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Next-Generation Sequencing of an 88-Year-Old Specimen of the Poorly Known Species Liagora japonica

(Nemaliales, Rhodophyta) Supports the Recognition of Otohimella gen. nov.

PLoS One. 2016 Jul 7;11(7):e0158944. doi: 10.1371/journal.pone.0158944.
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FREUIEF®EEIOLC
Evaluating the Phylogenetic Status of the Extinct Japanese Otter on the Basis of Mitochondrial Genome

Analysis.
PLoS One. 2016 Mar 3;11(3):e0149341. doi: 10.1371/journal.pone.0149341.
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A partial nuclear genome of the Jomons who lived 3000 years ago in Fukushima, Japan.

J Hum Genet. 2016 Sep 1. doi: 10.1038/jhg.2016.110.
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PERSPECTIVE  EVOLUTION = FULL ACCESS fYine ®

Standards recommendations for the Earth
BioGenome Project

) - L 4 » A s - -
Mara K. N. Lawniczak, Richard Durbin, Paul Flicek, 41 , and Stephen Richards & B Authors Info & Affiliations

January 18, 2022 119 (4) 2115639118 https://deiorg/10,1073/pnas 2115639118
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Abstract

M A global international initiative, such as the Earth BioGenome Project (EBP), requires both

agreement and coordination on standards to ensure that the collective effort generates

rapid progress toward its goals. To this end, the EBP initiated five technical standards
ISR committees comprising volunteer members from the global genomics scientific
community: Sample Collection and Processing, Sequencing and Assembly, Annotation,

Analysis, and IT and Informatics. The current versions of the resulting standards <

https://www.pnas.org/toc/pnas/119/4




Ethical collecting

EYDLIREICET 2 FZNDELEROISDOHR RV ZDF

nature communications

Explore content v About the journal v  Publish with us v

“C

neasaf DN IENDE R ICRA T 2B ESRES
ABS: Access and Benefit Sharing

View all journals Search (. Legin (53

Signup for alerts '\ RSS feed

FARFARDFEEH UNG

nature > nature communmncations > comment > article

Open Acces: Published: 7

Multilateral benefit-sharing from digital sequence
information will support both science and biodiversity
conservation

3 February 2022

Amber Hartman Scholz Jens Freitaq, ... Jorg Overmann 4+ Show
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Open access to sequence datais a cornerstone of biology and biodiversity research, but
has created tension under the United Nations Convention on Biological Diversity (CBD).
Policy decisions could compromise research and development, unless a practical
multilateral solutionis implemented.

Here, we lay out a framework for use of digital sequence information (DSI) that enables fair

benefit-sharing, ensures open access to sequence data, strengthens biodiversity

conservation and sustainable use, and leverages genomics and bioinformatics for

https://www.nature.com/articles/s41467-022-28594-0
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(
(s NCBI INSDC aims to increase significantly the number of sequences for which the origin of the sample can be precisely located in time

submissions. For example, in future we expect to require that all new submissions include for each sample:

and space. We will achieve this through harmonisation of accurate geographical annotation and time of collection information. E  —— | = = = :I: —J — = = A ~; / —_—
| Our ultimate goal is to ensure spatio-temporal annotation is collected for all new incoming sequences by the end of 2022. i Fﬁ t Hﬁ: - H @ ’I — AL X @ — E E§' % I \ /‘E LL_
R }w_- N = A ——I /Z 7>~
2 DDB] Over the next year, you can expect to see INSDC databases starting to put in place additional requirements for new sequence
\

' NA 1. The country or region (from https://www.insdc.org/country.html) where the sample was collected, using standardised country
E names from a controlled list

2. The collection date of the sample, recording at least the year of collection

:9 ) A
Submitters will be able to indicate cases where these fields are not relevant, such as for an established cell line, using a ® E q:% & ﬁ lI $ E % @

T
g
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T
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controlled vocabulary.
database to which you normally submit: ° A B S E\\

We feel this is a sensible minimal measure that will improve the utility of INSDC sequence data that all submitters should be able ~—
to provide. We will work with our user community to ensure they can be ready to make this change. ié Z ’ — ’ — @
As an immediate next step, we would like user feedback as to whether these measures will prove feasible for you to implement,
or whether you feel this change may be difficult to adopt in the near term. Please provide your feedback to the INSDC member |
I ’ \\ '\i'L j h’.— —
SR D X A] hC
DDBJ: please email ddbjsub@ddbj.nig.ac.jp
ENA (EMBL-EBI): please email ena-collaborations@ebi.ac.uk ( T % / *ﬁ T L \ 7_ ~ L \ L \ ~— —LA HH )
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LOCUS DQ433192 S99 bp DNA linear VRT 14-JUL-2016
DEFINITION Spizella atrogularis voucher MVZ:Bird:170231 cytochrome oxidase
subunit 1 (COI) gene, partial cds; mitochondrial.
ACCESSION DQ433192
VERSION DQ433192.1
KEYWORDS BARCODE.
SOURCE mitochondrion Spizella atrogularis (Black-chinned sparrow)
ORGANISM Spizella atrogularis

FEATURES Location/Qualifiers
source 1..599
/organism="Spizella atrogularis”
/organelle="mitochondrion"
/mol_type="genomic DNA"
/specimen_voucher="MVZ:Bird:170231"

/db_xref="BOLD: CDMVZ@38-05" / count r'y .
/db_xref="taxon:40208"
/country="USA: California” i‘@i&% :E) _EE- (,j' é

/lat_lon="35.3578 N 120.305 W"

e T @ArEEs3

/PCR_primers="fwd_seq: ttctccaaccacaaagacattggcac,

rev_seq: acgtgggagataattccaaatcctg”

e 4.5 /collection_date
CDS <1..>599
/gene="COI"

/codon_start=1
/transl_table=2
/product="cytochrome oxidase subunit 1"
/protein_id="ABK29354.1"
/translation="MVGTALS..."

ORIGIN

1 atagtaggta ccgccctaag cctcctcatt cgagcagaac taggccaacc cggagccctc
el ...
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Scarabaeus thphon voucher 9360 cytocrome c oxidase subunit | (COI) gene, E— - Bgl’l =3 é ;{/l 'Z

partial cds; mitochondria

GenBank: KP752070.1

FASTA Graphics PopSet Analyze this sequence

Taxonomy&X C

Pick Primers

LOCUS  KP752070 1458 bp DNA linear INV 29-| o Qﬁ S7u — (5|
DEFINITION Scarabaeus thphon voucher 9360 cytocrome ¢ oxid: t h p h O n 2 » f\l < 2 Highlight Sequance Features / §|< &

Go to: [v)

ACCEsgl((a)nr\?’ pKTDr;?lzt(:)ng mitochondrial. Find in this Sequence
VERSION KP752070.1

KEYWORDS . :
SOURCE  mitochondrion Scarabaeus thphon 't h O n Related information -
ORGANISM Scarabaeus thphon y Protein
Eukaryota; Metazoa; Ecdysozoa; Arthropoda; Hexapoda; I
Pterygota; Neoptera; Endopterygota; Coleoptera; Polypha ) Taxonomy

Scarabaeiformia; Scarabaeidae; Scarabaeinae; Scarabaeini;
Scarabaeus; Scarabaeus. PopSet
REFERENCE 1 (bases 1 to 1458)
AUTHORS Han,T. and Park,H.
TITLE Integrative Taxonomy and Genetic Diversification of the Korean

Scarabaeus (Coleoptera, Scarabaeidae) for Species Conservation Recent activity —
JOURNAL Unpublished Turn Off Clear
REFERENCE 2 (bases 1 to 1458)
AUTHORS Han,T. and Park,H. [% Scar_abaeus thphon voucher 9360 c_ytocrome
TITLE Direct Submission c oxidase subunit | (COIl) gene, parti Nucleotide
JOURNAL Submitted (04-FEB-2015) Department of Agricultural Biology, [ Sabethes belisarioi mitochondrion, complete
National Academy of Agricultural Science, Nongsaengmyeongro 166, A ' M,R.,,j,im.,
Wansan-gu, Jeonju, Jeollanam-do 565-851, Korea ge o
COMMENT  ##Assembly-Data-START## [E Comparison between the Amount of
Sequencing Technology :: Sanger dideoxy sequencing Environmental Change and the Amount of

##Acssemhlv-Nata-FND##




GenBank

https://www.ncbi.nlm.nih.gov/nuccore

LOCUS DQ433192 S99 bp DNA linear VRT 14-JUL-2016
DEFINITION Spizella atrogularis voucher MVZ:Bird:170231 cytochrome oxidase
subunit 1 (COI) gene, partial cds; mitochondrial.
ACCESSION DQ433192
VERSION DQ433192.1
KEYWORDS BARCODE.
SOURCE mitochondrion Spizella atrogularis (Black-chinned sparrow)
ORGANISM Spizella atrogularis

FEATURES Location/Qualifiers

source 1..599
/organism="Spizella atrogularis"”
/organelle="mitochondrion"
/mol_type="genomic DNA"
/specimen_voucher="MVZ:Bird:170231"
/db_xref="BOLD:CDMVZ@38-05"
/db_xref="taxon:40208"
/country="USA: California"
/lat_lon="35.3578 N 120.305 W"
/collection_date="20-May-1984"
/collected_by="K. Ned"
/PCR_primers="fwd_seq: ttctccaaccacaaagacattggcac,
rev_seq: acgtgggagataattccaaatcctg”

gene <1..>599
/gene="COI"

CDS <1..>599
/gene="COI"
/codon_start=1
/transl_table=2
/product="cytochrome oxidase subunit 1"
/protein_id="ABK29354.1"
/translation="MVGTALS..."

ORIGIN
1 atagtaggta ccgccctaag cctcctcatt cgagcagaac taggccaacc cggagccctce
el ...

DNA/\—1— R [ZBOLD &INSDCOD M 77 IC &

BOLD (Barcode of Life Data System)
http://boldsystems.org/

BOLDSYSTEMS

Record Details For CDMVZ038-05

IDENTIFIERS
Sample ID: MVZ 170231 Museum ID: 170231
Field ID: Collection Code:

Deposited In:  University of California, Berkeley, Museum of Vertebrate

Zoology
} +
Phylum: Chordata Subfamily:
Class: Aves Genus: Spizella
Order: Passeriformes Species: Spizella atrogularis
Family: Passerellidae Subspecies:
BIN ID: BOLD:AAF3044
+
h.phy cH e
Tuber huidongense Y. Wang (DOI: TH010893) | SH1511239.08FU
Distance to the closest SH: 1.5 Older version(s) of this SH is/are available
No. of sequences in SH: 25
Placement in the fungal classification
Fung:; Dikarya; Ascomycota; Pezizomycotina: Pezzomycetes; Pezizomycetidae:
Pezizales; Tuberaceae; Tuber
Index Fungorum: urmiisidindexfungorum.org:names: 383644
Distribution map
Reference sequence: DQ48G032
. %' %
Statistics Taxonomy Ecology W/
“0
cccccccc UNITE A i - weawowo
s =5 ta m Sequencesource  Interacting taxa Sampling an v322333
- e por EENEEEE
AB5S3IT0 sample OONNEEER
553360 Tuber  Tuber Tubersp 3KA2010)  samj ple CONNEEE
BESIITA samplo [ 1]]
BL57T5 samphk ......

SPECIMEN IMAGES: N/A

COLLECTION SITE:

acramento

- Alignm

Back to Search: Records

—H—

&

Salt Lake
City

KEITSIZUNITED

i

https://unite.ut.ee/




"Specimens used to generate reference genomes should be vouchered.”

LOCUS AEQ14298 23542271 bp DNA linear  INV 20-APR-2020
DEFINITION Drosophila melanogaster chromosome X.
ACCESSION  AEQ14298 AEQ02566 AEQ02593 AEQ02611 AEQ02620 AE002629 ... ‘\
VERSION AEQ14298.5
DBLINK BioProject: PRINA13812 \
BioSample: SAMN@2803731 Smithsonian's NMNH &
KEYWORDS ( Sstorr  @NMNH
SOURCE Drosophila melanogaster (fruit fly) { |
ORGANISM Drosophila melanogaster / \ In our #DraweroftheDay, we find the common
Eukaryota; Metazoa; Ecdysozoa; Arthropoda; Hexapoda; Insecta; vinegar ﬂy (Drosophila melanogaster, often
PReygetes Negptera Ebptemygei; Diptera; Bracoyesre: /\ referred to as fruit fly). This @NMNH_entomology
Muscomorpha; Ephydroidea; Drosophilidae; Drosophila; Sophophora. i ) " : e
REFERENCE 1 (bases 1 to 23542271) . ) collection contains the “voucher specimen” from
AUTHORS  Adams,M.D., Celniker,S.E., Holt,R.A., Evans,C.A., R —t o the lab colony that was used to sequence the
TITLE The genome sequence of Drosophila melanogaster b—/ El_l /Lj 7’__ species’ genome in the late 1990s. §89: @TDikow
JOURNAL  Science 287 (5461), 2185-2195 (2000) A AL (- VA — MEBIR
PUBMED 10731132 § ) T - HTE sgggg €PELIY cppail
oment o . . HE I R
n or before Jul 24, 2014 this sequence version replaced OV EHT LAY BH L0 B § ¢ el
CMQ@@‘?G@.l, DS483593.1, DS483747:1, AEQ14298.4. %ggﬁg% g Smithsonian's NMNH &
This is Release 6 of the Drosophila melanogaster genome, produced égtzg 3 NAURAL @NMNH
jointly by the Berkeley Drosophila Genome Project, Celera Genomics, | fann] §2§%
and the Drosophila Heterochromatin Genome Project. The gene EB§ /—_"——\- G #2018CollectionHighlights: @NMNH_Entomology
qnnotatign 1s based on Release 6.32 provideq by FlyBase. Additional . acquired a set of specimens of Drosophila
information abgut this assembly and annotation can be found at §§%5§ | melanogaster, a fly species used in genetic
http://www. fruitfly.org and http://flybase.org. iafy :
;2% - research and whose entire genome was
##Genome-Annotation-Data-START## §§’3s% - sequenced in 2000. Vouchers specimens like
Annotation Provider :: FlyBase — /N 3388 | these allow scientists to physically confirm the
Annotation Status  :: Full annotation l N S D C 'I'g tl:% E - —_— — 153.':§ identity of a species
Annotation Version :: Release 6.32 S - N . o WA — NEEIR
URL :: http://flybase.org FRiI2:23 - 2017412815H - Twitter for iPhone
##Genome-Annotation-Data-END##
FEATURES Location/Qualifiers (NCBI/EBI/DDBJ)
source 1..23542271
/organism="Drosophila melanogaster"
/mol_type="genomic DNA"
/db_xref="taxon:7227"
/chromosome="X"
/note="genotype: y[1]; Gr22b[1] Gr22d[1] cn[1]
CG33964[R4.2] bw[1] sp[1]; LysC[1] MstProx[1] GstD5[1]
Rhe[1]"
gene 122493..122706

/gene="1ncRNA:(CR40469"
/locus_tag="Dmel_CR40469"
/gene_synonym="CR40469"
/gene_synonym="Dmel1\CR40469"
/note="1long non-coding RNA:CR40469"
/map="1A1-1A1"

/db_xref="FLYBASE :FBgn0058469"

FH10:49 - 20184128218 - Twitter for iPhone
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Darwin Core (DwC

AR MAgH. 1E1818., 3

momctw  |ewidnsbe T EVZRERHR XTI 5O DRELR
%1

endDayOfyear 653128318 %R, iy e
year AR NRESE "2008"
month /r/\‘/ r\%ﬁzﬁ nln "10"

day AR MEEH "g", "28" E_ CF%

AR MEEBR (JU—7F "spring 1910", "Marzo 2002", "1999-03-

verbatimEventDate

AR) XX" "171V1934"
* | | - | | - | | | | - \ | | -
habitat 4B "oak savanna", "pre-cordilleran steppe" %é I i—m = [ %{\2 =1 — =1 \D-U - :l:.m %
— LAl IR I=s EIx=s /3= Riszs

fieldNumber A —IVRICSTDSARZRC wpy 501 87-03-08"

FDIRSNBID +o
fieldNotes MY DOURIAAR FCEE S "notes available in Grinnell-Miller Librar = I % ’I‘_— ALR
St XE y" I '/b//\_ 3 T
eventRemarks AR SMCBET 2R

— . —— =) —

locationID FRMID E tl:% ‘ ) \ IAE 'I‘ E X [*/I_ EE_I' ‘*EEI ]
higherGeographyID SEAEID "TGN: 1002002" for Prov. Tierra del Fue

go, Argentina

T EY)OIREE [WERE. £, SV/EE/. ..

LocalityBFZDER LD EHHFE n; Los Lagos" with accompanying value

VAR DR L, s "South America" in Continent, "Argent
ina" in Country, "Neuguén" in StateProvi
nce, and Los Lagos in County.

higherGeography

-

continent PRAERHR - WRIthoD KB "Antarlctica", >P826eitontnentCoced ¢ /E- 1:t Ia\ ::é

{EFAHESR,

4 m———ye _— R "Indian Ocean", "Baltic Sea", Getty Thes

waterBody SANERHUL - SRR AF it : : \—
S aurus of Geographic Names{® FHEdE, .t W b j: -I']- j—

,. e e Semantic We XtItn (RDF+ontology
islandGroup PRAERHRD - AlithoD 8% Alexander Archipelago’s Getly Thesaur L,

us of Geographic Names@{# F#EEE,

s wosmn . wwaom s Vo, cety Thesaurs of Geog Bl : Excel CF— 9 Z /BT 2DITISNILICThEFES AL

country HOASERS - AR ngmkcf Geographic NamesDi2F BT — 7 [ F A gERRER D [FontologyD FHEED 5 FIRZ

\
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LOCUS DQ433192 S99 bp DNA linear VRT 14-JUL-2016
DEFINITION Spizella atrogularis voucher MVZ:Bird:170231 cytochrome oxidase
subunit 1 (COI) gene, partial cds; mitochondrial.

ACCESSION DQ433192 *
VERSION  DQ433192.1 /SpeC'Lmeﬂ_VOUCher'
KEYWORDS BARCODE. . ' .
SogngNISM géfgg?fgdglﬁggiﬁ’;iflla atrogularis (Black-chinned sparrow) ="[<institution-code>:[<collection-code>:]]<specimen_id>"
FEATURES Location/Qualifiers /count ry
source 1..599
/organism="Spizella atrogularis"” /'I_ a-t 'I_ on

/organelle="mitochondrion
/mol_type="genomic DNA"

/specimen_voucher="MVZ:Bird:170231" "
/db_xref="BOLD:CDMVZ@38-05" / a -I' t 1 t u d e
/db_xref="taxon:40208" .

/country="USA: California" /CO-I. -I. e Ct 1. Oﬂ_dCl't e

/lat_lon="35.3578 N 120.305 W"

/collection_date="20-May-1984" 4_ /CO-I_ -I_ e Ct ed_by

/collected_by="K. Ned"

/PCR_primers="fwd_seq: ttctccaaccacaaagacattggcac, = = =

rev_seq: acgtgggagataattccaaatcctg” /1_ d e nt 1_ -F-l_ ed_by
gene <1..>599

/gene="COI"
CDS <1..>599

e /db_xref="BOLD:..."

/transl_table=2

Torotein. 1umBKZO5A 17 o e /PCR_primers="fwd_seq:...

/translation="MVGTALS..."

ORIGIN
1 atagtaggta ccgccctaag cctcctcatt cgagcagaac taggccaacc cggagccctce
el ...
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getentry Vector Screening System Annotated/Assembled Sequences (DDE)) NIG SyperCompater
ARSA WAB! (Web API for Biology) Sequence Read Archive (ORA)
DDBJ Search DOBJ FTP Sue Genom .E-L pssion Archive (GEA)
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e BioSample % $F33

e« DRA Submissior
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