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sixth of tardigrade genes originate from Iurmional HGT events is an
artifact of undetected contamination.
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ptation to the new transcriptional environment in-

cludmg acquisition of spliccosomal introns, acclimatization to

host base composition and codon use bias, and evidence of active
transcription (c.g., in mRNA sequencing data) (35, 36).

Another source of foreign sequence in genome assemblies is

contamination, which is easy to generate and difficult to sepa-

rate. Genomic sequencing of small target organisms requires the

Jennifer R. Tenlen, Frank W. Smith, Jeremy R. Wang, Kiera A.
Patanclla, Erin Osborne Nishimura, Sophia C. Tintori, Qing Li,
Corbin D. Jones, Mark Yandell, David N. Messina, Jarret
Glasscock, and Bob Goldstein, which appeared in issue 52, De-
cember 29, 2015, of Proc Natl Acad Sci USA (112:15976-15981;
first published November 23, 2015; 10.1073/pnas.1510461112).
The authors wish to note the following: “The data deposition
footnote included in our published manuscript provides a link to an
outdated version of our genome assembly. The version of the as-
sembly that was used in our paper has been uploaded to GitHub and
is available at the following link: https:/github.com/Hd-tg-genome/
PNAS_response/tree/master/Postfiltered_assembly.”
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