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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Portfolio guidelines for submitting code & software for further information.

Data
Policy information about availability of data

All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy

Field-specific reporting

MITE-hunter,

DANTE-Protein Domain Finder,

RepeatExplorer server,

Augustus (3.0.3),

GlimmerHMM (3.0.1),

SNAP (version 11/29/2013),

TBLASTN (2.2.18),

GeneWise (2.2.0),

Hisat2 (v2.0.4),

StringTie (v1.2.2),

PASA (version 2.0.2),

MAKER pipeline (v2),

Tophat2,

Samtools (v.0.1.19),

InterProScan (v5.28-67.0),

iTAK (v1.6),

OrthoMCL (1.4),

Café (v4),

MAFFT (v.7.310),

PAL2NAL (v14),

trimal (v1.4.1),

IQTREE (v1.6.12),

ModelFinder,

Pheatmap package (v1.0.12),

ASTRAL (v.5.6.1),

OrthoFinder (v2.2.7),

RAxML (v. 8.2.12),

InterProScan (v5.28-67.0),

iTAK (v1.6),

OrthoMCL (1.4),

Café (v4),

MAFFT (v.7.310),

PAL2NAL (v14),

trimal (v1.4.1),

IQTREE (v 1.6.12),

ModelFinder,

ASTRAL (v.5.6.1),

OrthoFinder (v2.2.7),

RAxML (v. 8.2.12),

BUSCO (v3.0.2),

MCMCTREE (v4.5),

PAML ,

MUSCLE (v3.8.31),

MCScanX,

QuIBL,

hmmer(v3.2.1)

The data supporting the findings of this work are available within the paper and its Supplementary Information files. A reporting summary for this article is available
as a Supplementary Information file. The genome and transcriptome data generated in this study have been deposited in the NCBI Sequence Read Archive database
under accession code PRJNA770110 [https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA770110], and CNSA of CNGBdb with accession code CNP0001771
[https://db.cngb.org/search/?q=CNP0001771].




