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Supplementary figures:

Figure legends

Fig. S1. Sequence alignment of PMI shows the conserved amino acids between the
different organisms. The pmi sequence of Trypanosoma brucei is compared with other
protozoans Trypanosoma cruzi and Leishmania donovani, with yeasts (Saccharomyces

cerevisiae and Candida albicans) and with mammals (Homo sapiens).

Fig. S2. RT-PCR. ThPM] is transcribed in both the procyclic and bloodstream form life
cycle stages of the 7.brucei. The RT-PCR was performed using TbPMI primers, DPMS
(Dolichyl-phosphate-mannose synthetase) primers as a positive control and DPMS
primers without reverse transcriptase as a negative control.

(A) RT-PCR product of procyclic RNA, used in different amounts. (B) RT-PCR product
of bloodstream RNA, used in different amounts. (1) Procyclic negative control. (2)
Procyclic positive control. (3) Bloodstream negative control. (4) Bloodstream positive

control.

Fig. S3. The optimum pH for TbPMI activity was determinded by performing reactions
over a range of pH values from pH 5.0 to pH 10. The reactions were performed in
triplicate for each pH value. TbPMI was found to have a pH optimum between pH 7.3

and 8.5.
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Fig. S4. Gas chromatography-mass spectrometry (GC-MS). Monosaccharides released
from VSG-glycoconjugates by acid hydrolysis (4 M TFA, 100°C, 4 hours) were TMS-
derivatized and then analyzed by GC-MS. The ions 204 and 206 corresponding to '*C-
and "*C-hexoses, respectively, were extracted from the GC-MS total ion chromatogram of
acid hydrolyzed, TMS-derivatized (A) mannose and galactose standards (1 nmol each) or
VSG (10 png) isolated from wild type T.brucei bloodstream cells grown in (B) 5 mM Be-
glucose, (C) 5 mM 13C—glucose and 55 uM *C-mannose, or (D) 5 mM 13C—glucose and

1.5 mM "2C-mannose.
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