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Amoeba infecting NCLDVs

Fig. S1 Deeploc prediction results of other amoeba infecting NCLDVs.
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Fig. S2 Promoter motif detected by MEME with motif width ranging from (A) 8-10, (B)

6-15, and (C) 8-25 bp. Motif sequences are ordered according to their e-value.



A vesicle-mediated transport

size

® 50
@ 0
@ =
. 300

p.adjust

ishment of localization

0.001
0.002
0.003

0.004

p.adjust

0.001

0.002

nthetic process organonltrogen compound catabolic process 0.003

size

@® «

cptide metabolic process response to

DNA metabollt®process

e /,‘g:{. S r‘{ damage stimulus

double-strand break repair LNA recofmbination

cellular amide metdbolic process

protein ADP-riiosylation

Fig. S3 Enriched map of enriched GO terms. A. GO terms in cluster 1; B. GO terms in cluster 2



ACA1_064360 Mre11 Scess

| - e 2 DNA synthesis
ACA1_063900 Rad50 Filament formation

| 1 MRN complex
ACA1_289970 Nbs1 Rad51 paralog

Recognition

| ACA1_061390 ATM 9 Strand invasion

ACA1_018990 TOPBP1

ACA1_167100 CtIP

ACA1_011160 RPA

ACA1_063630 RPA

ACA1_201650 Rad51

AC 1_188580 Rad52

ACA1_051660 Rad54

| ACA1_184930 Rads4

ACA1_289040 pol delta

ACA1_289820 pol delta

ACA1_374060 Rad51B

ACA1_166930 Rad51C

ACA1_198280 Rad51D

| ACA1_368210 XRCC3

process Oh 1h 2h 4h 8h
Post infection time

24h 48h

Fig. S4 Expression profile of genes related to homologous recombination repair (KEGG pathway
accession number: acan03440). The color scale indicates z-score scaled RPKM values. The
process bar on the left indicates the process associated with each gene. Gene names and locus

tags are on the right side.
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Fig. S5 Expression profile of 2 identified clusters at the end of the experiment.



ACA1_321400 encystationmediating serine proteinase

ACA1_244100 papain family cysteine protease subfamily protein

ACA1_173980 OTU family cysteine protease

ACA1_192370 OTUIlike cysteine protease domain containing protein
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Fig. S6 Expression profile of genes related to encystment (gene name containing cysteine
protease, CSP, encystation, or cellulose synthase). The color scale indicates z-score scaled RPKM
values. The process bar on the left indicates the process associated with each gene. Gene names

and locus tags are on the right side.



