SUPPLEMENTARY FIGURES

*kk *kk

*kk

*kk

kkk  kkk  kkk

kkk  kkk  kkk  kkk  kkk

*kk

kkk  kkk

*kk

*kk

FJown AN
kiowny 'SON

- [BWION'D30N
Fown] 030N
FdOWNL'WAHL

F [BUWION"YOHL
Fdown'vOHL
Fiown| 1091

- [BWION'QVLS
Fdowny'gvLs

- SISEBISEISN'NOMS
FdownL'WOMS
FJown| "OHYS

F [BWION'aY3y
Fdownl 'av3y

- [BUWION'AYHd

- Jown|aQvydd
F4ownL'9dod
Fdown|'avvd
FJown|‘AO
rdownl'OS3IN

- [BWION'OSNT
Fdown oSN

- [BWION"avN
FdownL'avm

- [BWION"DHIT
FJownL"OHI
FJown| ‘'HH7
Fdown AV

- [BUWION'dHIM
FdownL'dyIM

F [BWION"OHIM
FdownL"OHIM

F [BUWON'HOIM
FJownL"HOIM

- Jown] ‘BaUAJH-OSNH
- Jown] 'SodAdH-OSNH
- [BWION"OSNH
rdown"OSNH
Fiown] ‘NG

- [BWION'YOS3
rJownL'v0S3
r4own1'0g1a

- [BWION'AVOD

- Jown ' avOD

- [BWIONIOHO
F4ownLJOHO
FJownL*DS30
FJown| ‘reulwnT-yo4dg
Fdown| 'g21eH-vyo4dg
FJown] ‘[eseg-yOHg
- [BUWION"YOHd
rJowny'vodg

- [BWION"YO19
rJownLvolg
Fiown| DOV

(IN3sY 2b0)) |ore uoissaidx3 LOLOVVIM

Supplementary Figure 1. Highly expressed KIAA0101 in several human cancer types.
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free survival analysis of KIAA0101 in TCGA HNSC samples.

Supplementary Figure 2. Overall and disease-
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Supplementary Figure 3. MEM co-expression analysis of KIAA0101 reveals DNA replication and cell cycle pathways
participate in tumor process. (A, B) Heatmap analysis of all and tumor datasets showing top 100 co-expressed genes with KIAA0O101
probe 202503_S_AT. (C) Overlap venn diagram of co-expressed genes in all and tumor datasets queried with KIAA0101 probes 202503_S_AT
and 211713 _S_AT. (D, E) Pie chart and pathway enrichment analysis of 158 common genes with Cytoscape CluoGO KEGG (17 same genes

deleted).
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Bar chart of Biological Process categories

Bar chart of Cellular Component categories

Bar chart of Molecular Function categories
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Supplementary Figure 4. LinkedOmics GSEA analysis results of co-expression genes with positive or negative correlations

with KIAA0101 in TCGA HNSC samples.
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