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A WINDOW ON EVIDENCE ABOUT WHERE SPECIES HAVE LIVED, AND WHEN
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GLOBAL BIODIVERSITY VS. DIGITALLY AVAILABLE DATA
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DATA STREAMS IN GBIF DNA-based evidence natural history collections human observations etc.
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DATA STREAMS IN GBIF
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DATA STREAMS IN GBIF
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INDIVIUDUAL SEQUENCES WITH COORDINATES

European Nucleotide Archive: 4.8M records International Barcode of Life: 6.8M records

BARCODE

OCCURRENCE DATASET | REGISTERED JULY 9, 2014 'OCCURRENCE DATASET | REGISTERED AUGUST 18,2016 0 F L I F E

Geographically tagged INSDC sequences International Barcode of Life project (iBOL)

E <D
Published by Eurcpean Nuclectide Archive (EMBL-EBI) N A Published by The International Barcode of Life Consortium Q’ﬁ //
DATASET ~ METRICS ~ ACTIVITY % DOWNLOAD BRASET.  METRITS: A an m“ v

Get data How-io Tools Community About

Metadata for INSDC that have been hically tagged Metadata last modified: August 5, 2019 Established in 2008, the International Barcode of Life Consortium (iBOL, hrp:/fwww.ibol.org/) is a research alliance of Meradata last modified: June 13, 2019

Data last changed: August 5, 2019 European Nucleotide Archive nations with the desir to transform biodiversity science by buiiding the DNA barcode reference libraries, the Data last changed: October 2, 2019
sequencing facilities, the informatics platforms, the analytical protocols, and the international collaboration required to
Hasted by: European Nucleotide Archive (EMBL-EBI)

Hosted by: GBIF Secretariat
inventory and assess biodiversity. iBOL has overseen the completion of one major program, BARCODE S00K, and a L i

License: CC Y 4.0 second program, BIOSCAN runs fors..  More s
@ Howtocite | (BRI 10.15868/cndomy &1 Howtocit= BRI 10.75488/inygc
4,766,787 78% 99.9% 82% 6,825,556 99.9% 78% 80%
Occurrences With taxon match With coordinates With year Qccurrences With taxon match With coordinates With year
4,766,767 GEDREFERENCED RECORDS 5,297,623 GEOREFERENCED RECORDS
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METABARCODING: MGNIFY AND MORE 920 datasets: 20.1M new records
14.8M Bacteria

MGnif h '
nity 2.3M Chromista
ABOUT METRICS = HOME PAGE 20,107,151 OCCURRENCES 41 CITATIONS 16,031,099 GEOREFERENCED RECORDS

Description: MGnify is a free to use analysis platform and database of analysed microbiome sequencing projects, hosted by the European Molecular Biology
Laboratory, European Bioinformatics Institute (EMBL-EBI). Microbiome research typically involves the study of all genomes present within a specmc enwronment
such as soil, seawater or a human body site. Underpinned by dramatically & —————— o
mainstream. The approach can provide unique insights into the complex

surroundings, each other, and, in some cases, their host. MGnify offers an e g i iR i A speiis ne the taxonomic
diversity and functional/metabolic potential of environmental samples. Us ocourrence data ed public datasets
held within the database. In addition, users can request analysis of any ap , please refer to the
following publication: EBI Metagenomics in 2017: enriching the analysis o 1{2017) Alex L.
Mitchell, Maxim Scheremetjew, Hubert Denise, Simon Potter, Aleksandra T Fiona M. I. Hunter,
Petra ten Hoopen, Blaise Alako, Clara Amid, Darren J. Wilkinson, Thomas F

Gvesti iy ol il denonice e MGnify

Endorsed by: National Biodiversity Network

Administrative contact: Robert Finn

Technical contact: MGnify Helpdesk
Country or area: United Kingdom of Great Britain and Northern Ireland Bacteria LK 1C
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MGnify MGnify Helpdesk Robert Finn
European Molecular Biology Laboratory, European Technical point of contact Administrative point of contact  Point of contact
Biocinformatics Institute (EMBL-EBI), Wellcome metagenomics-help@ebi.ac.uk rdfi@ebl.ac.uk
Genome Campus 3 :
Hinxton CB10 15D
Camhridna
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Publishing DNA-derived data through biodiversity
data platforms [Community review draft]

NEW GUIDE: PUBLISHING DNA-DERIVED DATA

THROUGH BIODIVERSITY DISCOVERY PLATFORMS

Anders F. Andersson - Andrew Bissett - Anders G. Finstad - Frode Fossey - Marie Grosjean - Michael Hope - Thomas S. Jeppesen
Urmas Kdljalg - Daniel Lundin - R. Henrik Nilsson - Maria Prager - Cecilie Svenningsen - Dmitry Schigel - Version 90868d9,
2020-10-1512:04:43 UTC

This document is also available in PDF format,

Mapping and data publishing
Cross-platform

About 40 pages long "cookbook”
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PUBLISHING SEQUENCE-DERIVED DATA: THE “LEARN” SECTION

Introduction

< Rationale

< Audiences

2 DNA derived occurrence data
< Biodiversity data

“*  Processing workflows

< Taxonomy of sequences

https://docs.gbif-uat.org/publishing-sequence-derived-data/1.0/en

Raw DMNA
seguences

MT\

Primer trimming
& quality control

VAR

oTu

ASY

clustering denosing

\ /

filtering

l

Taxonomy
assignment

Bimera 3

ASV/OTU
table with
abundances

Taxonomy
table

Mapping to
Darwin Core
Archive

AL GBIF


https://docs.gbif-uat.org/publishing-sequence-derived-data/1.0/en

PUBLISHING SEQUENCE-DERIVED DATA: THE “DO” SECTION

Data packaging and mapping

Categorisation of data i
| Sequence-based occurrences
I Enriched occurrences
Il Targeted species detection (qPCR)
IV Name references
V' Metadata-only

Mapping

Examples
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NEW TRAINING COURSE ON GBIF AND BOLD SKILLS — WITH BIODATA /GBIF NORWAY

- gy AcCcelerating biodiversity research through DNA barcodes,

collection and observation data

. Ui0 ¢ Natural History Museum

Home \isiting Research and collections  Aboul the museum

) Data publication course in Thilisi
coliections .
Planned BioDATA data publishing course in Thilisi to foeus on publishing W k p g
- molee fata in GBIF, Noti s i postponed becanse of the 0 r I n ro re S S
e v ¥ s will be updated,

KEY FACTS

New GBIF course
Thilisi, Georgia
2021, 4 days

e —— Onsite or virtual

DATES

GBIF 1 BOLD courses on data mansgermant skills was oeignally scheduled Tuesday T July - G B I I a I I d B O L D
Fnday 10 July (four full days from 9.00 U8 17.00). This was mmediately after CaBOL

meeting. Tuesday. June 30 - Friday, July 3 and BeoBatz. Frday 3 July (evening) - Monday 6

.

the course is pasiponed bocawse of e COVID-18 travel recommendation:

(A publiSn and use
.
. DNA-derived FAIR data
-
Data my a through BOLD and GBIF data platforms. This s
an obses d course that does nol include wel lab steps.
Examp -
s R earn and practice
2019 hitprs.fisssu ul eeipublish-sequence. datasals.
Organizer
IATA, F and ForBio
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THANK YOU

Dmitry Schigel
dschigel@gbif.org
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