FIG.S1. The FSC: SSC profile and gating parameters. The flow cytometry data was gated for live cells based on forward and side
scatter parameters. The orange represents RG* SH-SY5Y cells upon KSHYV infection. The grey represents the added uninfected cells
as internal control for auto-fluorescence.

FIG.S2. Single cell soft agar cloning of uninfected, GFP* and RG* SH-SY5Y infected cells. (A) Single cells of the uninfected
control (NC), GFP*and RG™ cells were seeded in soft agar and pictures were taken at day 12 after seeding to show the number of
clones formed by each type of cells. (B) The number of clones for each of the three groups were counted, and the numbers are shown
in the Y-axis.

FI1G.S3. Significantly regulated cellular genes exclusively in an infected population. Gene expression levels are illustrated in the
log2 scale range from white (0) to dark red (higher than 10) and fold changes are in the log2 scale range from dark blue (less than 12)
to dark red (greater than 12). (A) Significantly up-regulated genes uniquely expressed in the RG™ infected cell population. (B)
Significantly down regulated genes expressed in the RG" infected cell population. (C) Continuation of part B. (D) Significant up-
regulated genes uniquely expressed in the GFP* infected cell population. (E) Significantly downregulated genes expressed in the RG*
infected cell population.

FI1G.S4. Significantly regulated cellular genes among GFP+ and RG+ infected cell populations. Genes expression levels are
illustrated in the log2 scale range from white (0) to dark red (higher than 10) and fold changes (GFP*/NC and RG*/NC) are in the log2
scale range from dark blue (less than 12) to dark red (greater than 12). (A) Significantly up-regulated genes expressed in both infected
populations. (B) Continuation of part A. (C) Significant downregulated genes expressed in both infected populations. (D)

Continuation of part C.



FIG.S5. KEGG pathways involved in the KSHYV infection across two groups of GFP* and RG™ infected cell populations. (A)
Venn diagram showing KEGG intersected pathways across the GFP*and RG" infected cells. (B) KEGG pathways associated with the
GFP* and RG" cell populations, and individually or common pathways shared by both RG* and GFP* infected cell populations.
FIG.S6. Comparison of significant regulated genes in GFP+ and RG+ population with the significantly regulated genes from
the infected TIME cell. (A) The number of common significant regulated genes between each group. (B) The 44 common genes
across all groups that have more log2 fold or more changes. (C) The fold changes of 27 genes that were shared between two cell types.

Thirteen significant regulated genes were found in common between TIME and GFP+, and 14 genes between RG+ and TIME.
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Table S1. List of oligonucleotide primers and probes

Target Gene ID Sequence (5'-3')

Primers

ORF 26 for PCR Forward AGCCGAAAGATTCCACCAT
Reverse TCCGTGTTGTCTACGTCCAG

ORF 26 for dd PCR Forward CGAATCCAACGGATTTGACCTC
Reverse CCCATAAATGACACATTGGTGGTA

LANA for PCR Forward GGAAGAGCCCATAATCTTGC
Reverse GCCTCATACGAACTCCAGGT

LANA for dd PCR Forward AGCCACCGGTAAAGTAGGAC
Reverse GATGTGACCTTGGCGATGAC

B-actin for PCR Forward TTCTACAATGAGCTGCGTGT
Reverse GCCAGACAGCACTGTGTTGG

B-globin for dd PCR Forward TCCACGTTCACCTTGCCC
Reverse CAACCTCAAACAGACACCATGG

LANA for qPCR Forward TGGATCTCGTCTTCCATCCTTTCCC
Reverse CCAACAACCACCGGTCCCTT

ORF59 for gPCR Forward GCCCACATCCACCGACTTC
Reverse AACACATGGTGTCAAATCAGG

GAPDH Forward GAGTCCACTGGCGTCTTCAC
Reverse ATGACGAACATGGGGGCATC

Probes

ORF 26 for qPCR 5’FAM/CCCATGGTCGTGCCGCAGCA/3’BHQ-1

ORF 26 for dd PCR
LANA for dd PCR
B-globin for dd PCR

5’FAM/CCATGGTCGTGCCGCACGCA/3’BHQ-1
5’FAM/CATGTCGCCGACTCCGTCGA/3'BHQ-1

5’'HEX/CTCCTGAGGAGAAGTCTGCCGTTACTGCC/3'BHQ1




Table S2. ATCC Report on SHSY5Y Verification

Test Results for Submitted Sample ATCC Reference Database Profile
Locus Query Profile: SHSY5Y Database Profile: S(E(—)?nYOS\S{;aFI;Ii(ZﬁrSc;bIastoma; Human
THO1 7 10 7 10
D5S818 12 12
D13S317 11 11
D7S820 7 10 7 10
D16S539 8 13 8 13
CSF1PO 11 11
Amelogenin X X
vWA 14 18 14 18
TPOX 8 11 8 11
Number of shared alleles between query sample and database profile: 9
Total number of alleles in the database profile: 9
Percent match between the submitted sample and the database profile: 100

Explanation of Test Results

Cell lines with 80% match are considered to be related; i.e., derived from a common ancestry. Cell lines with between a 55% to 80% match require further profiling for authentication of

relatedness.

The submitted profile is an exact match for the following ATCC human cell line(s) in the ATCC STR database (8 core loci plus Amelogenin): CRL-2266

Additional Comments:

Submitted sample, STRB5050 (SHSY5Y), is an exact match to ATCC cell line CRL-2266 (SH-SY5Y).



