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Supplementary figures

Fig. S1. Bayesian phylogenetic tree of mtDNA D-loop sequence haplotypes that
were found in 10 indigenous chicken breeds and 12 red junglefowl populations in
Thailand. The tree was constructed with 420 D-loop sequences (A01, A02, ...Y, and Z),
which were defined by Miao et al.> and 22 D-loop sequences from GenBank (Table S6).
The groups of haplotypes are shown at the right side of the tree: A, B, C, D (ZY), E, F, G,
J and a minor-type of haplogoups H, I, K, X, and W, which is a complex of rare
haplotypes, including Hap_05. The divergence time of each node is shown at the right
side of the node. The nodes that have Bayesian posterior probabilities greater than 0.97
are indicated by magenta arrowheads. The haplotypes obtained in the present study are
highlighted in orange. The phylogenetic position of a unique haplotype Hap_38 is shown

by a blue arrowhead.

Fig. S2. Maximum-likelihood phylogenetic tree of mtDNA D-loop sequence
haplotypes that were found in 10 indigenous chicken breeds and 12 red junglefowl
populations in Thailand. The tree was constructed with 420 D-loop sequences (A01,
A02, ...Y, and Z), which were defined by Miao et al.” and 22 D-loop sequences from
GenBank (Table S6). Groups of haplotypes are shown at the right side of the tree: A, B, C,
D (ZY), E, F, G, J and a complex of rare haplogroups H, I, K, X, and W. The nodes that
have bootstrap values greater than 50% are indicated by magenta arrow heads. The
haplotypes obtained in the present study are highlighted in orange. The phylogenetic

position of a unique haplotype Hap_38 is shown by a blue arrowhead.



Fig. S3. Neighbour-joining tree of 10 indigenous chicken breeds and 12 red
junglefowl populations in Thailand, constructed using microsatellite markers. The
tree was constructed using Nei’s genetic distance based on the allele frequencies (Da) of
28 microsatellite markers. Ggg and Ggs within parentheses after the location names of

red junglefowls indicate Gallus gallus gallus and G. g. spadiceus, respectively.

Fig. S4. Locations of red junglefowl sample collection in Thailand. The photographs
of one individual at each location are shown except for two centres, Si Sa Ket and

Petchaburi.



