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Enrichment of Gene Ontology categories from up- and down-regulated genes by telomere elongation (xenograft)

Enrichment of Gene Ontology categories from up- and down-regulated genes by telomere elongation (culture dish)

GO Accession GO Term Count in Telomere Count in pvalue GO Accession GO Term Count in Telomere Countin pvalue
elongation % Total % elongation % Total %
GO0009E15  response to virus 17 13.82 158 0.92 1.30E-15 GO:0006259  DNA metabolic process 17 2484 715 416 2.206-09
GO:0051707  response to ather organism 20 16.26 401 233 8.04E-12 GO:0006260  DNA replication 10 1449 152 112 4.62E-08
GO0009E07  response to biotic stimulus 20 16.26 427 2.49 2.50E-11
GO0051704  multi-erganism process 27 21.95 881 5.01 6.04E-11
GO0002376  immune system process 27 2195 1082 630 8.57E-08
GON000BSS5S  immune response 20 16.28 656 3.82 4.12E-08
GO0044449  interspecies interaction between organisms 13 10.57 355 2,07 1.60E-06
GO0006952 delense response 18 14.63 715 418 3IE06
12000
= = 1800 1800
2 =
g g 100 T 10
G ] 2
@ 8000 £ 1200 £ 1200
H 5 .
nmack xenagram g g 3
o 6000
. & & w 2w
= mackicre (xenogrsh) > o =
®LATERTLicres (xenografty = 4000 2 60 ERC
Omack fculture dish) = > b:_),,
CLATERTL foulture dish) 2 2000 2 s 300
mackicres (culture dish) 3 2
OLWTERTUcre+ (cuture dish) 0 [} 0
= E E g E H E = s a2 g |4 = = - £ ES a 3
h oz o 3 3 2 [ 3 o A 2 4 a g i a g &2 z
10000
% > 1800
& &
s s
8 8000 g
@ & 1200
2 2
S s000 g
E E
E E B0
3 4000 =
2 El
T =}
= > 400
T 2000 5 |
4 g
d 4 | I ; I
@, @ - il ul M 110 M 1 0 [ rin M 11 M0 i MR 10 e i, AR 7 BOND o, B [
2 = B § 2 8 3 £ £ £ & & 98 g 2 = & g 2 2 3 8 r 8 8 8 = g B
= £ o g g I 2z g g ¢ ¢
g E s E § B ¢ p g &8 & 5 85 5 7 % 8 F " & g pog s "od o3
visualize
Gene Summary
THRESHOLD (P-VALUE): 1E-4 = THRESHOLD (FOLD CHANGE): 2 - THRESHOLD (GEME RANK): Top I0% =
DATATYPE: Al
Disease Summary for B2M  BST2 €5 DDXSB Fl6 IFITM1 IFITM IFITM3 1L15 IRF7 MYDES  OaS 0ASL PLSCR1 RSAD2 SP100 STAT1 STATZ THFSFIOTRIMZZ XAF1 ZCIHAV1 IFNGRY

GBPZ HERCS

IFl44 IFl44L

IRF9 15615 0asz 0AS3

At T by Concar

B3 3D
m || e

MEECOEE Cell color is determined by the best gene rank percentile for the analyses within the cell.

FIG S5 The intrinsic transcriptional response to tumor formation is abolished by

telomere elongation. (A) GO categories affected by telomere elongation in xenograft

(left panel) or culture dishes (right panel). GeneChip probes with fold change values

greater than 2.0 (xenograft) or 1.5 (culture dishes) due to telomere elongation (190

probes) were subjected to GO analysis. Enriched GO categories were sorted by



increasing P value. Each category has more than 10 probes that were affected by
telomere elongation (a total of 54,675 probe sets, P < 0.01 Fisher’s exact test). In a
xenograft setting, all enriched categories were related to the innate immune system. (B)
Representative probe sets in response to virus (upper) and immune response (lower)
categories. Most probes were downregulated in telomere-elongated tumors. The graphs
were divided into two parts by high or low signal values. IFNGR1 expressions exhibited
no differences in each sample (see Discussion section). (C) Disease summary of
‘Immune response” or “Response to virus” categories analyzed using the Oncomine
database. Expression of most genes listed are upregulated in cancer as compared to
the normal tissues. In accordance with upregulation in telomere-elongated xenografts,
only the C5 (complement component 5) gene is under-expressed in cancer. Expression
of IFNGR1 is similar in cancer and normal tissues, unlike differentiated normal cells

(see Discussion section).



