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Genome metrics
Scaffolds: 3140,  206,901,552 bp
Mean sequence length: 65892 bp 
Min=1999 Q1=2453, median=3331 Q3=10551, max=4757643
GC content: 28.2%
A: 32.5%, T: 32.6%, G: 14.1%), C: 14.1%, N: 6.7%

Chunks with gap of N<=11: 10063 chunks, 193,087,093 bp
chunks >10Kb : 4254 chunks  (87%)
TEdenovo pipeline
On chunks > 10Kb (4254 chunks)
Provide a library of 1561 consensus (including  43 PotentialHostGenes) 
1st TEannot pipeline
Launched with TEdenovo library of 1561 consensus against all 10063 chunks
Result:  783 TE consensus with at least one Full-Length Fragment (FLF) + 32 PotentialHostGenes
2nd TEannot pipeline
Launched using 783 consensus (with at least one FLF in genome, from 1st TEannot)
Result: 
	
	Coverage
(bp)
	Coverage
(%genome)

	Raw annotation (not filtered)
	87594457
	45.4

	Identity >= 75 et Score >= 150
	51338032
	26.6



Files provided
#File containing chunk location on scaffolds
Cotesia_congregata_scaffolds_CcPLs_upd_header.fasta_chunks.map
#GFF file corresponding to raw annotation (not filtered)
Cotesia_mapGffOnSupctg_withoutHG.gff3
# GFF file corresponding to filtered annotation 
[bookmark: _GoBack]#Identity of alignment between match_part (TE fragment) and genome >75
#Score (Identity * alignment_length) > 150
Cotesia_mapGffOnSupctg_withoutHG_filtered_75_150.gff3
#Scaffold masked for TE fragment contained in Cotesia_mapGffOnSupctg_withoutHG_filtered_75_150.gff3 
Cotesia_congregata_scaffolds_CcPLs_upd_header_75_150.fa.mask
In progress
Distribution of the different TE categories and potential viral sequence repetitions actually considered as unclassified TE.
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