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Supplementary Figure S1. DNA profile and Length distribution of sequence reads. a) Length distribution profile on the Agilent Tape Station of the genomic DNA extracted from the muskox kidney sample. Based on the internal 100 bp calibration marker, the sampled DNA used in the study has a peak length of 22,553 bp. b) Length distribution of PacBio CLRs generated on the Sequel II. Reads below 2 kb were discarded. c) Read count, N50 and estimated genome coverage of the reads used in the assembly were tabulated, along with a breakdown for each length category. A total of 16,756,911 reads were used, summing up to 207,603,336,852 bases, representing an estimated genomic coverage of 71.6x.
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Supplementary Figure S2. Contamination Assessment for the Muskox Assembly.  The assembled and polished muskox assembly was assessed for foreign DNA contaminants by blasting it against NCBI’s non-redundant Nucleotide (nt) database in decreasing phylogenetic distance from muskox. The filters in sequential order are (1) selected genome assemblies of the sheep, takin and goat, (2) members of the Caprinae family, (3) other members of the Pecora family, and (4) organisms outside the Pecora family. (5) non-Pecora hits are further categorized into different lineages (a) to (l), with their definitions based on NCBI’s Taxonomy categories: (a) Bacteria = Bacteria (NCBI:txid2); (b) Protist = Eukaryota (txid759) minus [Viridiplantae (txid33090), Rhodophyta (taxid2763), Metazoa (txid33208), and Fungi (txid4751)]; (c) Plants = Viridiplantae (txid33090); (d) Fungi = Fungi (txid751); (e) Invertebrates = Metazoa (txid33208); (f) Fishes = Actinopterygii (txid7898); (g) Amphibians = Amphibia (txid8292); (h) Mammals = Mammalia (txid40674) ; (i) Reptiles = Sauropsida (txid8457) minus Aves (txid8782); (j) Birds = Aves (txid8782); (k) Viruses = Viruses (txid10239); (l) Others = None of the above.  “No significant blast hits” filters out blast hits with length <100 bp. Blast hits that are >50% repeat-masked are not counted when hit outside the Reference genomes. A contig 25,142 bp in length was found to be a contaminant from the b-proteobacterial family of Comamonadaceae, and has been removed from the final assembly.
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