& . IHQpitaIuniversitaire '77\

l g Meére-enfant S ] Université
= Robert-Debré : de Paris

Necker

AAAAAAAAAAAAAA

Contribution oftranscriptomics
IN nephropathology

P. ISNARD

Hopital Necke Enfants Malades et Hopital Robert Debré
Université de Paris



Introduction (1)

The traditional tasks of the pathologist
- Correct diagnosis of diseases

- Understandpathophysiology




Introduction (2)

Personalized medicine

(ollecting and analyzing the tremendous amounts of medical data




The concept oPathomics
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Transcriptomics

Whole KidneyTranscriptomics
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The Revised (2013) Banff Classification for Antibody-
Mediated Rejection of Renal Allografts: Update,
Difficulties, and Future Considerations
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Understanding the renal pathology of SAR®\/2



Understanding the renal pathology of SAR®\2

@ —— » Healthykidneysn=6 N

Control

\ z / FISH positivkidneysn = 4

FISHhegativekidneysn = 5 ||

COVIEL9

RNAse@nalysioof COVIEL9Kidneys
Isnard et alSubmitted



SARSCoV2 renalinfection elicits a specificmolecularsignature
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XAF1 is dramatically induced in SARS-CoV2 infected kidneys

FISH positive ATl kidneys vs healthy kidneys
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Conclusion

Specific molecular signature in SARS-CoV2
infected kidney

XAF1 is dramatically induced in SARS-CoV?2
infected kidney

32 patients
7 French hospitals
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Exploring kidney pathology using spatmanscriptomics(1)
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