
30 F - Blois
45 F - Lormont
29 F - Lormont
36 F - Poitiers
32 F - Blois
23 F - La Rochelle
31 F - Blois
39 F - Lormont
37 F - Paris
33 F - Valloire Sur Cisse
26 F - St Marcellin En Forez
43 F - Poitiers
44 F - St Georges Les Baillargeaux
35 F - Poitiers
28 F - Champagne au Mont DOr
27 F - Lyon
34 F - Poitiers
38 F - La Force
40 F - Montpelliers
41 F - Prigueux
42 F - Trescleoux
52 F - Dieulet
55 F - Angoulme
24 F - Paris
25 F - La Rochelle
51 F - La Rochelle
46 Taiwan
50 French Guiana
53 French Guiana
49 French Guiana
48 F - Nogent Sur Marne
54 F - Vincennes
47 F - Blois
56 F - Colomiers
57 Mexico
20 Ghana
21 Ghana
17 Ghana
13 Ghana
12 Ghana
10 F - Beaufort En Valle
9 Ghana
8 F - Beaufort En Valle
22 Taiwan
18 Taiwan
16 F - Avignon
7 Taiwan
6 Kenya
5 Kenya
4 United States
3 United States
2 United Kingdom
1 China
15 Kenya
19 Kenya
14 Kenya
11 F - Angoulme
59 Not BSF - F - Bayonne
60 Not BSF - F - Bayonne
58Not BSF - F - Bayonne
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Tree scale: 0.01

Phylogeny based on the complete 
mitochondrial genome 
of Hermetia illucens with 
the ATP8 gene sequence removed.

ML phylogenetic tree, of 57 mitochondrial DNA 
sequences of Hermetia illucens, 
deprived of D-Loop regions. MAFFT
 was used to align the sequences,
500 Bootstrap replicas were performed. 
The outgroup used is Exaireta spinigera (Stratiomyidae). 


