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Nexus - HPY Project 2 (Human NCBI Build 36.

File Options Help
Data Set | Comparisons | External Data
[ LoedDescriptor_| | View ] Reset
Sample © Data Type Status Quality FFPE Hey Sex |
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Figure 1 — Complete data set consisting of 61 samples and their associated phenotypes.



Obtaining Aberration Frequencies
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Figure 2 — Frequency of chromosomal gain/loss in 61 Head and Neck Carcinoma samples

Identifying Genes and Common Biological Processes
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CGH GO Enrichment

CEX

Biological process | Cellular component || Molecular Function |

Term Size Max 5c... T MaxP-¥.., 7
Isequestering of actin monomers 1 0,995 0 |~
I|succinyI-COA metabolism 3 0.793 o =
I|hyalur0nan et abolism 6 0.74 1]
I|d0pamine receptor signaling pathway 5 0.638 1]
|NLS-hearing substrate-nucleus import 1 1]
: e -
alcium-dependent cell-cell adhesion o
I|hehavi0r a
I|resp0nse o pest u]
I|h0m0phi|ic cell adhesion 33 0,255 o
Ildefense response 72 0.223 1]
I|percepti0n of smell 338 0.154 1]
I|G-pr0tein coupled receptor protein signaling pathway 716 0.085 o
|| bictin metaholism 2 0.899 0.004
I|acety|ch0|ine catabolism in synaptic cleft 2 0.38 0,004
I|ribosome assembly 6 0,635 0.004
I|embry0nic limb morphogenesis 3] 0.638 0.004
|| Falic acid transpart 5 0,593 0.004
I|gamet0genesis 7 0.571 0.004
I|synaptogenesis 17 0.4581 0.004
|1 phase of mitatic cell cycle 10 0.412 0.004
I|phospholipid dephosphorylation 14 0,397 0.004
Ilprotein aming acid ADP-ribosylation 27 0.296 0,004
I|nuc|eosome assembly 59 0,193 0,004
||lsignal transductian 1,338 0.042 0.004
I|inducti0n of apoptosis by intracellular signals 7 0.54 0.008
Ilcopper ion transpork 9 0,468 0.008
I|c0up\ed to IP3 second messenager (phosphalipase © activating) 15 0,379 0,003
| xenchictic metabelism 29 0.27 0,008
I|deFense response to bacteria 45 0.202 0,003
I|reactivation of lakent virus 1 0,953 0.012
ultradiar rhythim 1 0,983 0.012] B4
1894 Rows
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Figure 3 — GO Biological Processes that are significantly affected by copy number change.

.| Biological process : cell cycle checkpoint

Gene Location Gain % Loss % Marme Descripkion
ATR chr3; 143,650,786, 47,541 9,836 Akaxia kelangiecta. . The protein encod...| A
CCMNGZ chr4:78,297,550-... 4,918 11.475 Cyelin G2 The eukaryatic cel... B
a1 chrS:34,941,124-, ., 26,23 3.279RAD1 homolog §3....[The protein encod. .,

B chrdisl,014,739-, ., 27669 4,915 Mibrin ukations in this q...
CCHEZ chrd;9s,961,631-, ., 27,869 4,918 Cyclin E2 The prokein encod. ..
CDERZA chra;21,957,751-, .. 9,536 40,984 Zyclin-dependent ... [This gene generat. ..
FaMCE chra;35,063,834-, . 16,393 26,23 Fanconi anemia, c... FAMNCG, involved i, .,
REL chr13:47,775,88... 3,279 26,23 Retinoblastoma 1 ... Retinoblastoma (..
TPS3 chri7:7,512,444-,,, 4,918 16,393 Tumar prokein pS... Tumor prokein pS...
BRZAL chr17:38,449,83. .. 3.197 4,918 Breast cancer 1, ... [This gene encode. .,
v
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Figure 4 — Constituent genes of the GO Biological Process Cell cycle checkpoint along with the

percentage of samples having a copy number (gain/loss) change event.




Identifying Statistically Significant Differences between Sample Sub-groups
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Figure 5 — Identifying regions of significant difference between HPV positive and negative tumors. The
frequency plots in the bottom are for each population. The small marks on the “Significant” track
indicate areas that are significantly different with a p-value of 0.05.
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|| Biological process : T cell activation

Gene Location <PO5 = gain % <MEG> gain % | <POS= loss % <MNEG=loss %
o2 chr1:117,098,60,.. z5 7547 12,5 13,208]
COEs chr2:36,865,239... 1] 9.434 25 1.887
CCBE chr2:36,922,200... 1] 9.434 25 1.887
MCKZ chr2:105,727,75... a 9.434 125 3.774
CCE0 chr3:120,725,83... 37.5 35.549 12,5 7.547
CDE6 chr3:123,279,43... 37.5 39.623 12.5 7.547
MK 1 chr3:138,063,76... 62.5 37.736 12.5 9.434
PRLR chr5:35,099,984, ., 12.5 28,302 0 3.774
IRF4 chré:336,759-35, ., 25 7547 25 13,868
KIF136 chrd:28,930,713... 12.5 11.321 12.5 39.623
CL3E chr11:117,680,6... 1] 7.547 50 30.189
D30 chr11:117,714,9... 1] 7.547 50 30.189
C03G chri1:117,720,3.., 0 7547 50 30,189
CLECTA chr12:10,160,64,.., 12.5 11.321 12.5 5.66
D7 chr17:77,366,03... 12.5 13,208 50 7.547
SLaZ chr20:34,674,33... 12.5 24,528 12.5 3.774
1005LG chrz1:44,471,15... 12.5 13,208 125 9.434

v
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Figure 6 — List of genes in the T cell activation GO Biological Process and their frequency of gain/loss in
HPV positive and Negative population. The highlighted genes are those that are in regions that are

different between the two populations with a p-value of less than 0.05.

Grouping Samples by Similar Aberration Profiles - Clustering
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Figure 7 — Clustering results of all samples
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Figure 8 — Profiles associated with each cluster highlight significant differences between each group.
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To learn more about BioDiscovery products please contact us at
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