
Additional file 4: Differences of expression in pathways due to cepharanthine. 

	
  

These three histograms compare the expression of pathways by pairs of experimental conditions. Horizontal bars lengths correspond to the number of genes up-regulated (red) 
and down-regulated (green) from each metabolic pathway. FC = foldchange, UT = untreated, T = treated. 

0	
   50	
   100	
  

cytoadherences
rose0ng	
  
MCprot	
  

DomSurfacePro
apicoplastgenes	
  

importMito	
  
facidsynthesisp
proteinsLocaliz
glycolysispath	
  

Maurer	
  
phcholine	
  
gluth_prot	
  

transporters	
  
nitrogenmetpat

phserine	
  
isoprenoidmetp
LysineMetabolis
Merozoiteprote

prenylaAon	
  
DNAAP2	
  

complex_ubiqui
hemoglobinpol

SCF	
  
alanAspartate	
  
redoxmetpath	
  

chaperone	
  
uAlPhospho	
  
riboflavin	
  

PPM	
  

Pathways	
  classifica-on	
  of	
  up-­‐	
  and	
  
down	
  regulated	
  genes	
  between	
  

T16	
  and	
  UT16	
  

FC	
  UT16/
T16	
  Up	
  

FC	
  UT16/
T16	
  Down	
  

0	
   50	
   100	
  

cytoadher
rose0ng	
  
MCprot	
  

DomSurfac
apicoplast
importMit
facidsynth
proteinsLo
glycolysisp

Maurer	
  
phcholine	
  
gluth_prot	
  
transporte
nitrogenm
phserine	
  

isoprenoid
LysineMet
Merozoite
prenylaAo
DNAAP2	
  

hemoglobi
SCF	
  

alanAspart
redoxmetp
chaperone	
  
uAlPhosph
riboflavin	
  

PPM	
  

Pathways	
  classifica-on	
  of	
  up-­‐	
  and	
  
down	
  regulated	
  genes	
  between	
  

UT16	
  and	
  UT8	
  

FC	
  	
  UT8/
UT16	
  Up	
  

FC	
  	
  UT8/
UT16	
  Down	
  

0	
   50	
   100	
  

cytoadherences

rose0ng	
  

MCprot	
  

DomSurfacePro

apicoplastgenes	
  

facidsynthesisp

proteinsLocalizp

glycolysispath	
  

Maurer	
  

phcholine	
  

gluth_prot	
  

transporters	
  

phserine	
  

isoprenoidmetp

Merozoiteprote

prenylaAon	
  

DNAAP2	
  

hemoglobinpol

redoxmetpath	
  

uAlPhospho	
  

PPM	
  

Pathways	
  classifica-on	
  of	
  up-­‐	
  
and	
  downregulated	
  genes	
  
between	
  T16	
  and	
  UT8	
  

FC	
  UT8/
T16	
  Up	
  

FC	
  UT8/
T16	
  Down	
  




