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ORAL LEUKOPLAKIA: ORAL CANCER RISK
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PROTEINS DETECTED AND DIFFERENTIALLY ABUNDANT PROTEINS
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MMP1 & COAGULATION CASCADE: DOWNREGULATED AFTER TREATMENT
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Protein Intensity
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COMPLEMENT CASCADE: DOWNREGULATED AFTER TREATMENT

VITRONECTIN (12 peptides) C4b-binding protein alpha chain (18 peptides)
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Protein Intensity

APOPTOSIS: UPREGULATED AFTER TREATMENT

DESMOGLEIN-2 (16 peptides)
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An adaptor protein that is composed of two protein-

protein interaction domains

Functions as key mediator in apoptosis and inflammation

via the activation of caspases.
Prognostic marker in renal cancer

Component of intercellular desmosome junctions
mediating cell-cell adhesion.

Involved in apoptotic pathway.

Prognostic marker in renal cancer, pancreatic cancer, lung
cancer, head and neck cancer, colorectal cancer and
cervical cancer.

Apoptosis-associated speck-like protein containing
a CARD (13 peptides)
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ROLE OF BACTERIA IN ORAL CANCER DEVELOPMENT
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Asili, P., et al. ) Gastrointest Canc (2023). https://doi.org/10.1007/s12029-022-00901-4



PROTEINS AT 1% FDR

MICROBIAL DATABASE SEARCH RESULTS
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» MetalLab and analysis by Kai Cheng, Qing Wu (Daniel Figeys Lab, University of Ottawa)




MICROBIAL PROTEINS DOWNREGULATED AFTER TREATMENT

Alkyl hydroperoxide reductase C (11 peptides)
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In this study, the protein was expressed by Veillonella genus. .
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® Metalab and analysis by Kai Cheng, Qing Wu (Daniel Figeys Lab, University of Ottawa)



MICROBIAL PROTEINS UPREGULATED AFTER TREATMENT

Dextransucrase (61 peptides)
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 Glucosyltransferase that catalyzes the transfer of glucosyl 2 200
residues to dextran polymer. g 250
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serine-type D-Ala-D-Ala carboxypeptidase (21 peptides)
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* Involved in bacterial cell wall synthesis by mediating
peptidoglycan cross-linking.

Protein Intensity




PEPTIDES FOR TARGETED

ANALYSIS
AFTER TREATMENT
HUMAN PROTEINS UP- DOWN-

ORAL CANCER DATASET:

CONCLUSIONS AND FUTURE WORK

REGULATED REGULATED

Peptides (for | Peptides (for |

targeted targeted

analysis) analysis)

Desmoglein-2
Apoptlosis-associated speck-ike
protein containing a CARD

16 (3)
13 (6)

Chitinase-3-ike protein 2

14 (5)

Cathepsin D

Lymphocyte antigen 6 complex locus

protein Géc

Lysozyme C
Alpha-N-acetylgalactosaminidase
Receptortype tyrosine-protein
phosphatase S

18 (10)
2(2)

8(7)
503)

21 (6)

Interstitial collagenase MMP 1

17 (1)

Coagulation factor IX

7@2)

Coagulation factor X

6(2)

Vitronectin

12 (4)

C4b-binding protein alpha chain

18 (4)

Carboxypeptidase B2

9(3)

Complement component C8 beta chain

6(4)

MICROBIAL PROTEINS

Dextransucrase
Serine-type D-Ala-D-Ala
carboxyp:pﬂdau

61 (3)
21(2)

Glutamate-ammonia ligase

7(2)

Alkv! hvdroperoxide reductase C

114 I8)

Several human, microbial proteins were
detected to be differentially abundant in
pretreatment and treated samples.

Pathways such as coagulation and
complement cascade were downregulated
and apoptotic pathways were upregulated
after treatment.

Microbial functions associated with
glucosyltransferase activity were
upregulated and oxidative stress functions
were downregulated after treatment.

Peptides associated with differentially
abundant human and microbial proteins
will be used for targeted analysis.
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