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FIGURE CAPTIONS

Fig. 1 Endogenous DNA content across library preparations. A) Proportion of final nuclear
genome assembly attributable to sequencing reads from each library. B) MEGAN assignment of
taxonomic affiliations for individual sequencing reads. C) Proportions of reads assigned to avian
species by taxonomic profiling compared to proportions mapped to the emu reference genome.
Fig. 2 Little bush moa genome assemblies. A) De novo assembled mitochondrial genome, with
locations of annotated genes and RNAs indicated. Inward-facing plot shows per-base depth of
coverage (DoC). B) Reference-based nuclear genome assembly (illustrated for the original moa
assembly). Alternating gray and blue sections along outer circle indicate individual scaffolds in
order of decreasing size. Inward-facing plot shows depth of coverage calculated in ten non-
overlapping windows per scaffold.

Suppl. Fig. S1 Patterns of DNA damage estimated for reads mapping to the little bush moa
nuclear (A, B) and mitochondrial (C, D) genomes are consistent with expectations for aDNA.
A,C) Excess of purines immediately preceding strand breaks (note that observed coordinates for
purine enrichment are shifted slightly relative to expectations likely due to some fragments
resulting from DNA shearing during library preparation). B,D) Increased C-to-T transitions
towards fragment edge.

Suppl. Fig. S2 Mitochondrial control region sequence corroborates taxonomic identity of the
little bush moa specimen. Sequence from the current study is shown at the top, with
representative little bush moa sequences aligned below. GenBank accessions for published
sequences are followed by specimen identifiers from Bunce et al. (2009), and dots indicate
identity with the first alignment sequence. Samples originating from the South Island of New

Zealand are shaded in blue, those from the North Island in yellow, and the 30 bp control region
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‘snippet’ of McCallum et al. (2013) is boxed.

Suppl. Fig. S3 Polymorphic microsatellite repeat identified from the little bush moa nuclear
genome. A) Partial sequence for microsatellite anoDid_tri6 showing the consensus genome
sequence in black, with mapped reads below. Partners belonging to the same read pair are
shaded with the same color, while unpaired reads or those whose partner falls outside the
illustrated region are shaded in gray. The microsatellite repeat region is boxed, showing the
heterozygous GTT7/GTTy genotype for this individual. B) Multiple sequence alignment with the
corresponding genomic region from other ratites. The microsatellite repeat region is boxed.
Suppl. Fig. S4 The 4 amino acid deletion in CUX1 of the Galapagos cormorant (P. harrisi)

described by Burga et al. (2017) is not shared with other flightless birds (penguins and ratites).
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