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Main	reasons	for	third	party	annota9on:	
	

•  Iden$fied	vs	uniden$fied	sequences	

•  Large	propor$on	(up	to	20%)	incorrectly	iden$fied	(Nilsson	et	al.,	2006)	

•  Lack	(and	heterogeneity)	of	metadata	on,	e.g.	country	of	collec$on,	interac$ng	
taxon,	source	of	iden$fica$on	

•  Sequence	quality	problems	(chimeric,	low	quality)	
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Main	reasons	for	third	party	annota9on:	
	

INSD	sequences	from	the	first	6	months	in	2016	–	56,689	
	

•  Country	specified	–	56%	
•  Isola$on	source	specified	–	63%	
•  Host	specified	–	33%	
•  MixS	metadata	specified	–	0%	
	
Distribu$on	of	sequences	based	on	phylum:	
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List	of	annota9on	efforts:	
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2011	

Figure 1. Scheme of the metadata annotation workflow. Shaded boxes indicate procedures performed and/or 
saved over the PlutoF workbench (http://plutof.ut.ee/). Tedersoo et al., 2011.
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2014	
	
Methods	for	contac$ng:	symposia,	personal	networking,	ResearchGate,	…	
	
27	largest	journals	in	plant	pathology	(and	12	mycological	journals)	were	scanned	for	
descrip$ons	of	new	(or	typifica$ons	of	exis$ng)	plant	pathogenic	or	plant-associated	
species	of	fungi.	
	
Types	of	annota$ons:	
	

•  Selec$on	of	representa$ve	sequences	for	species	
•  Improvement	of	taxonomic	annota$ons	
•  Addi$on	on	ecological	metadata	(host,	country	of	collec$on)	
•  Iden$fying	compromised	sequence	data	
•  A	total	of	31,954	changes	were	implemented	
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2014	
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List	of	annota9on	efforts:	
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2016	I	
	
Nilsson	et	al.	2016.	Top	50	most	wanted	fungi.	MycoKeys.	
	
Top	50	search	in	UNITE	
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List	of	annota9on	efforts:	
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2016	II	
	
Annota$ng	public	fungal	ITS	sequences	from	the	built	environment	according	to	the	
MIxS-Built	environment	standard	–	a	report	from	a	May	23-24,	2016	workshop	
(Gothenburg,	Sweden)	
	
255	studies,	~18,000	sequences	
45,488	annota$ons	made	
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Sta9s9cs	on	metadata	annota9ons	in	UNITE	
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What next?
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Resources	
	
UNITE	homepage	(hbps://unite.ut.ee)	
•  Searches	
•  Reference	datasets	
•  Custom	queries	(e.g.	Top	50	most	wanted)	
	
PlutoF	plaform	(hbps://plutof.ut.ee)	
•  Searches	
•  Analysis	
•  Export	
•  RESTful	web	services	
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Lessons	learned	and	recommenda9ons	for	future	annota9on	efforts	
	
•  Collaborate	
•  Give	something	in	return	
•  Use	user-friendly	ways	to	do	the	job	
•  Automate	tasks	
•  Most	valuable	resource	–	human	
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Lessons	learned	and	recommenda9ons	for	future	annota9on	efforts	
	
•  Most	valuable	resource	–	human	(the	rare	taxonomist)	


