
(a)

(b) Down-regulation in Ring and Trophozoite Up-regulation in Schizont
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PENTOSE PHOSPHATE PATHWAY (KEGG)
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REDOX METABOLISM  (MPM)
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PRE-REPLICATIVE COMPLEX FORMATION 
FOR REPLICATION (MPM)
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CYTOPLASMIC TRANSLATION 
MACHINERY (BO)
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TRANSCRIPTION (GO)
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CHAPERONE-ASSISTED 
PROTEIN FOLDING (MPM)
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FATTY ACID METABOLISM (KEGG)
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No change in all 3 stages
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INITIATION OF TRANSLATION (MPM)
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DNA REPLICATION (KEGG) (p-value = 0.000)

PROTEASOME-MEDIATED PROTEOLYSIS
OF UBIQUINATED PROTEINS (MPM) (p-value = 0.000)

GLYCOLYSIS (MPM) (p-value = 0.000)

PRE-REPLICATIVE COMPLEX FORMATION
AND TRANSITION TO REPLICATION (MPM) (p-value = 0.000)

PROTEASOME (KEGG) (p-value = 0.000)

RIBOSOME (KEGG) (p-value = 0.000)

PENTOSE PHOSPHATE PATHWAY (KEGG) (p-value = 0.000)

REDOX METABOLISM (MPM) (p-value 0.000)

PROTEIN BIOSYNTHESIS (MPM) (p-value = 0.000)

PYRIMIDINE METABOLISM (MPM) (p-value = 0.016)
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