README: Overview

This repository contains supplemental data for:

Varney RM et al. 2020. The iron-responsive genome of the chiton Acanthopleura granulata. Genome Biology and Evolution. 

############################

NCBI Accession numbers for the genome and all generated chiton transcriptomes are in a spreadsheet under Links_to_Raw_Data. 

[bookmark: _GoBack]Configuration files for the genome assembly, as well as a copy of the final genome scaffolds, is under GenomeAssembly.

Multiple genome annotations can be found under GenomeAnnotations, a larger gene set that likely contains redundant isoforms and a more stringent gene set that may be missing some genes. Both are provided to provide either a highly-complete or closer-to-accurate option for the chiton gene set. 

Laboratory protocol for DNA extraction is under OtherProtocols.

Raw input/output files from RepeatModeler, SilkSlider, SIREs, OrthoVenn, OrthoFinder, Phylogenetic analyses, KEGG, SwissProt. and GO annotations, as well as the phylogenetic analyses of each separate biomineralization gene investigated, are under GenomeAnalyses.
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