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Genetic predisposition and  
risk factors

Classification
Main clinical , pathological 
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Genetic predisposition and  
risk factors Classification

Constitutionnal
mutation of HNF1a

MODY3 Familial adenomatosis
Diabetes MODY3

Marked steatosis

Man
often specific context 

(glycogenosis, Danazol…)
Cytologic abnormalities

Pseudo-glandular formation

bbbb-catenin
activation
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mutation
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Genetic predisposition and  
risk factors Classification

Constitutionnal
mutation of HNF1a

MODY3 Familial adenomatosis
Diabetes MODY3

Marked steatosis

Man
Cytologic abnormalities

Pseudo-glandular formation

High risk of HCC

bbbb-caténin

mutation *
10-15%

IHCA ++

gp130 mutation *
>50%

Woman, man
Inflammatory infiltrates
Thick walled arteries

Sinusoidal 
dilatation/congestionUnclassified

10%

O
be

si
ty

A
lc

oo
l

HNF1aaaa
mutation

35-40%

O
ra

l C
on

tr
ac

ep
tio

n

G
ly

co
gé

no
si

s

constitutionnal 
mutation

of  CYP1B1

L-FABP -

GS + 
bbbb-catenin +

SAA/CRP+

**  these characteristics are frequent but not exclusive        

Main clinical , pathological characteristics **
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++ 10% of IHCA are also b-catenin activated  
* gp130 mutations are found in 60% of IHCA 
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Imaging technics suggesting an HCA diagnosis

HNF1aaaa inactivated HCA inflammatory HCA Undetermined subgroup of HCA  
and/or doubt with HCC

• Stop OC and androgen • lf no regression

Pathological reviewing
• IHC: LFABP, b-catenin, GS, CRP, SAA; if necessary: CD34, GPC3
• Search for b-catenin mutation if possible

• Genetic counselling if adenomatosis and/or   
familial history of HCA and/or MODY3
• Specific treatment of MODY3

HNF1aaaa inactivated HCA

nodule  � 5cm
Surgery *

Follow-up
• Clinical and MRI follow up of the remaining nodules until menopause
• Growing nodule (> 5cm) surgery or * RF or TAE

Consider « HCC » type of
treatment and follow-up

bbbb-catenin activated HCA
lnflammatory bbbb-catenin activated HCA 

or frontier with HCC
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inflammatory or 
non classified HCA

Treatment 
of obesity
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