
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 KSHV 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.   

FIG.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. 

FIG.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 KSHV 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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Fig. S3 

GeneID N
C
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RP6-24A23.3 0 3.117 Inf

USP43 0 2.466 Inf

MICB 0 2.160 Inf

HOXB13 0 2.073 Inf

APOBEC3B 0 1.953 Inf

NKX6-1 0 1.947 Inf

BARX2 0 1.840 Inf

WNT10B 0 1.594 Inf

USH1C 0 1.534 Inf

RASGEF1B 0 1.467 Inf

LTK 0 1.457 Inf

SP9 0 1.456 Inf

SIM1 0 1.423 Inf

LGI2 0 1.407 Inf

EMX2OS 0 1.267 Inf

SOX21 0 1.229 Inf

INHBB 0 1.168 Inf

EFEMP1 0 1.130 Inf

RP11-138J23.1 0 1.097 Inf

PAX2 0 1.094 Inf

AC073043.1 0.015 1.303 7.158

NLRC5 0.305 2.169 3.893

MT-ND5 8.621 10.422 1.804
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TAGLN3 5.832 0 -Inf

DTX3 5.745 0 -Inf

ACTL6B 5.194 0 -Inf

FAM155A 4.659 0 -Inf

ZNF43 4.214 0 -Inf

TMEM119 4.209 0 -Inf

CSRP1 4.189 0 -Inf

SEZ6L 3.881 0 -Inf

NAT16 3.783 0 -Inf

ARMCX1 3.683 0 -Inf

RP11-197K6.1 3.679 0 -Inf

LINC00599 3.649 0 -Inf

RP11-161D15.3 3.487 0 -Inf

MAATS1 3.459 0 -Inf

VAT1L 3.406 0 -Inf

CTC-338M12.9 3.326 0 -Inf

RP1-310O13.12 3.185 0 -Inf

DOCK10 3.155 0 -Inf

SERPINA5 3.080 0 -Inf

PLXNA4 3.044 0 -Inf

RP11-166D19.1 3.000 0 -Inf

ZFP82 2.985 0 -Inf

C7 2.967 0 -Inf

AC012354.6 2.861 0 -Inf

PDE6B 2.758 0 -Inf

SRRM4 2.727 0 -Inf

FSTL5 2.695 0 -Inf

CTD-2335A18.1 2.637 0 -Inf

FAM111B 2.627 0 -Inf

MIR137HG 2.532 0 -Inf

ZNF665 2.483 0 -Inf

SCRT1 2.441 0 -Inf

PEAR1 2.322 0 -Inf

ZFP3 2.281 0 -Inf

XKR7 2.215 0 -Inf

LINC00202-2 2.119 0 -Inf

PTH2R 2.109 0 -Inf

AKR1E2 1.994 0 -Inf

CX3CL1 1.977 0 -Inf

GUCA1A 1.880 0 -Inf

CALB1 1.862 0 -Inf

CHRM1 1.861 0 -Inf

SLC1A2 1.803 0 -Inf

ST6GAL2 1.771 0 -Inf

LRFN2 1.728 0 -Inf

CSMD2 1.657 0 -Inf

RP11-1038A11.1 1.602 0 -Inf

PTPRR 1.426 0 -Inf

PCDHB9 1.219 0 -Inf

RP11-923I11.6 1.196 0 -Inf

AC092198.1 1.189 0 -Inf

AGAP7 1.160 0 -Inf

GLYATL1P2 1.154 0 -Inf

RP11-161D15.1 1.066 0 -Inf
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ELMO1 4.656 0.001 -16.030

RIMS2 3.244 0.0004 -14.859

ABCA12 5.168 0.058 -9.724

KCNMA1 2.280 0.014 -8.650

CELF4 3.455 0.098 -7.141

SNAP91 5.129 0.444 -6.560

STRA6 4.162 0.329 -6.042

DUSP4 5.459 0.751 -5.975

MYD88 3.640 0.313 -5.565

PCOLCE 7.728 2.668 -5.301

NREP 6.905 2.012 -5.293

NFASC 2.752 0.199 -5.278

CNTN1 6.438 2.002 -4.834

GATA2 8.052 3.864 -4.285

MCF2L 4.555 1.139 -4.227

PDE2A 2.861 0.421 -4.208

DPYSL2 5.904 2.1111 -4.148

TNFRSF25 3.748 0.823 -4.014

CACNA1G 1.484 0.160 -3.941

GLCCI1 7.399 3.971 -3.515

ADAM22 5.056 1.970 -3.468

MLLT6 5.548 2.661 -3.104

LPIN1 5.594 2.775 -3.017

KIF1A 5.980 3.245 -2.873

MYO1B 6.627 4.145 -2.551

R
G

+
/N

C

Expression levels 

log2(FPKMs+1)

Fold 

Change 

(log2)

C

GeneID N
C

G
F

P
+

N
C

G
F

P
+

OCIAD2 8.363 0 -Inf

PHOX2B 6.107 0 -Inf

CPXM1 5.879 0 -Inf

DDC 5.709 0 -Inf

ARMCX2 4.969 0 -Inf

SLC18A3 4.391 0 -Inf

GPX7 4.311 0 -Inf

PDE4B 4.297 0 -Inf

SVOP 4.133 0 -Inf

PLCXD3 4.120 0 -Inf

SGIP1 4.119 0 -Inf

EPM2AIP1 3.835 0 -Inf

JAKMIP2 3.638 0 -Inf

PDGFRB 3.628 0 -Inf

ZNF439 3.484 0 -Inf

SLITRK6 3.151 0 -Inf

MGMT 3.142 0 -Inf

RP11-293B20.1 3.055 0 -Inf

LAMP5 2.994 0 -Inf

PCDHB14 2.635 0 -Inf

LINGO2 2.608 0 -Inf

UNC80 2.433 0 -Inf

DNER 2.289 0 -Inf

KCNJ9 2.218 0 -Inf

ZNF844 2.104 0 -Inf

ZNF69 2.076 0 -Inf

CCDC169 2.062 0 -Inf

NPAS4 2.043 0 -Inf

CNTNAP5 2.002 0 -Inf

CACNG2 1.909 0 -Inf

CES4A 1.906 0 -Inf

RP11-764K9.4 1.867 0 -Inf

SHISA9 1.727 0 -Inf

AC073479.1 1.705 0 -Inf

MARCH4 1.678 0 -Inf

RP4-791K14.2 1.676 0 -Inf

C1orf173 1.633 0 -Inf

RP11-553L6.5 1.536 0 -Inf

RP11-461O7.1 1.320 0 -Inf

CNR1 1.275 0 -Inf

LINC00578 1.249 0 -Inf

C2CD2 1.100 0 -Inf

MUC19 0.959 0 -Inf

NRXN1 2.255 0.001 -11.979

MLH1 4.657 0.013 -11.395

PTPRN2 3.497 0.027 -9.070

RGL3 3.665 0.058 -8.163

NES 6.053 1.012 -6.006

EML5 6.596 1.996 -5.001

ZNF704 6.267 2.251 -4.337

CYB561 6.234 2.724 -3.728

MYEF2 6.396 3.042 -3.523

STMN1 10.765 8.303 -2.466
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GS1-600G8.5 0 3.236 Inf

RP4-792G4.2 0 2.715 Inf

MAFA 0 2.233 Inf

CAV1 0 2.191 Inf

CT45A5 0 2.159 Inf

HLA-DRB1 0 1.904 Inf

SMPDL3A 0 1.879 Inf

LOXL1-AS1 0 1.863 Inf

AC079135.1 0 1.841 Inf

GYPC 0 1.738 Inf

TFAP2C 0 1.737 Inf

EN1 0 1.605 Inf

NPIPL2 0 1.593 Inf

LHX1 0 1.497 Inf

SALL3 0 1.390 Inf

DOCK8 0 1.366 Inf

CEBPD 0 1.334 Inf

ARMC4 0 1.286 Inf

GIPC3 0 1.145 Inf

TGM2 0 1.098 Inf

LEF1 0.322 3.435 5.296

HLA-C 3.044 7.462 4.596

ATP1A1 5.466 7.846 2.407
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YBX3 0 8.206 8.440 Inf Inf

S100A10 0 6.815 7.334 Inf Inf

EPB41L2 0 5.626 5.865 Inf Inf

HOTAIRM1 0 4.518 5.698 Inf Inf

TPD52L1 0 5.574 5.155 Inf Inf

CD55 0 4.616 4.819 Inf Inf

EPB41L3 0 4.670 4.767 Inf Inf

HOXB9 0 4.866 4.765 Inf Inf

SLC18B1 0 4.576 4.737 Inf Inf

HOXA9 0 5.025 4.679 Inf Inf

HTATIP2 0 4.440 4.656 Inf Inf

HOXA5 0 5.050 4.544 Inf Inf

YBX3P1 0 4.342 4.421 Inf Inf

GPX8 0 3.664 4.320 Inf Inf

DSP 0 3.921 4.306 Inf Inf

DSC3 0 3.423 4.290 Inf Inf

ASS1 0 4.449 4.172 Inf Inf

EN2 0 4.418 4.027 Inf Inf

RP6-99M1.2 0 4.731 4.010 Inf Inf

SLC1A3 0 4.282 4.004 Inf Inf

FXYD5 0 4.067 3.952 Inf Inf

OSTN 0 2.917 3.924 Inf Inf

HMGA2 0 4.065 3.889 Inf Inf

PDPN 0 3.819 3.852 Inf Inf

DLX2 0 4.022 3.840 Inf Inf

QPCT 0 2.990 3.817 Inf Inf

HOXB6 0 3.902 3.687 Inf Inf

YAP1 0 3.098 3.682 Inf Inf

SIX1 0 4.115 3.654 Inf Inf

MID2 0 3.727 3.590 Inf Inf

COL4A5 0 3.273 3.582 Inf Inf

GSTM3P1 0 3.787 3.554 Inf Inf

GJA1 0 3.978 3.545 Inf Inf

HOXA10 0 3.977 3.483 Inf Inf

CDX2 0 3.225 3.300 Inf Inf

ZIC5 0 3.063 3.204 Inf Inf

PTPRK 0 3.286 3.203 Inf Inf

FOXG1 0 3.468 3.181 Inf Inf

FOXF2 0 2.947 3.149 Inf Inf

LRIG3 0 2.710 3.074 Inf Inf

ENPP4 0 2.676 3.029 Inf Inf

MOXD1 0 3.073 2.998 Inf Inf

SLC2A3 0 3.178 2.986 Inf Inf

RBM11 0 2.803 2.933 Inf Inf

ENPP1 0 2.942 2.919 Inf Inf

BTNL9 0 3.330 2.916 Inf Inf

TNFSF9 0 3.321 2.907 Inf Inf

NFATC1 0 2.798 2.891 Inf Inf

PPP1R14C 0 2.336 2.876 Inf Inf

MIPOL1 0 2.758 2.831 Inf Inf

NAP1L2 0 2.287 2.808 Inf Inf

FBLN5 0 2.619 2.760 Inf Inf

ACSS1 0 2.751 2.752 Inf Inf

HOXB-AS3 0 2.146 2.706 Inf Inf

ZIC3 0 3.105 2.694 Inf Inf

PITX2 0 2.770 2.692 Inf Inf

IRF8 0 2.953 2.683 Inf Inf

EPHA7 0 2.736 2.679 Inf Inf

KLF4 0 2.544 2.506 Inf Inf

EPHA4 0 2.622 2.493 Inf Inf

TNFAIP3 0 2.190 2.473 Inf Inf

SALL1 0 3.302 2.466 Inf Inf

ANXA1 0 2.278 2.439 Inf Inf

HOXC13 0 2.444 2.417 Inf Inf

SYDE2 0 2.263 2.416 Inf Inf

FRRS1 0 3.142 2.379 Inf Inf

SULF1 0 2.915 2.372 Inf Inf

CTGF 0 1.977 2.365 Inf Inf

IL15RA 0 1.614 2.364 Inf Inf

PELI2 0 2.140 2.350 Inf Inf

PNRC2 0 1.982 2.350 Inf Inf
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MDFIC 0 2.052 2.338 Inf Inf

COL25A1 0 1.985 2.335 Inf Inf

PLCG2 0 2.290 2.272 Inf Inf

RP3-512B11.3 0 2.227 2.269 Inf Inf

IL17RA 0 2.551 2.257 Inf Inf

HS3ST3A1 0 2.151 2.253 Inf Inf

BMP4 0 1.843 2.252 Inf Inf

GATA6 0 2.021 2.247 Inf Inf

HOXA13 0 2.532 2.230 Inf Inf

HOXB3 0 2.701 2.228 Inf Inf

CD40 0 2.616 2.216 Inf Inf

RNF217 0 2.424 2.209 Inf Inf

AC005682.5 0 1.707 2.206 Inf Inf

CELSR1 0 2.047 2.193 Inf Inf

SLC7A8 0 1.387 2.164 Inf Inf

ARHGAP18 0 1.756 2.132 Inf Inf

CACNA1H 0 2.661 2.077 Inf Inf

RP11-51M18.1 0 3.111 2.047 Inf Inf

SOX8 0 2.245 2.017 Inf Inf

LATS2 0 2.029 2.002 Inf Inf

FOXP2 0 1.799 1.986 Inf Inf

MKX 0 1.451 1.978 Inf Inf

TNFRSF10D 0 2.535 1.954 Inf Inf

DMBX1 0 1.613 1.954 Inf Inf

FLT1 0 1.538 1.898 Inf Inf

OSR2 0 2.214 1.881 Inf Inf

PRRG4 0 1.231 1.848 Inf Inf

GJA3 0 1.836 1.844 Inf Inf

IL1RAP 0 1.761 1.844 Inf Inf

AHR 0 2.019 1.810 Inf Inf

NKX3-1 0 1.589 1.804 Inf Inf

PCSK5 0 2.475 1.798 Inf Inf

SASH1 0 1.514 1.785 Inf Inf

KIAA1244 0 1.302 1.776 Inf Inf

GLI3 0 2.066 1.732 Inf Inf

FENDRR 0 1.182 1.612 Inf Inf

ARAP2 0 1.495 1.609 Inf Inf

MR1 0 1.886 1.596 Inf Inf

HLA-DOA 0 0.978 1.574 Inf Inf

TMEM144 0 2.099 1.558 Inf Inf

SLC25A48 0 2.003 1.448 Inf Inf

LRP2 0 1.576 1.438 Inf Inf

HOXA-AS3 0 1.804 1.421 Inf Inf

PRSS16 0 1.499 1.412 Inf Inf

PPM1H 0 1.129 1.372 Inf Inf

RNASEL 0 1.168 1.299 Inf Inf

RP11-102F4.3 0 1.411 1.261 Inf Inf

ICOSLG 0 1.477 1.207 Inf Inf

LMX1B 0 1.348 1.198 Inf Inf

HPSE 0 1.397 1.174 Inf Inf

NR4A2 0 1.113 1.115 Inf Inf

EMP1 0 1.324 1.101 Inf Inf

LST1 0 0.941 1.075 Inf Inf

LPP 0.0002 1.377 1.401 13.683 13.721

GPM6A 0.0003 1.260 1.385 12.490 12.700

GREB1L 0.005 2.816 3.100 10.887 11.213

COL13A1 0.002 1.918 1.010 11.298 9.843

TFAP2A 0.130 3.522 3.146 6.799 6.382

ANKRD19P 0.537 4.639 5.222 5.729 6.331

RAB34 0.583 4.510 4.889 5.451 5.844

DMKN 0.912 5.902 5.691 6.059 5.844

PLS3 3.038 8.701 8.494 5.847 5.640

PAX6 0.497 4.127 3.867 5.324 5.046

CHCHD7 2.645 6.429 6.160 4.019 3.746

ALDH1A2 0.720 3.727 3.196 4.241 3.656

ANXA2 2.143 5.392 5.457 3.584 3.650

HSPA1B 4.779 8.316 8.249 3.586 3.519

ADAMTS1 3.223 7.530 6.412 4.462 3.335

XIST 7.7939 11.066 11.030 3.278 3.241

DDX17 5.9862 8.121 8.179 2.153 2.211
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DLK1 7.375 0 0 -Inf -Inf

MARCH11 7.007 0 0 -Inf -Inf

ELAVL4 6.751 0 0 -Inf -Inf

S100A6 6.624 0 0 -Inf -Inf

TFAP2B 6.582 0 0 -Inf -Inf

STMN4 6.230 0 0 -Inf -Inf

VIP 5.781 0 0 -Inf -Inf

SOX11 5.771 0 0 -Inf -Inf

RTL1 5.571 0 0 -Inf -Inf

NPY 5.433 0 0 -Inf -Inf

SLC6A2 5.142 0 0 -Inf -Inf

SYT4 5.031 0 0 -Inf -Inf

LINC00221 4.992 0 0 -Inf -Inf

TCEAL5 4.939 0 0 -Inf -Inf

GRIA2 4.642 0 0 -Inf -Inf

TSPYL5 4.549 0 0 -Inf -Inf

CD200 4.544 0 0 -Inf -Inf

NRSN1 4.442 0 0 -Inf -Inf

EFS 4.440 0 0 -Inf -Inf

PTN 4.205 0 0 -Inf -Inf

ST8SIA3 4.183 0 0 -Inf -Inf

RP11-58B17.2 4.148 0 0 -Inf -Inf

DOC2B 4.137 0 0 -Inf -Inf

CTB-175P5.4 4.103 0 0 -Inf -Inf

DUSP26 3.953 0 0 -Inf -Inf

ZNF558 3.884 0 0 -Inf -Inf

OPRM1 3.867 0 0 -Inf -Inf

STAC 3.858 0 0 -Inf -Inf

CRABP1 3.821 0 0 -Inf -Inf

GPR173 3.800 0 0 -Inf -Inf

ZNF677 3.766 0 0 -Inf -Inf

ZNF334 3.708 0 0 -Inf -Inf

CBLN2 3.680 0 0 -Inf -Inf

TCEAL2 3.561 0 0 -Inf -Inf

RP11-82L18.4 3.517 0 0 -Inf -Inf

PEG3 3.513 0 0 -Inf -Inf

ZNF93 3.457 0 0 -Inf -Inf

LINC00682 3.453 0 0 -Inf -Inf

PPP1R3C 3.441 0 0 -Inf -Inf

LINC00667 3.360 0 0 -Inf -Inf

RP11-142A23.1 3.325 0 0 -Inf -Inf

PIWIL1 3.237 0 0 -Inf -Inf

CADM3 3.217 0 0 -Inf -Inf

RP11-561N12.5 3.153 0 0 -Inf -Inf

RP11-478C6.6 3.136 0 0 -Inf -Inf

FAIM2 3.133 0 0 -Inf -Inf

ASCL1 3.090 0 0 -Inf -Inf

RP11-340F14.5 3.055 0 0 -Inf -Inf

ZNF826P 3.004 0 0 -Inf -Inf

ZNF415 2.920 0 0 -Inf -Inf

IL20RA 2.860 0 0 -Inf -Inf

P2RX7 2.774 0 0 -Inf -Inf

GSTT1 2.765 0 0 -Inf -Inf

PCDHB3 2.744 0 0 -Inf -Inf

RP11-357K6.1 2.693 0 0 -Inf -Inf

RP11-490G2.2 2.668 0 0 -Inf -Inf

KCNK3 2.630 0 0 -Inf -Inf

ZNF876P 2.437 0 0 -Inf -Inf

NSUN7 2.436 0 0 -Inf -Inf

CBLN4 2.367 0 0 -Inf -Inf

PCDHB6 2.355 0 0 -Inf -Inf

RP4-555D20.2 2.350 0 0 -Inf -Inf

RP11-13L2.4 2.305 0 0 -Inf -Inf

GPR56 2.293 0 0 -Inf -Inf

COL11A1 2.261 0 0 -Inf -Inf

MDFI 2.254 0 0 -Inf -Inf

HTR1E 2.138 0 0 -Inf -Inf
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NYAP2 2.105 0 0 -Inf -Inf

PCDHB4 2.103 0 0 -Inf -Inf

GS1-24F4.2 2.077 0 0 -Inf -Inf

CTD-2021H9.3 2.072 0 0 -Inf -Inf

NOX4 2.070 0 0 -Inf -Inf

ZNF732 2.051 0 0 -Inf -Inf

RNF175 2.048 0 0 -Inf -Inf

PCDHB10 1.969 0 0 -Inf -Inf

NLGN4X 1.949 0 0 -Inf -Inf

AMER3 1.916 0 0 -Inf -Inf

RP5-1119A7.17 1.896 0 0 -Inf -Inf

FOXR2 1.875 0 0 -Inf -Inf

XKR5 1.769 0 0 -Inf -Inf

RP11-890B15.3 1.751 0 0 -Inf -Inf

RP11-574M7.1 1.726 0 0 -Inf -Inf

DCLK3 1.719 0 0 -Inf -Inf

RP11-457M11.5 1.648 0 0 -Inf -Inf

RP11-32K4.2 1.615 0 0 -Inf -Inf

RIT2 1.558 0 0 -Inf -Inf

RP11-79H23.3 1.506 0 0 -Inf -Inf

RP1-67M12.2 1.484 0 0 -Inf -Inf

SLC18A1 1.478 0 0 -Inf -Inf

ANPEP 1.471 0 0 -Inf -Inf

AP000473.8 1.400 0 0 -Inf -Inf

AKR1C1 1.380 0 0 -Inf -Inf

FUT9 1.289 0 0 -Inf -Inf

C3orf55 1.272 0 0 -Inf -Inf

RP11-167P23.4 1.232 0 0 -Inf -Inf

POU4F2 1.217 0 0 -Inf -Inf

GLYATL1 1.214 0 0 -Inf -Inf

RP11-438B23.2 1.173 0 0 -Inf -Inf

CDH11 1.071 0 0 -Inf -Inf

LINC00340 1.057 0 0 -Inf -Inf

MIAT 5.115 0.158 0 -8.183 -Inf

MRVI1 1.639 0.010 0 -8.250 -Inf

ELN 3.882 0.059 0 -8.351 -Inf

LMO3 4.306 0.030 0 -9.826 -Inf

GRM7 1.143 0.0002 0 -13.476 -Inf

ESRRG 1.603 0 0.054 -Inf -5.745

SLCO1A2 1.444 0 0.003 -Inf -9.689

ARPP21 1.332 0 0.001 -Inf -11.098

RP11-471J12.1 7.701 0 0.101 -Inf -11.474

CADPS 2.751 0 0.0003 -Inf -14.632

RPH3A 3.931 0.057 0.0005 -8.467 -15.408

PPP2R2B 1.404 0.001 0.0006 -12.201 -11.890

RNF212 2.998 0.007 0.005 -10.583 -10.857

HDAC9 5.888 0.063 0.077 -10.342 -10.051

PAX5 2.354 0.044 0.072 -7.044 -6.318

ICA1 8.710 1.328 2.708 -8.111 -6.238

LIMCH1 5.719 1.106 1.274 -5.486 -5.187

SLC43A3 2.117 0.006 0.151 -9.620 -4.921

NRCAM 6.205 1.317 1.952 -5.610 -4.665

TCF4 6.561 3.211 2.375 -3.500 -4.480

FXYD6 5.966 1.931 1.936 -4.450 -4.444

SORBS2 2.950 0.473 0.393 -4.114 -4.426

MAPK10 3.653 0.350 0.651 -5.397 -4.344

NCAM1 6.077 2.625 2.190 -3.685 -4.222

MEIS2 6.991 2.445 3.158 -4.827 -3.993

NCALD 2.801 0.350 0.529 -4.443 -3.753

CCND1 7.709 4.822 4.062 -2.932 -3.729

RUNX1T1 2.770 0.298 0.545 -4.666 -3.665

FSCN1 7.808 5.177 4.428 -2.665 -3.442

PXDN 5.951 2.553 2.934 -3.644 -3.196

ZNF532 5.443 2.118 2.555 -3.669 -3.124

EXOC4 6.729 3.725 3.916 -3.104 -2.897

NDRG4 6.146 3.184 3.443 -3.110 -2.822

MALAT1 7.341 4.345 4.744 -3.060 -2.642
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Samples #

hsa04390 Hippo signaling pathway

hsa04974 Protein digestion and absorption

hsa04672 Intestinal immune network for IgA production

hsa05202 Transcriptional misregulation in cancer

hsa04514 Cell adhesion molecules (CAMs)

hsa05416 Viral myocarditis

hsa04728 Dopaminergic synapse

hsa05330 Allograft rejection

hsa05169 Epstein-Barr virus infection

hsa04940 Type I diabetes mellitus

hsa05200 Pathways in cancer

hsa05320 Autoimmune thyroid disease

hsa04024 cAMP signaling pathway

hsa04060 Cytokine-cytokine receptor interaction

hsa04925 Aldosterone synthesis and secretion
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Fig. S6 
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ENPP4 Inf Inf 3.807

EPHA4 Inf Inf 3.782

HOXB9 Inf Inf 2.918

FLT1 Inf Inf 2.570

CD40 Inf Inf 2.467

NAP1L2 Inf Inf 2.279

ADAMTS1 4.462 3.335 2.108

BMP4 Inf Inf 1.907

SLC2A3 Inf Inf 1.843

SIX1 Inf Inf 1.637

CD55 Inf Inf 1.620

HOXA-AS3 Inf Inf 1.586

PDPN Inf Inf 1.531

IL15RA Inf Inf 1.265

NKX3-1 Inf Inf 1.143

PCSK5 Inf Inf 1.085

COL13A1 11.298 9.843 0.894

CSDA Inf Inf 0.709

CHCHD7 4.019 3.746 0.648

HOXA9 Inf Inf 0.645

TNFAIP3 Inf Inf -0.736

ARHGAP18 Inf Inf -0.880

EPB41L3 Inf Inf -0.919

CTGF Inf Inf -0.974

ENPP1 Inf Inf -1.008

FBLN5 Inf Inf -1.072

SYDE2 Inf Inf -1.530

KLF4 Inf Inf -1.731

TCF4 -3.500 -4.480 0.715

CD200 -Inf -Inf 2.829

HDAC9 -10.342 -10.051 1.603

LIMCH1 -5.486 -5.187 1.218

MRVI1 -8.250 -Inf 1.064

NRCAM -5.610 -4.665 0.987

MALAT1 -3.060 -2.642 0.762

ZNF677 -Inf -Inf 0.619

FSCN1 -2.665 -3.442 -0.628

AKR1C1 -Inf -Inf -0.656

S100A6 -Inf -Inf -0.684

SORBS2 -4.114 -4.426 -0.685

SLC43A3 -9.620 -4.921 -0.747

PPP1R3C -Inf -Inf -1.252

RUNX1T1 -4.666 -3.665 -1.996

CADM3 -Inf -Inf -2.108
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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 

β-actin for PCR  Forward TTCTACAATGAGCTGCGTGT 

 Reverse GCCAGACAGCACTGTGTTGG 

β-globin for dd PCR  Forward TCCACGTTCACCTTGCCC 

 Reverse CAACCTCAAACAGACACCATGG 

LANA for qPCR Forward TGGATCTCGTCTTCCATCCTTTCCC 

 Reverse CCAACAACCACCGGTCCCTT 

ORF59 for qPCR 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  5’FAM/CCATGGTCGTGCCGCACGCA/3’BHQ-1 

LANA for dd PCR  5’FAM/CATGTCGCCGACTCCGTCGA/3’BHQ-1 

β-globin for dd PCR   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: SH-SY5Y; Neuroblastoma; Human 

(Homo sapiens) 

TH01 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). 
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