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Organism	groups	/	barcoding	regions	/	databases	
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Hu	et	al.	(2016)	Front	Microbiol	
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hbps://enasubmitguide.readthedocs.io/en/latest/	
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Pipeline	for	
denoising	&	taxon.	
annota%on	of	ASVs	

Illumina	(short	read)	data	
[Kalmar]	

Prokaryotes	(16S)	
Pro%sts	(18S)	
Fungi	(ITS)	

Metazoa	(COI)	

PacBio	(long	read)	data	
[Uppsala]	

Prokaryotes	(16S)	
Pro%sts	(18S)	
Fungi	(ITS)	

Metazoa	(COI)	
	
	

nf-core	collabora%on.		
Main	developer	Alexander	Peltzer,	Tuebingen	

Pipeline	under	construc%on	
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Example:	Percentage	of	SMHI	Bal%c	Sea	records	(tot	2975)	annotated	against	SILVA	db	vs.	
matching	BAS	taxonomy,	at	specified	or	lower	taxonomic	level	

Annotated	against	ref-db	 Matched	in	BAS	

Prokaryote taxonomy in SILVA db & BAS 

SILVA-GBIF	collabora%on	->	first	improvements	expected	'over	next	few	months'		
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occurrenceID	scienCficName	 taxonRank	kingdom	phylum	 class	 order	 family	 genus	

abc:256:11	 seq_1021	 unranked	 Archaea	 Euryarchaeota	Thermoplasmata	Thermoplasmatales	Marine_Group_II	

abc:256:12	 seq_2887	 unranked	 Bacteria	 Acidobacteria	 Subgroup_17	

occurrenceID	primerSequenceForward	primerSequenceReverse	 barcodeSequence	

abc:256:11	 CCTACGGGNGGCWGCAG	GACTACHVGGGTATCTAATCC	 GCGCGAAAACTTCACACTGCAGGAAACTGTGATGAGGGAACTCA	...	

abc:256:12	 CCTACGGGNGGCWGCAG	GACTACHVGGGTATCTAATCC	 TTAGGAATCTTCTGCAATGCGCGCAAGCGTGACAGATTGAGCCAG	...	

occurrenceID	scienCficName	 taxonRank	kingdom	phylum	 class	 order	 family	 genus	

abc:256:11	 Marine_Group_II	family	 Archaea	 Euryarchaeota	Thermoplasmata	Thermoplasmatales	Marine_Group_II	

abc:256:12	 Subgroup_17	 class	 Bacteria	 Acidobacteria	 Subgroup_17	

Occurrence	core	file	

asvID	 primerSequenceForward	primerSequenceReverse	 barcodeSequence	

seq_1021	 CCTACGGGNGGCWGCAG	GACTACHVGGGTATCTAATCC	 GCGCGAAAACTTCACACTGCAGGAAACTGTGATGAGGGAACTCA	...	

seq_2887	 CCTACGGGNGGCWGCAG	GACTACHVGGGTATCTAATCC	 TTAGGAATCTTCTGCAATGCGCGCAAGCGTGACAGATTGAGCCAG	...	

GGBN	Amplifica%on	extension	file	(currently	not	available	for	search	or	analysis	in	BAS)	

2.	Unique	ASV-IDs	(valid	across	samples	and	datasets),	linked	to	sequences	in	external	database	
		

1.	No	explicit	ASV-IDs	–	ASVs	uniquely	iden%fied	via	sequence	+	primer	abributes	in	BAS	

Occurrence	core	file	(non-Linnean	scien%fic	names	also	not	searchable	in	BAS)	

Separate	ASV	database	

Alternative data models for prokaryotes 
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D3.8	-	A1 Submission	service	of	sequencing-	and	metadata	to	INSDC	databases ● SU,	UU,	LnU,	KTH,	KI
D3.8	-	A2 Service	for	mapping	metabarcoding	data	to	reference	databases 	 ● SU,	UU,	LnU,	KTH,	KI
D3.8	-	A3 Database	of	reference	MOTUs	for	major	Swedish	biomes 	 ● SU,	UU,	LnU,	KTH,	KI
D3.8	-	A4 Service	for	metagenome	sequence	annotation 	 SU,	UU,	LnU,	KTH,	KI
D3.8	-	A5 Database	with	processed	Swedish	metagenome	data 	 SU,	UU,	LnU,	KTH,	KI

Deliverable                    2018     2019     2020 
  

D4.5	-	A1 Integration	of	molecular	data	into	ALA ● SU,	UU,	LnU,	KTH,	KI
D4.5	-	A2 Analysis	and	visualization	functionality	for	molecular	data SU,	UU,	LnU,	KTH,	KI
D4.5	-	A3 Analysis	module	for	community	analysis	based	on	molecular	data SU,	UU,	LnU,	KTH,	KI

D3.8	–	A1	

D3.8	–	A2	

(D3.8	–	A3)	
D4.5	–	A1	

ASV		
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Future: Services for Analysis & 

Visualization 

Aggrega%on	at	higher	
taxonomic	levels	

Visualisa%on	of		
rela%ve	abundances		


