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Alignment of cDNA Copies of the AHR mRNA Sequence Variants Studied

The MegAlign module of the DNASTAR LaserGene 10 Core Suite was used. Sequence differences
with the present-day human reference AHR transcript sequence (upper line; curated “gold” standard
transcript AHR-201; Ensembl code ENST00000242057.8) are highlighted in red. The synthesized
complete modern human AHR cDNA sequence derived from ENST00000242057.8 is aligned below
(AHR_Modern.seq), and on the third line the complete Altai-Neanderthal cDNA sequence
(AHR_Neanderthal.seq) synthesized according to Prüfer et al. (2014) [Nature 505:43-49]. The extra 3’-
terminal T of these synthesis products was added based on the RefSeq AHR transcript NM_001621.4,
which is also curated. The respective sequence files of the modern human and Neanderthal AHR
cDNA synthesized are available in FASTA format (Supplementary Information, SI2 and SI3,
respectively). To show the difference with the AHR mRNA coding region sequence investigated by
Hubbard et al. (2016) [Mol Biol Evol 33(10):2648–2658], the next three lines show the alignment of the
coding region of the reference AHR mRNA (AHR_201_Hum_ENST00000245057.8_CDS.seq), and the
codon-optimized modern human AHR cDNA synthesized as the parent sequence
(AHR_Modern_Hubbard.seq) for the generation of their Neanderthal AHR cDNA
(AHR_Neanderthal_Hubbard.seq) by mutagenesis (two codons indicated by a green arrow).






























