Perspectives biologique méthodologique de
InQuant : du ciblage par des protéines virales
a ProFeatMap pour la visualisation de listes
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I/ Papilloma Virus & cancers

HPV

>200 strains
epithelia (mucosal, cutaneous)
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Synergy of 2 proteins: E6 & E7 Hlaiogenatie bz G IRIEE

e the 2 major oncoproteins of high-risk HPVs
e induced cell proliferation

e required for viral replication




E6 h.r. agit sur le réseau PDZ/PBM humain
(VIRAL) 1ﬁz - WNM

[ XTXL/V—(50x ]

F6N  E6C
'\A

(CELLULAR) =— —J- PDZ 1HPDz 2fPDZ 3HPDZ 4HPDZ 5}
Tous les E6 h.r. possedent un motif de liaison aux PDZ (PBM).

PDZ : signalisation cellulaire, adhesion, ...

266 PDZ ~5000 human PBM
domains ~1000 viral PBM
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I/ Le projet InQuant (Cancéropole)

6 PBM viraux 266 domaines PDZ
6 PBM humains

Gain de spécificité des PBM viraux ?

Compétition entre PBM viraux et PBM humains ?

PBM viraux : E6 de HPV16, 18, 35 (sauvage ou phosphorylé)
PBM humains : NET1, PTEN (sauvage, acetylé, acétylo-mimétique)



II/ La méthode holdup
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PBM de E6 et mutatlons
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PTEN
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Differential targets depending on the acetylated state
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Comparing viral and human PBM
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Targeted PDZ highly similar

Reshuffling of the PDZome



ProkeatMa

Protein Feature Map
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Avantages de ProFeatMap

Simple 2D view v v v v v
Multiple proteins \/ \/ \/ \/
Customisation \/ \/ \/ \/
Savable images / \/ \/ \/ \/ \/ \/
Showing values ~ ~ v
Editing in UI v v o~
Web Interface \/ \/ \/ \/ \/ \/ /
= Domains > x " lerp
Repeats >y - L g
= Sorted protein list
= Multiple proteomes = Sequence of the family (.fa)

= Around 300 families per proteome = Extracted data
= Shapes and colors file
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ProFeatMap sur PTEN
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I11/ Effet de levier de InQuant
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Le projet ProfAff G. Gogl et al. Nat. Comm. (2022)
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