Supplementary Table S2. Software parameter settings
	Software
	Version
	parameter setting used

	BBduk
	38.20
	minlength=80 ktrim=r qtrim=rl trimq=20 hdist=1 ftl=3 ftr=148

	nxTrim
	v0.4.3-778bea9
	--rf

	ABySS
	2.1.1
	abyss-pe -n np=125 v=-v k=120 n=1 N=23 s=300 S=300-1000

	LINKS
	1.7
	-k 24 -t 100,100,100,100,100,75,75,75,75,75,75,50,50,50 -d 5000,6000,7000,8000,9000,10000,11000,12000,13000,14000,15000,16000,17000,18000,19000,20000,25000,30000,35000,40000,45000,50000

	RepeatModeler
	2.0
	-engine ncbi -pa 3

	LTR_FINDER
	1.0.7
	default

	RepeatMasker
	4.1.0
	-engine ncbi -parallel 4

	RepeatProteinMask
	4.1.0
	-engine ncbi -noLowSimple -pvalue 0.0001

	tRNAscan-SE
	1.31
	default

	cmscan
	1.1.2
	--cut_ga --rfam 

	BLASTN
	2.6.0+
	-task blastn-short -ungapped -penalty -1 -reward 1

	miRNAFold
	-
	-L 100

	RNAfold
	2.4.14
	-p

	FastQC
	0.11.5
	--threads 10 --quiet

	cutadapt
	1.15
	--cores 10 --max-n 0 --quality-cutof 20,20 --minimum-length 100 -u 10 -u -5 -U 10 -U -5 -a A{100} -a AGATCGGAAGAGC -A A{100} -A AGATCGGAAGAGC

	HISAT2
	2.1.0
	--dta --max-intronlen 1000000

	StringTie
	2.1.1
	default

	TransDecoder
	5.0.2
	default

	Trinity
	2.8.4
	--SS_lib_type_RF --seqType fq --max_memory 200G --CPU 10

	Trinotate
	3.1.1
	As described on https://github.com/Trinotate/Trinotate.github.io/wiki 

	PASA
	2.4.1
	-I 1000000 --ALIGNERS gmap

	Augustus
	3.3.3
	--uniqueGeneId=true --noInFrameStop=true --gff3=on --strand=both --softmasking=on

	SNAP
	2006-07-28
	-gff

	GlimmerHMM
	3.0.4
	-f -g

	BRAKER2
	2.1.5
	--filterOutShort -gff3

	Exonerate
	2.4.0
	--model protein2genome --maxintron 1000000 --percent 50

	EvidenceModeler
	1.1.1
	--segmentSize 5000000 --overlapSize 10000

	Blastall
	2.2.26
	-p blastp -e 1e-05 -m 8 -F F

	BUSCO (protein mode)
	4.0.2
	-m prot -l insecta_odb10 --offline

	BUSCO (genome mode)
	4.0.2
	-m genome -l insecta_odb10 --offline
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Supplementary Table S 2 . Software parameter settings  

Software  Version  p arameter setting used  

BBduk  38.20  minlength=80  ktrim=r qtrim=rl trimq=20 hdist=1 ftl=3 ftr=148  

nx T rim  v0.4.3 - 778bea9  -- rf  

ABySS  2.1.1  abyss - pe  - n np=125 v= - v k=120 n=1 N=23 s=3 00 S=300 - 1000  

LINKS  1.7  - k 24  - t 100,100,100,100,100,75,75,75,75,75,75,50,50,50  - d  5000,6000,7000,8000,9000,10000,11000,1200 0,13000,14000,15000,16000,17000,18000,1 9000,20000,25000,30000,35000,40000,45000,50000  

RepeatModeler  2.0  - engine ncbi  - pa 3  

LTR _ FI NDER  1.0 . 7  default  

RepeatMasker  4.1.0  - engine ncbi  - parallel 4  

RepeatProteinMask  4.1.0  - engine ncbi  - noLowSimple  - pvalue 0.0001  

tRNAscan - SE  1.31  default  

cmscan  1.1.2  -- cut_ga  -- rfam    

BLASTN  2.6.0+  - task blastn - short  - ungapped  - penalty  - 1  - reward 1  

mi RNAFold  -  - L 100  

RNAfold  2.4.14  - p  

FastQC  0.11.5  -- threads 10  -- quiet  

cutadapt  1.15  -- cores 10  -- max - n 0  -- quality - cutof 20,20  -- minimum - length 100  - u 10  - u  - 5  - U 10  - U  - 5  - a  A{100}  - a AGATCGGAAGAGC  - A A{100}  - A AGATCGGAAGAGC  

HISAT2  2.1.0  -- dta  -- max - i ntronlen 1000000  

StringTie  2.1.1  default  

TransDecoder  5.0.2  default  

Trinity  2.8.4  -- SS_lib_type_RF  -- seqType fq  -- max_memory 200G  -- CPU 10  

Trinotate  3.1.1  As described on  https://gith ub.com/Trinotate/Trinotate.github.io/wiki    

PASA  2.4.1  - I 1000000  -- ALIGNERS gmap  

Augustus  3.3.3  -- uniqueGeneId=true  -- noInFrameStop=true  -- gff3=on  -- strand=both  -- softmasking=on  

SNAP  2006 - 07 - 28  - gff  

GlimmerHMM  3.0.4  - f  - g  

BRAKER2  2.1.5  -- filterOutSho rt  - gff3  

Exonerate  2.4.0  -- model protein2genome  -- maxintron 1000000  -- percent 50  

EvidenceModeler  1.1.1  -- segmentSize 5000000  -- overlapSize 10000  

Blast all  2.2.26  - p blastp  - e 1e - 05  - m 8  - F F  

BUSCO   (protein mode)  4.0.2  - m prot  - l insecta_odb10  -- offline  

BUSCO   (genome mode)  4.0.2  - m genome  - l insecta_odb10  -- offline  

 

