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	Gene Set
	Number
	Average pretranscript
length (bp)
	Average CDS length (bp)
	Average exons per gene
	Average exon length (bp)
	Average intron length (bp)

	ab initio
	Augustus
	17,268
	42,553
	1,044
	4.63
	226
	11,450

	
	SNAP
	16,498
	95,645
	1,419
	8.08
	176
	13,303

	
	GlimmerHMM
	25,476
	32,619
	892
	3.03
	295
	15,646

	
	Braker2
	15,472
	60,531
	1,317
	6.31
	209
	11,122

	Homolog
	Exonerate
	34,940
	5,918
	354
	1.69
	210
	8,069

	Transcriptome
	StringTie+TransDecoder
	20,201
	53,261
	961
	4.56
	211
	12,233

	
	PASA
	62,692
	22,136
	1,493
	2.77
	539
	11,641

	EvidenceModeler
	
	18,815
	54,426
	1,137
	5.26
	216
	12,522
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Supplementary   Table  S 4 .  Desert locust genome annotation details    

Gene Set  Number  Average  pre transcript   length (bp)  Average  CDS  length  (bp)  Average  exons per  gene  Average  exon  length  (bp)  Average  intron  length  (bp)  

ab initio  Augustus  17,268  42,553  1,044  4.63  226  11,450  

SNAP  16,498  95,645  1,419  8.08  176  13,303  

GlimmerHMM  25,476  32,619  892  3.03  295  15,646  

Braker2  15,472  60,531  1,317  6.31  209  11,122  

Homolog  Exonerate  34,940  5,918  354  1.69  210  8,069  

Transcriptome  String T ie+TransDecoder  20,201  53,261  961  4.56  211  12,233  

PASA  62,692  22,136  1,493  2.77  539  11,641  

EvidenceModeler   18 , 815  54,426  1,137  5.26  216  12,522  

   

