Table S3. Effect of host factor depletion on Crytpcoccus neformans infection

Play role in regula-

Relative infection index tion of the infection Human

Symbol CG# Function® 3 hp.i. 24 h.p.i. by other pathogens® homolog
Reduced phagocytosis RIF® SD RIF SD
Rabl1 CG5771 Small GTPase mediated signal transduction, regulation of transcription 0.50 0.18 0.63 0.19 Cc’, Lmd, Mf° RABIIA
Rab23 CG2108 Small GTPase mediated signal transduction, protein transport 048 024 0.77 0.01 RAB23
CG17565 CG17565 Rab-protein geranylgeranyltransferase complex 0.50 0.32 093 048 FNTB
Eip93F  CG18389 Phagocytosis, engulfment 0.43 0.18 0.70 0.11 ?
Hr38 CG1864 Hormone receptor transcription factor 0.47 0.19 0.80 0.29 Ca' NR4A2
CG7033 CG7033 Vhaperonin-containing T-complex 0.45 0.18 0.55 0.19 CCT2
CG2158 CG2158 Nuclear protein import/export 0.49 0.18 0.57 0.16 Ca NUP50
TER94  (CG2331 ER membrane fusion, microtubule cytoskeleton biogenesis 033 0.14 130 1.29 Ct& Bm" Lm, Mf VCP
lap CG2520 Receptor-mediated endocytosis 0.49 0.14 0.53 0.06 PICALM
Ost48 CG9022  Protein amino acid N-linked glycosylation 0.46 0.13 0.54 0.33 DDOST
exo84 CG6095 Vesicle-mediated transport, exocyst 0.30 0.18 0.74 0.33 EXOCS8
sec8 CG2095 Vesicle docking during exocytosis, exocyst 0.29 0.12 0.51 0.19 EXOC4
secl0 CG6159  Vesicle-mediated transport, exocytosis 0.33 0.22 0.67 0.64 EXOC5s
Vhal4 CG8210  Vacuolar proton-transporting V-type ATPase, 0.25 026 0.82 1.37 ATP6VIF
aTub84B CGI1913 Microtubule-based movement, protein polymerization, GTPase activity ~ 0.37 0.04 0.58 0.35 Lm, Mf TUBAIA
dCOP CG14813 COPI vesicles, endocytosis 0.23 0.07 0.56 0.39 Lm, Mf, Ca ARCNI1
Reduced replication/escape
CG14870 CG14870 Cilium assembly 0.66 0.46 0.37 0.20 B9D1
CG1126 CGI1126 Cilium assembly 0.64 046 0.44 0.26 BBS5
Pk61C CG1210 Plasma membrane, protein kinase activity, ATP binding 0.68 0.57 046 0.24 PDPK1
phl CG2845 Protein kinase activity, amino acid phosphorylation 0.52 0.28 043 0.21 BRAF
Orct CG6331  Apoptosis, organic cation transport 0.72 0.22 042 0.09 SLC22A13
Aats-gly CG6778 Glycyl-tRNA aminoacylation 0.68 0.38 0.41 0.09 GARS
ex070 CG7127 Synaptic vesicle docking during exocytosis 0.82 0.47 048 0.14 EXOC7
Apc CG1451 Microtubule associated complex 0.62 0.21 0.44 0.25 APC
Myo31DF CG7438 Actin binding; ATPase activity, myosin complex 0.53 0.56 035 0.27 Ct MYOI1D
ERp60  CG8983 Protein folding; cell redox homeostasis 0.85 0.51 043 0.22 PDIA3
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JNK cascade signaling, cytoskeletal rearrangements
Neurotransmitter secretion; synaptic vesicle docking during exocytosis
Calcium ion/unfolded protein binding,nervous system development
Autophagy
Autophagy
Autophagy

Reduced both phagocytosis and replication/escape
Response to starvation, small GTPase mediated signal transduction
Early endosome; GTPase activity; GTP binding
Actin, cytoskeleton
Cytoskeleton organization, actin filament
Cytoskeleton organization, actin filament
Cytoskeleton organization, actin filament
Cytoskeleton; microtubule-based movement, protein polymerization
Protein serine/threonine kinase activity, phosphorylates APC/C
Phosphatase activity
phosphoinositide 3-kinase complex, class 111
Regulation of transcription, Toll signaling pathway
Salivary gland cell autophagic cell death, regulation of transcription
peptide deformylase, protein modification
Ubiquitin-protein ligase activity, anti-apoptosis
Vesicle-mediated transport; calcineurin complex,
Vesicle-mediated transport, Rab GDP-dissociation inhibitor activity
Vacuolar proton-transporting V-type ATPase complex
Vacuolar proton-transporting V-type ATPase, V1 domain
Vesicle-mediated transport, synaptic vesicle docking during exocytosis
ER to Golgi transport vesicle, COPII vesicle coat
Vesicle-mediated transport, COPI vesicles coat
ATP synthesis coupled proton transport, ATPase
MAPKKK cascade
Regulation of cell growth

Enhanced replication/escape

Response to stress, actin filament-based process
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*Genes were categorized according to the Gene Ontology (GO) index, including GO molecular function, cellular component, or protein domains as reported
in FlyBase (http://flybase.org/). PRelative infection index [RIF, RIF=[(Infection index of dsRNA treatment)/(Infection index of no dsRNA-treated control);
where infection index= (CFU # recovered from Cn infected host cells)/(total host cell #)] was determined as described in the Materials and Methods.
Drosophila S2 cells were treated with dsSRNAs for 4 days before Cryptococcus neoformans (Al1100-dsRed or H99) infection. All data represent the means
+ standard deviations (SD) from at least three independent screens. The average RIF of the control that was not treated with RNAi was regarded as 1
(1.00£0.249). dsRNAs that gave RIF < (1.00-2 xSD, 0.50) or > (1.00+2xSD, 1.50) were regarded as hits. ‘Cc: Chlamydia caviae [1], “Lm: Listeria
monocytogenes [2,3], “Mf: Mycobacterium fortuitum [2,4]. 'Ca: Candida albicans [5].  Ct: Chlamydia trachomatis [6]. "Bm: Brucella melitensis [7].
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