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Table S1. Molecular masses of urine reactive Leishmania peptides obtained from

Imagelab.
Band No. | Mol. Wt. (kDa) | Relative Volume Band %. | Lane %
Front (Ry) (Int)
- 0.253 4,432,848 2.4
- 0.292 3,883,404 0.8
- 0.386 9,989.280  27.9
- 0.467 1,141,140 3.
- 0.605 2143680 6.0
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Figure S2. MALDI-TOF spectra of the tryptic fragments obtained from peptide 55 kDa.



i Data Explorer - [SPEC - E13_MS]

Fle Edt View Display Process Pesks Tooks Applcations Window Help
@R |[Mrsnssvrwnese=2Fececrses|ans
4700 Reflector Spec #1 MC[BP = 837.5, 66915)
g B
= m
100y = 6.6E+
%0
2
]
3
- g
7
“l |8
2
Y
“8 ]
E E:
£
3
20
3
&
§ o
1014 ©Jdo 2 8
g £ san 8 wos 2 a
gde 28 =82 Hy o &
W R R | BB BRE ER 3 B
7550 s 21214 10130
Mass (m/z)
‘I spec-er
(For Help, press F1 M
2]

Figure S3. MALDI-TOF spectra of the tryptic fragments obtained from peptide 63 kDa.
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Figure S4. B cell epitope prediction of protein glycoprotein 63, a tubulin and elongation
factor 1a in BepiPred software (A) and Kyte & Doolittle hydropathy plot of selected
epitopes (B).



Figure S5. Original gel of figure 1

Figure S6. Original blot of figure 2A

Figure S7. Original blot of figure 2B



Figure S8. Original blot of figure 3A

Figure S9. Original blot of figure 3B

Figure S10. Original blot of figure 3C



Figure S11. Original gel of figure 4B



