progenesis PG v. 2006 image
analysis software (Non-Linear Dynamics, UK).
Spots showing a  2 fold change in protein
expression were Normalised spot volumes
from all replicate gels are shown, spot
numbers are arbitrary and do not refer to
those mentioned in the main text. Normalised
volumes were analysed by one-way ANOVA,
resultant F and p statistics are shown.
Significant (p <0.05) differences in normalised
spot volumes are shown in red.



Table S3. Statistical analysis of protein spots Spot
following matching of average gels from days
1 and 2 using Progenesis PG v. 2006 image
analysis software (Non-Linear Dynamics, UK).
Spots showing a  2 fold change in protein
expression were Normalised spot volumes
from all replicate gels are shown, spot
numbers are arbitrary and do not refer to
those mentioned in the main text. Normalised
volumes were analysed by one-way ANOVA,
resultant F and p statistics are shown.
Significant (p <0.05) differences in normalised
spot volumes are shown in red.



Table S4. Statistical analysis of protein spots following matching of average gels from days 2 and 3 using 
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in 
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary and 
do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, resultant 
F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in red.



Table S5. Statistical analysis of protein spots following matching of average gels from days 3 and 4 using
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary and
do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, resultant
F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in red.



Table S6. Statistical analysis of protein spots following matching of average gels from days 4 and 5 using 
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in 
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary 
and do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, 
resultant F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in 
red.



Table S6 continued. Statistical analysis of protein spots following matching of average gels from days 4 and 5 
using Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold 
change in protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are 
arbitrary and do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way 
ANOVA, resultant F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are 
shown in red.



Table S6 continued. Statistical analysis of protein spots following matching of average gels from days 4 and
5 using Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2
fold change in protein expression were Normalised spot volumes from all replicate gels are shown, spot
numbers are arbitrary and do not refer to those mentioned in the main text. Normalised volumes were
analysed by one-way ANOVA, resultant F and p statistics are shown. Significant (p <0.05) differences in
normalised spot volumes are shown in red.



Table S7. Statistical analysis of protein spots following matching of average gels from days 5 and 6 using 
Progenesis PG v. 2006 imageanalysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in 
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary 
and do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, 
resultant F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in 
red.



Table S7 continued. Statistical analysis of protein spots following matching of average gels from days 5 and 
6 using Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 
fold change in protein expression were Normalised spot volumes from all replicate gels are shown, spot 
numbers are arbitrary and do not refer to those mentioned in the main text. Normalised volumes were
analysed by one-way ANOVA, resultant F and p statistics are shown. Significant (p <0.05) differences in 
normalised spot volumes are shown in red.



Table S7 continued. Statistical analysis of protein spots following matching of average gels from days 5 and 6 using 
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in 
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary and 
do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, resultant F 
and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in red.



Table S8. Statistical analysis of protein spots following matching of average gels from days 6 and 7 using 
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold 
change in protein expression were Normalised spot volumes from all replicate gels are shown, spot 
numbers are arbitrary and do not refer to those mentioned in the main text. Normalised volumes were 
analysed by one-way ANOVA, resultant F and p statistics are shown. Significant (p <0.05) differences in 
normalised spot volumes are shown in red.



Table S9. Statistical analysis of protein spots following matching of average gels from days 7 and 8 using Progenesis
PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in protein expression 
were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary and do not refer to those 
mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, resultant F and p statistics are 
shown. Significant (p <0.05) differences in normalised spot volumes are shown in red.



Table S10. Statistical analysis of protein spots following matching of average gels from days 8 and 9 using 
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold 
change in protein expression were Normalised spot volumes from all replicate gels are shown, spot 
numbers are arbitrary and do not refer to those mentioned in the main text. Normalised volumes were 
analysed by one-way ANOVA, resultant F and p statistics are shown. Significant (p <0.05) differences in 
normalised spot volumes are shown in red.



Table S10 continued. Statistical analysis of protein spots following matching of average gels from days 8 and 9 using
Progenesis PG v. 2006 image analysis software (Non-Linear Dynamics, UK). Spots showing a  2 fold change in
protein expression were Normalised spot volumes from all replicate gels are shown, spot numbers are arbitrary and
do not refer to those mentioned in the main text. Normalised volumes were analysed by one-way ANOVA, resultant
F and p statistics are shown. Significant (p <0.05) differences in normalised spot volumes are shown in red.


