Exploring the effects of assembly strategies on differential gene expression analysis – A case study in a non-model crustacean species, the wild black tiger prawn (Penaeus monodon)
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S1. BUSCO compared genome-guided assembly with the arthropoda_odb10
# BUSCO version is: 5.5.0 
# The lineage dataset is: arthropoda_odb10 (Creation date: 2020-09-10, number of genomes: 90, number of BUSCOs: 1013)
# Summarized benchmarking in BUSCO notation for file /busco_wd/Trinity-GG-cdhit0.95.fasta
# BUSCO was run in mode: euk_tran
	***** Results: *****
	C:79.3% [S:66.8%, D:12.5%], F:9.0%, M:11.7%,n:1013	   
	804	Complete BUSCOs (C)			   
	677	Complete and single-copy BUSCOs (S)	   
	127	Complete and duplicated BUSCOs (D)	   
	91	Fragmented BUSCOs (F)			   
	118	Missing BUSCOs (M)			   
	1013	Total BUSCO groups searched		  
Dependencies and versions:
	hmmsearch: 3.1
	metaeuk: 6.a5d39d9
	busco: 5.5.0

S2. BUSCO compared genome-guided assembly with the eukaryota_odb10
# BUSCO version is: 5.4.4 
# The lineage dataset is: eukaryota_odb10 (Creation date: 2020-09-10, number of genomes: 70, number of BUSCOs: 255)
# Summarized benchmarking in BUSCO notation for file /home/tham/busco/Trinity-GG-cdhit0.95.fasta
# BUSCO was run in mode: euk_tran
	***** Results: *****
	C:86.3% [S:75.7%, D:10.6%], F:8.2%, M:5.5%,n:255	   
	220	Complete BUSCOs (C)			   
	193	Complete and single-copy BUSCOs (S)	   
	27	Complete and duplicated BUSCOs (D)	   
	21	Fragmented BUSCOs (F)			   
	14	Missing BUSCOs (M)			   
	255	Total BUSCO groups searched   
Dependencies and versions:
	hmmsearch: 3.1
	metaeuk: 6.a5d39d9
	busco: 5.4.4

S3. BUSCO compared de novo assembly with the arthropoda_odb10
# BUSCO version is: 5.5.0 
# The lineage dataset is: arthropoda_odb10 (Creation date: 2020-09-10, number of genomes: 90, number of BUSCOs: 1013)
# Summarized benchmarking in BUSCO notation for file /busco_wd/Trinity-denovo-cdhit0.95.fasta
# BUSCO was run in mode: euk_tran
	***** Results: *****
	C:92.1% [S:67.6%, D:24.5%], F:3.7%, M:4.2%, n:1013	   
	933	Complete BUSCOs (C)			   
	685	Complete and single-copy BUSCOs (S)	   
	248	Complete and duplicated BUSCOs (D)	   
	37	Fragmented BUSCOs (F)			   
	43	Missing BUSCOs (M)			   
	1013	Total BUSCO groups searched	   
Dependencies and versions:
	hmmsearch: 3.1
	metaeuk: 6.a5d39d9
	busco: 5.5.0

S4. BUSCO compared de novo assembly with the eukaryota_odb10
# BUSCO version is: 5.4.4 
# The lineage dataset is: eukaryota_odb10 (Creation date: 2020-09-10, number of genomes: 70, number of BUSCOs: 255)
# Summarized benchmarking in BUSCO notation for file /home/tham/busco/Trinity-denovo-cdhit0.95.fasta
# BUSCO was run in mode: euk_tran
	***** Results: *****
	C:97.2% [S:79.2%, D:18.0%], F:1.2%, M:1.6%, n:255	   
	248	Complete BUSCOs (C)			   
	202	Complete and single-copy BUSCOs (S)	   
	46	Complete and duplicated BUSCOs (D)	   
	3	Fragmented BUSCOs (F)			   
	4	Missing BUSCOs (M)			   
	255	Total BUSCO groups searched		   
Dependencies and versions:
	hmmsearch: 3.1
	metaeuk: 6.a5d39d9
	busco: 5.4.4 # BUSCO version is: 5.4.4 

