Scientific Reports. Data from Weber et al., 2016

Extensive transcriptome analysis correlates the plasticity of Entamoeba histolytica
pathogenesis to rapid phenotype changes depending on the environment.
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Figure S1. Principal component analysis. The graphs show the first factorial plan (axes 1
and 2) of the Principal Component Analysis (PCA) on the VST-transformed counts
matrix. The four different biological conditions can easily be separated.



Scientific Reports. Data from Weber et al., 2016

9.0

75

6.0

45

3.0

15

0.0

RNA binding(GO:0005488]
pyrophosphatase activity(GO:0016787)
guanyl-nucletide exchange factor acuw:jy(Go :0003824)
smal GTPase regulator activity(GO:0
TPase activity, coupled to transmembrane movement of substances(G0O:0003824)
oxidoreductase acuv\(()y%so :0003824)
ligase activity(GO:000382:
sequence-specific DNA binding transeription faclor actvity(G0:0005488)
structural consiituent of cytoskeleton(G 5198)
mall GTPase regulator activity(GO:0005515)
blndm g(G0:0005488;
Kinase Acivity(GO 00038 24)
nucleic acid binding(G0:0005488)
actin binding(GO:0
slruclural consmuenl of cyloskelelon(GO 000551 %
003824)

W

nucleoudynransrerase activity(GO:0016740)
aminoacyl-tRNA ligase activity(GO:0003824),
Structural constituent of 11bOSOMe(GO:0003676)
endoribonuclease acnvllg GO uno 24)
isomerase activity(GO:0
PROSRR T ANCSPhelase ot It(60:0003624)
ubiquitin-protein ligase activity(GO:

teine-ty nn03824)

transaminase activity(GO:000;
cation transmembrane tran: guner acllvlly(GO 0016787)
pyrophosphatase aciiity(GO0

pucierc acid binding (6006036 16}
00

04335)
0:000382)
age Dinding(GO:0005488)
transporter activity(GO:0016874)

)
small GTPase regulator acivity(G0:0005488)
pyrophosphatase activity(GO:0003824;
pyrophosphatase activity(GO:0003677'

rotein kinase activty(GO.0005515)

rotein binding(G:

rotein binding(GO4 0003676

di 0382 A))

0:00(
P hosphopratein husghalase activity(GO:0030234)
ucleic acid binding(GO:0004386)
inase inhibitor acllv\Bl(GO o003824)
hydrolase activil ol bzing O-glycosyl compounds(GO:0003824)
DNA binding(Gf
glucosidase actlvlg%GO 0 03824)
protein binding(GO:0016874)

cation ransmembrane transporter aclivity(G0:0005215)
endodeoxyibonuciease actvity(
translation elongation factor activity(GO:0003924)
structural constiuent of yloskelelon(G0:0003524)
single-stranded DNA binding(GO:00
serine-type peptidase activity(GO: 00385 A)
racemase and epimerase acuvm/gsGO 0016836)
By phosphatase actviy(GO:000 08

oly(A ng(G!
phosphoprotein phosphatase activiy(GO:0005509)
pl

200168 9)
nucleic acid binding(GO:0016853,
nucleic acid binding(GO:0016740!

3824)

5582
32
5o
28
g5¢
ol
g2
)’qs

nucleic acid binding(GO:0003682;
methyltransferase acuvll%/ GO:00(

Iyase acivity(GO-0003

liod transporter activity(G:0005215)
hydro-lyase activity(G
exoteoxyTbonuCISase i (eo 0003677)
double-stranded DNA blndmg(GO 0003676}
catalytic activity(GO:00038:

— calmodulin binding(GO:0005488

a

DNA primase activity(
DNA helicase acllvllé GO:000:

DNA ligase activity(GO-000:

structural constituent of ribosome(G0:0005198)
exoribonuclease activity(GO:0003824;
transcription cofactor actw%so.ooo 676)
nucleic acid binding g GO:

hydrolase activity(
aminoacy-tRNA (ase acllv\(g GO:0003676)
glyc

chromatin blndlng?GO :00054

uansmembrane lranspunev acuvlly GOy 0015144
transmembrane ti ransgoner activity(GO:0005215,
single-stranded DNA binding(GO:000367 g
racemase and e glmerase activity(GO:0003824)
protein blndlng( 0234)

nucleotide kinase activity(Gt 0016740)

enzyme aciivator acivity(G0:0003824)
double-stranded DNA binding(GO: 530 488)
carbohydrate kinase aElIVIly(?SO 0003824)

(SGO :0005215)
transferase activity, |ran5fem (g acyl gmups(GO 003824)
single-stranded DNA bi 3
sequence-specific DNA bln in transcrlpﬂon factor activity(GO:0003682)
pyrophosphatase activity(GO:000438!
nucleoudyltransrerase acivity(GO:0005824)

RNA helicase acllvlly(00.0004386)
endoribonuclease acti |%(GO’[100367E)
carboxy-lyase acuw?/( 6)
translation initiation factor activity(GO: 00451822)
transmembrane transporter activity(GO:
transmembrane lranspcrler acuvny (GO:0016787

tor activity(G

ol conalaant of cgloskelelon(GO :0016462)

0:0003824)

I_L|

O

pyrophosphatase activity(Gi
pyrophosphatase activity(GO:0003924;
protein binding(GO:001

peptidase activity(GO:0003824)

metallopeptidase activity(GO:0003824)
inase activator activity(G-0:0003824)

ydrogen
enzyme regu\ator activity(GO:0003824)
enzyme activator activity(GO:0016787)
catalytc actvity(GO.00

acetyltransferase aciivty(GO:0003824)

RNA methyltransferase acuvlty GO:0003824)
RNA helicase activity(GO!
RNA methyltransferase aclwlty(GO 0003676)

GTPase activity(GO:00038:

p bty

BT aress (D ssessze

non-membrane spanning protein tyrosine kinase activity(GO:0003824)

VIR Colon UP ATT UP VIR UP

Figure S2. Molecular functions of genes uniquely upregulated in one given condition
(VIR, VIR Colon, ATT) were obtained from PantherDB (www.pantherdb.org). The
number of occurrences of each term was then counted in every conditions and plotted in
a heatmap.
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Supplemental Tables (14 in total)
1. Total transcripts displaying altered abundance in Vir (Table S1) VirColon (Table S2)
and ATT (Table S3) conditions.

2. UP and down transcripts (cut off =3 or 0.3) from Vir (Table S4 and S5) VirColon

(Table S6 and S7) and ATT (Table S8 and S9) conditions.

Table S10. Up regulated genes in common in microarrays and RNASEq approaches.
Table S11. Proteins from RNA metabolism class encoded by UP regulated genes in Vir
condition

Table S12. Cytoskeletal proteins from UP regulated genes in Vir and Vir colon
conditions

Table S13. Helicases and amylases class-UP regulated in VirCOLON condition

Table S14. Protein Degradation UP regulated in ATT conditions



