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on computational cancer research :
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benevia Technologies

What we do best:

1. Analysis of NGS, mass spectrometry and
other omics data

2. Dataintegration (multi-omics analysis,
machine learning)

3. Supporting academic biomedical
researchers from idea stage to publication
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benevia Technologies

Relevant experience:
e 14 years of service
e 18 PhD computational biologists
e 170 client organisations in 20+ countries

e Hundreds of publications (company H-index: 81)

e See more: https://geneviatechnologies.com/
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https://geneviatechnologies.com/

Your bioinformatics core

You choose the content

Support my grant application

Advise on experiment design / data generation

Teach, consult & co-supervise my student / postdoc
Analyse any type of omics data:

o Conduct primary analysis with gold standard protocols
e Integrate multiple levels of data

e Interpretresults and innovate downstream analyses

o Draftvisually stunning figures and crisp text

dentify, re-analyse or integrate public data sets

Develop re-usable bioinformatics pipelines

Conceptualise & co-author manuscripts with my researchers
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Your bioinformatics core

You choose how you want to work

o Start when you want, pause when you want, wrap
up when you want

e Schedule when, how and how often you want to
talk to our scientists

o Switch experts to get the best support for each
parts of your project

o Stick with one expert for consistency and
convenience

e Choose how much time will they reserve for you
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Your bioinformatics core

You choose your deliverables
o Figures, tables & text
o Files, data & pipelines
e ldeas, interpretation & insight
e Support, supervision & data submission

¢ Report, presentation & publication

GeneVia

Technolo gies




We make it happen!

Have our international team of experts
support you at the scale your need:

o Small hourly consulting (min. 10h)
o One full project/data set (min. 1 month)

o Allthe projectsin your group (6-12 mo/
0.25-0.75 FTE)

o Allthe groupsin your department (min.
12 mo / 1+ FTE)
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Modes of collabaration

Fee-per-service Joint grant junding benevia Grants Serninars & Warksnops
Our full team and services at your We can join your grant application Apply for our bioinformatics mini We are delighted to support
disposal when and how you want as a co-applicant or subcontractor grants for academic researchers science events of our customers
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Case: Amazents

e Theclient

o A Swiss biotech conducting preclinical and clinical
research on a postbiotic, Urolithin A

e Omics analysis for clinical trials

e Transcriptomic, proteomic & metabolomic data

e Aims: mechanism of action, "molecular endpoints”

o Papers

e iScience 2025 https://doi.org/10.1016/
j.isci.2025.111814

o medRxiv (preprint) 2023 https://doi.org/
10.1101/2023.06.16.23291378

e CellRep Med 2022 https://doi.org/10.1016/
].xcrm.2022.100633
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“We really like the flexibility of Genevia’s approach. They go beyond being a
simple service provider to give a scientific input that is comparable to a top
academic collaboration.”

Dr. Davide D’Amico
R&D Group Leader, Amazentis

Full interview: geneviatechnologies.com/references/cases/
tailored-bioinformatics-support-for-a-clinical-trial/

IScience

Urolithin A provides cardioprotectionand mitochondrial
quality enhancement preclinically and improves human
cardiovascular health biomarkers
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Highlghts
« Urolithia A enhances heart mitochondsial cuality in agng and
heart fallure medels

« Cardiac furcticn declire in theso modole i reciuced by
uroithia A

® In burmans, urdlithin A owers plasma cevamicess sssociated

with heart dizosse riek

« Urolithin A s apromisivg nutritional apprcack to support
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Authors
Sophia Liu, Julie Faity,

Charlotte Tissot, ..., Chris Rinsch,
David J. Marcinek, Davide D'Amico

Correspondence

dmarc@uw.edu (0.J.M.),
ddamico@amazentiscom (D.D.)

In bref

Bological sciences: Cardiovascular
medicineg Health sciences; Internal
medicine: Medical specialty; Medicine;
Natural sclenzes; Physioogy

Cell Repqrts_
Medicine

Uralithin A improves muscle strength, exercise
performance, and biomarkers of mitochondrial
health in a randomized trial in middle-aged adults

Graphical abstract
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Highlights
= Oral supplemeniation with Uraithin A increases muscle
strength

+ Figh cose of Uro ithin A posliively impEacte axarciee-
peTormance Measurcs

& Anineraasn in mmnhngy pmt:nnn n human skaletal miscie
obsearved in paralle

= Supplementation (s sale anc InCraases circudating levels of
Urclthin A

Authors

Lnurag Singh, Davida D'Amies,
Panglape A. Andreusx, ...

Patrick Arnischer, Jotan Auwarx,
Coris Rnsch

Correspondence
asngh@amarentis.com

In brief

Singn et al. nvastigate the mpeact of aral
supplerrentetion with Urolithin A, a gut
micrckiome aostbictic knowr to activale
milowhagy, ing andomiced clinkasl ridin
middie-aged adults, Results show that
supplementstion regulte in improvamenms
n muacie strength and exercea-
serformance meéasures aleng with an
mpect on miochondrizl biomerkers,
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Lase: C

e Theclient

e A Swiss biotech developing anti-cancer T-cell
engagers

e Public omic data analysis

o Characterizing target expression across tumor
types to identify indications to include in a clinical
trial

e Biomarker discovery (molecular correlates of target
expression)

e Abstracts

e ASCO 2024 https://doi.org/10.1200/
JC0.2024.42.16_suppl.e20024

e ESMO 2023 https://doi.org/10.1016/
J.annonc.2023.09.2923
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“As is typical in scientific exploration, initial findings frequently
resulted in new questions, steering our investigation in different
directions. Genevia seamlessly navigated these pivots.”

Dr. Melissa Vrohlings
Translational Science Leader, CDR-Life

Full interview: geneviatechnologies.com/references/cases/characterizing-a-
cancer-immunotherapy-target-with-genomic-data/

200P | Precise tumor & patient selection for CDR404: A bispecific &
bivalent MAGE-A4 T cell engager

G. Giacomazzi', M. Liivrand®, R. Hieta®, N. Dupuis’, D. Rondas”, P. Swatkowski’,
M. Vrohlings®, D. Lenherr-Frey’, L Borras®, 5. Biswas’, R. Leidner'”, E. Calvo™

1Assoy Development, CellCarta, Antwerpe, Belgium; “Bloinformotics Core, Genevio
Technologies, Tampere, Finland; "Scientiﬁc Business Development, CellCarta, Ant-
werpe, Belgium; “Clinical Operations, CeilCarta, Antwerpe, Belgium; *Global Regula-
tory Affairs, CellCarta, Naperville, I, USA; “Translational Sclence, COR-Life Inc.,
Horgen, Switzeriand; d Prafect Management, CDR-Life, Hargen, Switzerland; IResearch,
CDR-Life, Haorgen, Switzerland; SCJJnIcaf, CDR-Life Inc., Hargen, Switzerland; Yearle A
Chiles Research Institute, Providence Cancer Institute, Southfield, Ml, USA; "'Dept.
Eariy Clinical Drug Development, Hospital Modrid Norte San Chinorro - Centro integral
Oncologico Clara Campal, Madrid, Spain

Background: A phase 1 trial of COR404, zn antibody-based T-cell engager (TCE) tar-
geting MAGE-A4, Is planned for 2024. CDR4D4 binds ta a MAGE-A4 peptide presented
on cancer cell surface HLA-A2. There are no validated assays to measure HLA peptide
presentation. RNA sequencing or immunohistochemistry (IHC} for total MAGE-A4 can
be used as surrogates. To identify tumors for trial inclusion and enable precise patient
selection, we performed bioinformatic analyses and campared two IHC antibodies.

Methads: 32 solld tumars were salected from the TCGA dataset and ranked hased on
MAGE-A4 mRNA prevalence and expression (high to low}. To assess protein expres-
sion, we compared specificity of two commercial MAGE-A4 antibodies for patient
selection: an anti-rabbit E701V clone and an anti-mouse OTI1FY clone. Cross reac-

tivity to MAGE-A family members was confirmed using IHC of Individually transfected
HEK293 cells.

Results: In ranking order. we identified 6 (RNA'™ tumors: sauamaus lung (LUSC).
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In silico tumor immune microenvironment (TIME) analysis of non-small cell lung
cancer (NSCLC) to inform clinical development of CDR404: A first-of-its-kind

MAGE-A4 targeted T-cell engager.
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Case: Herantis Pnarma

e Theclient

e AFinnish biotech company developing a

peptidomimetic molecule (based on CDNF) “She [Genevia’s bioinformatician] is able to explain the technical side very
to treat Parkinson’s disease well to us non-bioinformaticians and has been very patient with our
questions. This is very important in this kind of interface where we
understand the biology and she has the bioinformatics and

o Spatlal and bulk tra nscriptOmiC methodological knowledge”
d ata danda lyS|S Dr. Henri Huttunen

CSO, Herantis Pharma

e To study the mechanisms of action in

precli nical disease models Full interview: geneviatechnologies.com/references/cases/investigating-the-mechanism-of-action-of-a-
disease-modifying-treatment-for-parkinsons-disease-using-bulk-and-spatial-transcript/
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Lase: VB / KU Leuven

“The keyword here is collaboration. Typically, when contracting a
service, you specify what you want, and the next interaction occurs
months later -- with Genevia, it’s different.”

e Theclient .y
r. Lynette Lim

« Adevelopmental neurobiology group Group Leader, VIB / KU Leuven

Full interview: geneviatechnologies.com/references/cases/

® An a lyS|S an d | ntegratl on Of building-a-neuronal-atlas-with-single-cell-technologies/
single-cell datasets

e Aims: build neuronal single-cell atlas, study
developmental trajectories

bioRyiv e
Neu ron THE PREPRINY SERVER FOR BIOLOCGY

Cortical somatostatin long-range projection neurons
and interneurons exhibit divergent developmental

traJGCtOl'les New Resuits A Follow this preprint
Graphical abstract Authors A si all it . ¢l of de . inhibit eal
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Case: Weill Cornell Medical College

° The Clie Nt “I really appreciate the way he [Genevia’s bioinformatician] took it

upon himself to take the lead.”

o Adevelopmental/regenerative neurobiology e
r. vionu sanni

group Group Leader, Weill Cornell Medical College

¢ Sl N gle'ce l l R N A'Seq d a ta Full interview: geneviatechnologies.com/references/cases/studying-

. neural-circuit-development-with-single-cell-rna-sequencing/
analysis

e Aims: molecular characterization of cortico-
brainstem neurons (CBN) vs corticospinal PP ——————r———
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genetic markers for waist-hip ratio in African populations

| Guanjie Chen? |
| ACCME Research Group as part of the
| Clement A. Adebamowo ™ |

Abstract

Chiuctive: Lncerstancing the gEnetk Lndarpinnings of 1evwesomeres waits in
Chverse (mymial aon & ol oe paning doghdsinlo hein brobog cd e bans ns a0
patentisl irplication: for hesith

Methcds: ‘We conousted 3 zenome-wide asod ation stucy meta-snalysls, ad gana sat
anadysis of wa s hip o AVHRL WHR adj ved e SMIVHR SRV was’ Csoans
farexe. OML ad “eight usg the African Colsbarative Comer for Microbiare snd
Grrroics Raessarch (ACSME) wohort (0 = = 11,000) fur divcuvery ad pole i soure
tapet analyses and the Mo Aarerca Ciabetes Meltus (AACKN) study b o ~5200)
for rezication and pohygonic score wldonkon. We gorerated and compsred pehygonic
seorwe from Buropsn, Al-ica, A 10-Carilban, anc rm Usthe i sty popdation.
Realss: The bop ke assodated with each trait in tre meta-anabveis wee in D34
(FE271B26 o= S90 % 1575 tee AWHE and e /308003 Jo = 1.2 « 107 %] ror
\VHRCIB MR, 193701 (559775050 [0 = 366 x 10 ") forwaist tircum'seence), INPR43

wwwnatarecominjhe ESHG

ARTICLE OFEN '
Genome, HLA and polygenic risk score analyses for prevalent

and persistent cervical human papillomavirus (HPV) infections

Sally N. Adebamowd (3 ', Adebowale Ageyemo (), Amcs hodu/o Poter Aaun Bunmi Aub-‘ Fasteed A, aanu.
Ayotunde O. Famocto', rayede Coende®, UChwd OMang'™”, Caynka Clanhyen™, Sann Ologun™ Chares Rotim (07 anc , ACKM:E
Research Crosp s pan of the 1IAfrca Cansertun and Clement A Adetanowo ('

© The Avthorld 2024

QeNeNC vanarts T, Usaere SLSOrpDNtY 0 (ernCcE NGNSk Purran PEIDmEVIFUS (NHFY) NEeCTON: 3% Rrgely unnown, we
wenduuied doruvery geumewide ascclalun sudies (SWAS), repica jun, ineleranelnb ard wiscelastios, gureraee pelygeric
1k sones (PFS) and wzariesd Un anoveton of dashal HLA divhes ard corvical hnt497 lafe Uons in o wolet of over 30,000
wormen, We dentified gesome-wide dguificant vardants for prevalent wil PV arvard LDOZ ans for persistent hellPY near TPTTZ,
SMADZ, and COIHN 2, which cwde for proteinu that ace signif Cantly expressed 0 Tve humas endocervic Cenetic vaniats assoc ated
with penlatert hHIV are In genes erricyed for the andgen proceaing and presentation gene act. 1LA-ONBI*13:02, L2

DQB *05:02 and HLA CAM *03L1 were macclated with nccssec ritk, and HLA D311 203 wa sasocletec wih decressed rbk of
persiitent MHPV, The inayses of geptids bindng predictiens shoved that HLA DRBY alleles that were positively assodiated with
persitent MHPY shawed weaker bnding wih peptices dedved bom MHPV proteins ande vize veria. The PIS lor persisiert HPV
with the best medel A had 3 Pvabse theeshold (FT) of 0,001 ane a p value «f 006 ( leg10{006 « 1.22). The fnding: o this tudy
wpad ou underctanding of genetic ricc factors for hrdPV infoction and pe and highlight the rclec of MMC clae 1
malecidee n Ml infacton

Ewrcoed Jomal of Humen Geretics Q024) 32708-716 hos//doioee/10,1938/541431492301521-7

INTRODUCTION

Human popllomavins (PY) indector k the wveond moc
camnoa oogenic infecior in the word. accounting ‘or 314%
of al infection-atritutable cancers (63000 of 22 millon caies)
globelly[1,2). Persisten: HV nfection (which is HPV tast pasitivity
at consacutive Smepants, uswally seweral months apar) & 2
meceary But ot sufficler couse of encgesisgd et oraphaer

whvie thoie associated with persistent nfection were veir Death
Avewclated  Pretein gone (MR Catsnin Neka 2 (CTNNND),
MicoRNA 365b gene (MR3SS-2) and Nuclear Rezeptor Sabfamly
$ Groap A Menber 2 gene (ANRSA2) Te date ne ather GWAS of
cenicdl MPV iafection has been corducted. Caxddale gene
assocktion gtudier povide addrional insights int) the genetic
mko 0 pevilest anc persbient cervical MYV Infecion, by, few



https://doi.org/10.1002/oby.24123
https://doi.org/10.1002/oby.24123
https://doi.org/10.1002/oby.24123
https://doi.org/10.1038/s41431-023-01521-7
https://doi.org/10.1038/s41431-023-01521-7
https://doi.org/10.1038/s41431-023-01521-7

‘The keyword here is collaboration”

“It’s a whole different level of professionalism; a
service, but on an academic level.”

Dr. Robert Hansel-Hertsch
University of Cologne

“With a company like Genevia, there is a team with
a range of different competencies, and you can
trust that they are always up to date.”

Dr. Eric Feraille
University of Geneva

“I really appreciate the regular meetings, being
kept up to date, and having very easy access to
everything.”

Dr. Laura Stone
University of Minnesota
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“It’s not just somebody doing what | ask them to
do and then emailing me a report - it’s
collaborative.”

Dr. Rhoel Dinglasan
University of Florida

“Data safety and security are paramount for
Genevia -- | feel more secure compared to certain
previous collaborations.”

Dr. Michaela Lucas
University of Western Australia

“The keyword here is collaboration. Typically,
when contracting a service, you specify what you
want, and the next interaction occurs months later
-- with Genevia, it’s different.”

Dr. Lynette Lim
VIB /| KU Leuven

“I would, without a doubt, recommend Genevia -
this collaboration has been just easy and great in
many ways.”

Dr. Henri Huttunen
Herantis Pharma

“I think Genevia’s service definitely was an asset,
and | highly recommend it: every time | give a talk
somewhere | talk about Genevia.”

Dr. Vibhu Sahni
Weill Cornell Medical College

“lInitial findings resulted in new questions,
steering our investigation in different directions.
Genevia seamlessly navigated these pivots.”

Dr. Melissa Vrohlings
CDR-Life



https://geneviatechnologies.com/

-iNd out what we can provide In e g
your project! GeneVia

Technologi



mailto:info@geneviatechnologies.com

