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The authors apologise for errors that appear in the molecular phylogenetic analyses of the
ND1 locus. The ND1 sequences of Brachylaima mesostoma, NCBI Acc. Nos. KT074969
and KT074970, were accidentally replaced with incorrect ones, which resulted in a slightly
longer branch of the species in Fig. 2B and related supplementary material Fig. S4, inclusion
of incorrect sequences in Table S5, different maximum likelihood fits in Table S9, and incor-
rect estimates of interspecific variability between B. mesostoma and other tested
Brachylaimidae in Table 3. Please find below the corrected materials. The conclusions of
the study are not affected by this correction.

The interspecific variability between B. mesostoma and the other species, reported initially in
Table 3, was as follows: L. paradoxum 1.350 ± 0.301, L. vogtianum 1.491 ± 0.327, L. subtilis
1.337 ± 0.287 base differences per site generated by averaging over all sequence pairs between
groups (means ± S.E.). There was no intraspecific variability between the two analyzed
B. mesostoma sequences.
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Fig. 2. Maximum-likelihood analysis of sequences of mitochondrial DNA loci [CO1 (A) and ND1 (B)] of Brachylaimoidea.
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Figure S4. Phylogenetic tree (50% majority-rule consensus) based on Bayesian inference of Brachylaimoidea ND1 locus. Color of branches indicates Bayesian pos-
terior probabilities. We obtained the following summary statistics for the for analysis performed: average standard deviation of split frequencies 0.0028, maximum
standard deviation of split frequencies 0.0100, average potential scale reduction factor 1.005, and maximum potential scale reduction factor 1.008.
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Table S5. Alignment of trimmed ND1 locus corresponding to nt. 25–424 (400 bp) of Leucochloridium paradoxum KP903708, which consisted of partial ND1 coding
sequence.
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Table S5. Continued

Table S9. Maximum likelihood fits of 24 nucleotide substitution models for the ND1 locus (14 sequences with a total of 398 positions in the final dataset), with all
sites used for the analyses, including the gaps. For each model, we calculated the Bayesian information critetion, Akaike information criterion (corrected) and
maximum likelihood values.

Model #Param BIC AICc lnL Invariant Gamma R Freq A Freq T Freq C Freq G

HKY+I 30 3823.5 3625.0 −1782.4 0.28 n/a 2.30 0.21 0.42 0.11 0.27

HKY+G+I 31 3828.4 3623.3 −1780.5 0.27 4.14 2.43 0.21 0.42 0.11 0.27

TN93+I 31 3832.0 3627.0 −1782.3 0.28 n/a 2.32 0.21 0.42 0.11 0.27

TN93+G+I 32 3836.8 3625.2 −1780.4 0.27 4.04 2.46 0.21 0.42 0.11 0.27

HKY+G 30 3837.1 3638.7 −1789.2 n/a 1.74 1.60 0.21 0.42 0.11 0.27

TN93+G 31 3845.7 3640.7 −1789.2 n/a 1.74 1.60 0.21 0.42 0.11 0.27

GTR+I 34 3852.3 3627.4 −1779.5 0.27 n/a 2.15 0.21 0.42 0.11 0.27

GTR+G+I 35 3854.8 3623.3 −1776.4 0.25 3.29 2.29 0.21 0.42 0.11 0.27

GTR+G 34 3862.6 3637.8 −1784.7 n/a 1.71 1.62 0.21 0.42 0.11 0.27

HKY 29 3868.3 3676.5 −1809.1 n/a n/a 1.30 0.21 0.42 0.11 0.27

TN93 30 3876.8 3678.3 −1809.0 n/a n/a 1.30 0.21 0.42 0.11 0.27

GTR 33 3896.4 3678.1 −1805.9 n/a n/a 1.31 0.21 0.42 0.11 0.27

T92+I 28 3934.5 3749.3 −1846.5 0.31 n/a 1.85 0.31 0.31 0.19 0.19

T92+G+I 29 3939.5 3747.6 −1844.7 0.19 1.33 1.84 0.31 0.31 0.19 0.19

T92+G 28 3943.4 3758.2 −1850.9 n/a 1.80 1.36 0.31 0.31 0.19 0.19

T92 27 3968.1 3789.5 −1867.6 n/a n/a 1.16 0.31 0.31 0.19 0.19

K2+I 27 3995.0 3816.4 −1881.1 0.29 n/a 1.45 0.25 0.25 0.25 0.25

K2+G 27 4000.4 3821.8 −1883.8 n/a 1.85 1.25 0.25 0.25 0.25 0.25

K2+G+I 28 4000.8 3815.6 −1879.6 0.14 1.31 1.51 0.25 0.25 0.25 0.25

K2 26 4020.2 3848.2 −1898.0 n/a n/a 1.10 0.25 0.25 0.25 0.25

JC+I 26 4034.6 3862.6 −1905.2 0.25 n/a 0.50 0.25 0.25 0.25 0.25

JC+G 26 4035.7 3863.7 −1905.7 n/a 1.99 0.50 0.25 0.25 0.25 0.25

JC+G+I 27 4040.6 3862.0 −1903.9 0.00 1.08 0.50 0.25 0.25 0.25 0.25

JC 25 4049.6 3884.1 −1917.0 n/a n/a 0.50 0.25 0.25 0.25 0.25
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