	XML
	Chado Base Table
	Chado Column

	Taxon->ScientificName
	organism
	genus

	Taxon->ScientificName
	organism
	species

	IdList->Id
	organism_dbxref
	dbxref.accession

	Taxon->Rank
	organism
	type_id

	Taxon->OtherNames->CommonName
	organism
	commonname

	Taxon->ScientificName (if included)
	organism
	infraspecific_name

	NA
	organism
	comment


Table S1.  Mappings for NCBITaxon metadata into the Chado organism and organism_dbxref tables, based on Tripal core importers. 



	XML
	Property term

	Taxon->Lineage
	local:lineage

	Taxon->GeneticCode->GCId
	local:genetic_code

	Taxon->GeneticCode->GCName
	local:genetic_code_name

	Taxon->MitoGeneticCode->MGCId
	local:mitochondrial_genetic_code

	Taxon->MitoGeneticCode->MGCName
	local:mitochondrial_genetic_code_name

	Taxon->Division
	local:division

	Taxon->OtherNames->GenbankCommonName
	local:genbank_common_name

	Taxon->OtherNames->Synonym
	local:synonym

	Taxon->OtherNames->GenbankSynonym
	local:synonym

	Taxon->OtherNames->Includes
	local:other_name

	Taxon->OtherNames->EquivalentName
	local:equivalent_name

	Taxon->OtherNames->Anamorph
	local:anamorph


Table S2. NCBITaxon to Chado Organism property mappings. Properties are inserted in the 
chado.organismprop table.



	XML
	Chado Base Table
	Chado Column

	Journal
	pub
	title

	NA
	pub
	volumetitle

	Volume
	pub
	volume

	NA
	pub
	series_name

	Issue
	pub
	issue

	PubDate
	pub
	pyear

	MedlinePgn
	pub
	pages

	NA
	pub
	miniref

	(Citation built from multiple keys)
	pub
	uniquename

	PublicationType
	pub
	type_id

	NA
	pub
	publisher

	NA
	pub
	pubplace

	AuthorList
	pubauthor
	surname/givennames/suffix


Table S3.  Pubmed XML to Chado pub and pubauthor mappings, based on Tripal core importers.
[image: ]
Figure S1. Imported NCBI Taxon 7004 (Locusta migratoria).
[image: ]
Figure S2. Imported Pubmed ID 24423660.
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The locust genome provides insight into swarm
formation and long-distance flight.
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Wang X, Fang X, Yang P, Jiang X, Jiang F, Zhao D, Li B, Cui F, Wei J, Ma C, Wang Y,
He J, Luo Y, Wang Z, Guo X, Guo W, Wang X, Zhang Y, Yang M, Hao S, Chen B, Ma Z,
Yu D, Xiong Z, Zhu Y, Fan D, Han L, Wang B, Chen Y, Wang J, Yang L, Zhao W, Feng
Y, Chen G, Lian J, Li Q, Huang Z, Yao X, Lv N, Zhang G, Li Y, Wang J, Wang J, Zhu B,
Kang L. The locust genome provides insight into swarm formation and long-distance
flight.. Nature communications. 2014; 5:2957.

Locusts are one of the world's most destructive agricultural pests and represent a
useful model system in entomology. Here we present a draft 6.5Gb genome sequence
of Locusta migratoria, which is the largest animal genome sequenced so far. Our
findings indicate that the large genome size of L. migratoria is likely to be because of
transposable element proliferation combined with slow rates of loss for these
elements. Methylome and transcriptome analyses reveal complex regulatory
mechanisms involved in microtubule dynamic-mediated synapse plasticity during
phase change. We find significant expansion of gene families associated with energy
consumption and detoxification, consistent with long-distance flight capacity and
phytophagy. We report hundreds of potential insecticide target genes, including cys-
loop ligand-gated ion channels, G-protein-coupled receptors and lethal genes. The L.
migratoria genome sequence offers new insights into the biology and sustainable
management of this pest species, and will promote its wide use as a model system.




