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Chronologie des foyers HSN1 HP seéquenceés depuis Oct 2025 .
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Context FR18 FR20 FR21 NoGenotypable

backyard 0 8 0 1
captive 0 2 0 0
poultry 0 79 0 1
wild 1 123 1 13

Total 1 212 1 15

Total

9

2
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Context FR19
backyard O
captive 0
poultry 0
wild 7

Total 7(+6)

FR20 FR21 NoGenotypable

13(+5) 0O 1
7 (+5) 0 0
116(+37)0 3 (+2)
169(+46)1 21(+8)

305(+93)1 25 (+10)

Total
14 (+5)
7 (+5)

119(+39
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198 (+40)

338 (+1p9)
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Répartition géographique des clusters phylogénétiques 2
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Cluster ID (Effectif)

® c1(n=13) & c22im=1) © C36(n=1)
® ciom=1 @ c2am=1) @ caTm=1)
)
)

® ci2n=1) @ c26m=1) @ cagn=2

! @ c13pn=1) & c27in=1) @ cam=7)
L @ ciam=1 O c28m=3) @ c4o(n=1)
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N @ c20(n=1) & C34(n=3) @ CI(n=1}
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15/01/2026

> 40 introductions primaires estimées en élevage +

©oEel

bassecours + captif (France)




