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« Public database®Z¢T. [T —AXR-Z JEMEREEHHD

- SECHEERAICHIATIEE (open access)
B DUSESNZATEEEDHBE N —FPIENBIT —IADTHER
(L’)L\‘C ZE(CdoTIOTA>OHME (controlled access)
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INSDC

m National Library of Medicine

National Center for Biotechnology Information

EMBL-EBI .
&NCBI

European Bioinformatics Institute
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« ZNHBIFINSDC, (International Nucleotide Sequence Database
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BE An official website of the United States government Here's how you know v

4

National Center for Biotechnology Information

m National Library of Medicine

Search NCBI ‘ allffiter]

=]

Results found in 31 databases

Literature Genes Proteins

Bookshelf m Gene Conserved Domains @

MeSH @ GEO DataSets Identical Protein Groups

NLM Catalog GEOQ Profiles Protein
PubMed HomoloGene Protein Family Models
PubMed Central PopSet 410,466 Structure
Genomes Clinical PubChem

Assembly ClinicalTrials.gov BioAssays 0
BioCollections Clinvar 2,425,342 Compounds 0
BioProject dbGaP m Pathways 0
BioSample m dbSNP Substances 0
Genome 84,542 dbVar m

Nucleotide GTR

SRA 30,644,566 MedGen . ﬂz i T_
Taxonomy OMIM ->'< 2023 11% 275 E’ :t
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GoogleZFDIRZETI >

g

National Library o

TINCBIIEMEZR = https://www.ncbi.nlm.nih.gov/ (C7I1 X

f Medicine

National Center for Biotechnology Information ﬂzfl:% :% % l jj

F844 : Saccharomyces cerevisiae
accharomyces cerevisiae

All Databases VI 3

: < J@&% : Saccharomyces

ni

LetiLDatabacas

Assembly )ﬂm% .

= Biocollections ) NCEI X . yea st
ome . BioProject —
Resource List (A-Z) Sioﬁkample nter for Biotechnology Information advances science and health by providing access to PubMed
QOKS

All Resources - ! R\

> 5[ Genome 1% A7)
Chemicals & Bioassays  Conserved Domains 3 g/\ Z = ~j:R>(—1 D b Genome entral
Data & Software ggﬁ:rp BLAST
DNA & RNA mit Download Learn Nucleotide
Domains & Structures - i manuscripts Transfer NCBI data to your Find help documents, attend a Genome
Genes & Expression ﬁI‘_‘ s Wases computer class or watch a tutorial SNP

GEO Profiles
Prnntice 8 Madicina ~TD Gene

s

Search results

Items: 1 to 20 of 34

[J Ssaccharomyces cerevisiae

Baker's veast._brewer's veast

Kingdom: Eukaryota, Subgroup: Ascomyceles
Sequence data: genome assemblies: 1538

Haploid chromosomes: 20, Plasmids: 1, Organelles: 1
Dater 1992/03/18

ID: 15

[J Saccharomyces kudriavzevii
Budding yeast, member of the Saccharomyces sensu siricto group

2

Kingdom: Eukaryota, Subgroup: Ascomycetes
Sequence data: genome assemblies:27
Haploid chromosomes: 16, Organelles: 1
Dater 2003/05/22

ID: 67

Il Saccharom“ces pastorianus
I UVl N

Page [1_]of2 | Next» | Last==
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RIVWEMRZ)IWITD
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NCEI Datasets Taxonomy Genome

Eukaryota / Fungi / Ascomycota /

Saccharomyces cerevisiae

Browse taxonomy

Current scientific name
Common name
Taxonomic rank species

NCBI Taxonomy ID 4932

For more details see NCBI Taxonomy
View the legacy Genome page

Genome

Browse all 1,613 genomes

Reference genome
R64

Saccharomyces Genome Databas
RefSeq GCF_000146045.2

Gene

Saccharomycetes /

Command-line tools Documentation

Saccharomycetales /

Baker's yeast (Saccharomyces cerevisiae) is a species of budding yeast in the family

Saccharomycetaceae that is widely used as an experimental model organism.

Saccharomyces cerevisiae

baker's yeast, brewer's yeast, S. cerevisiae

Saccharomycetaceae /

Saccharomyces

Download Package

Select file source
® All2)
O Refseq only (1)

(O GenBank only (1)

Genome sequences
(FASTA)

[J Annotation features (GTF)

CC BY-SA - Mogana Das Murte\r and
Patchamuthu Ramasamy

[J annotation features (GFF)

Image may not have been verified for accuracy by Sequence and annotation

MNCEBI Taxonomy. a (GBFF)

[ Transcripts (FASTA)
External links 0 Genomic coding

sequences (FASTA)

Encyclopedia of Life

(] Protein (FASTA)
GEIF

(] sequence report (JSONL)
Wikinedi

ZDNINS

) LT =050

Assembly data report
(JSONL)

NS

nchi_dataset.zip

=3\ View annotated genes
=
=0

@ See in Genome Data Viewer

Safari users: please disable automatic zip file extraction. More info

B

T ) LWECH [EAFECH /7= JBERL.

Q, BLAST the reference genome
)
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)\ View annotated genes
c—
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Genes

TBERA

Genes annotated on Saccharomyces cerevisiae S288C R64 (GCF_000146045.2)
Annotation Name: SGD R64-4-1 (September 15, 2023)

e | BEFROLEAES TRIAHTIEE

Select columns

Genomic location

NC_001133.9:1807-2169

NC_001133.9:2480-2707

J00 O

NC_001133.9:7235-9016

See in Genome Data Viewer

Nnite NBRC

Genome Data Viewer

Saccharomyces cerevisiae S288C Assembly: | R64 (GCF_000146045.2)

(NA)

Search assembly

|Q Location, gene or phenotype

Examples »

* Assemblies
+ Ideogram View

I O IV V VI VII VI IX X XI XI

XIIT XTIV XV XVI MT

Tracks and User Data
» BLAST

Tracks by Accession

History

6,772 Genes Rows perpage | 20 = | 1-200f 6,772
Chromosome Orientation Name Symbol Locus Tag Gene ID Action
I minus seripauperin P..  PAUS YALDGBC 851229 :
! plus uncharacterize... YALD&TW-A 1466426 :
| minus putative perme... SEO1 YALOGTC 851230 :

DI CEFAR
B{nFI5HR

BRBAROEDALEICEDELFHHdh el fR1L

v| . ‘ Chr1(NC_001133.9) v|

{ NC_001133.9: 1-230,218

[l Exon Navigator: There are too many (101) genes in the region.
Plezse narrow the region to enable exon navigation.

S ncoonizzs - Qo[ @, (I @ e 2= = FeTools + | £ Tacks -, Download - @ 7 -
l |28 K |4B K ‘BB K ‘BB K ‘189 K 126 K 148 K |1E}B K ‘138 K ‘EBB K 23B,Elﬂ

propagat
FLOS 1104 UPSE
NP_BBI33E.1 HM_BB117 826851 HP_BB9373.1 NM_BE117E174.1 HH_Ben7s431 Bl NP Bes3se.z

n from SGD, annotation version R64-4-1

SUPEE

L 6o x
FLOI

tRHA-Leu|  HM_BE117EZ3E1 NP_BE34z4.1

SEO1 OAF1 FRTZ TRHL YARAEIC

I HH G611 7E20E
FARUS

cocze HRAL SHR1E TGAL

| HH_get1aea43L FTAL TRDZ
IETL-A HP_eeazse [l M senTeiesl Hri_oati7eied s B MR B09336.1
&Po2 LTEl TFC3
| WP _s7aEzE1

CHEL REEL CCR4 HUPEE

MH_BE1172260.1 ] NP 5633431 HP_o@eze41 [ MM Be17a181l WP BeeasLl [l MM eelrsIeel MM _pauTezasl [l NP Bag4ELL

BOHZ HTHL FEk1
MBI 7E2a41 | HP_AR9339.1 Hh_Ba17E1731 | WP pesseT [ONEIREIEERE » DR
VALAESE FUNI LDSt SEN34

HH_getira1aes [l WP Baa3551 HR 1321491 | HR1z21501 | tRMA-Fla |

Hr_palFa1ssz [l MR pe934ns HH_pa117E1731 [ HP_AB93T4.1 tRHA-Pro | HP_paseas [l N peil7ae1E1

VAREE..
wkhA

HST28 FHO1L

HH_BE117E2201 | MP_ 8834134 Hrpen7ezzal

YHCRBEEET VARBEEH
| tRHA-Ser HM_BE1126845.1 |

HH_pe1175199 2 [l M Ba5345 3 HP_BB9378.1 HM_BB117B16S.1 HP_pEg460.1 Il HM_AB17E 481

YARGEEH
HH_AB117 2361 |
SUHL

HH_geti7eze71 [l P BE94E13

YARO3SC-A

HP_B576B421 | HIM_ARL1845631

HP_9368.2 [ NH_Beiseeas]  HP_pa93s4l | HH AEITE1631  HHBelTez121 | HP_pageas]

NH 8811782211 | HP_G@3414.1 1 1

| Hh_Benr7oas71 BEML RS2 S6AL

YALBE4L-B HP_Bas3sLl [l M1 BE117a1931 HP_easz7e2 [ HH oot 7172 NP _Bag396.2 [l HH_Be11731511
1P BRI22E 1 BOLL HMAK1E EFEL

UIPZ

OFF1

YARAE4H
HH_BB11782351 |
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ADH1 alcohol dehydrogenase ADH1 [ Saccharomyces cerevisiae S288C ]

X, Download Datasets

Gene ID: 854068, updated on 23-Nov-2023

“' Summary

Gene symbol
Gene description
Primary source

ADH1
alcohol dehydrogenase ADH1
SGD:-5000005446

Locus tag YOLOSGC
Seerelated AllianceGenome SGD-S000005446
Gene type protein coding
RefSeq status REVIEWED
Organism Saccharomyces cerevisiae S288C (strain’ S288C)
Lineage Eukaryota, Fungi; Dikarya, Ascomycota, Saccharomycotina; Saccharomycetes; Saccharomycetales; Saccharomycetaceae; Saccharomyces
Also known as ADC1
Summary Enables alcohol dehydrogenase (NAD+) activity; melatonin binding activity; and methylglyoxal reductase (NADH-dependent) activity. Involved in NADH oxidation
alcohol biosynthetic process, and regulation of viral genome replication. Located in cytoplasm and replication compartment. [provided by Alliance of Genome
Resources, Apr 2022]
@ Try the new Gene table
Try the new Transcript table

“' Genomic context 2|7

Location: chromosome: XV See ADH1 in Genome Data Viewer
Exoncount: 1

Sequence: Chromosome: XV, NC_001147.6 (159548160594, complement)

Chromosome XV - NC_001147.6

[155287 p- [165331

DUF1 o AL sy 0L 1 S5 C A
NHFL = PHN T elp.

Genomic regions, transcripts, and products 2|7

BT 4. BIL T EORBARODEDALEGELTFIMFIET DI REZ L
cTORCEEETDNRADIAEEFHEEE (B : PILI-IBIKETEE) OBIHRE
B FECHNIEHRE T OHR NS D0 Relke
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Eukaryota / Fungi / Ascomycota / Saccharomycetes / Saccharomycetales / Saccharomycetaceae / Saccharomyces E#@ ﬁ*ﬁ Btb'EEll‘ *E (E *_\\_I_ ,E’)
— ) */\ E = ﬁ

Saccharomyces cerevisiae

Baker's yeast (Saccharomyces cerevisiae) is a species of budding yeast in the family

Taxonomy Browser
Saccharomycetaceae that is widely used as an experimental model organism.

Browse taxonomy

Current scientific name Saccharomyces cerevisiae

Common name baker's yeast, brewer's yeast, S. cerevisiae N
Taxenomic rank species

NCBI Taxonomy ID 4932 Image may not hg v

NCBI Taxonomy.
For more details see NCBI Taxonomy

View the legacy Genome page

Saccharomycos coravisiae

External lin Saccharn susige var. diastati

FEMDFAPEERT |-

35757

S8 ) L

Taxonomy
Browser

PubMed Nuclestide Protein Structure Taxonomy BioCollections

Search for as | complete name v lack
Display ||3 levels using filter: | none ~

Saccharomyces cerevisiae
=24accharomyces cerevisiae Entrez records ———— : ~ =
Taxonomy ID: 4932 (for references in articles please use NCBI:txid4932) batabase name Subtree links| Direct links |Links from type ) L -V ] I/ /3 / z 0)
current nam Nucleotide 216,005/ 194,189 47 .
- = = —— | s | — v
Saccharomyces cerevisiae Protein 2,795,157|[2,151,169 **%13 ( ||:|| #*ﬂill = $I§)
basionym: Mycoderma cerevisiae Desm., 1827 Structure | ——— /""I N
homotypic synonym: Saccharomyces cerevisiae (Desm.) Meyen, 1838 W 1] 1 ~
culture from type material of Saccharomyces cerevisiae: ATCC:18824, CBS:1171, Popset 513 513 B
NRRL:Y-12632
Conserved Domains 8 5| -
Genbank common name: baker's yeast GEO Datasets ||
. LEU Lalasels \
NCBI BLAST name: budding yeasts
. ! PubMed Central 125,307 125,307 = o o
Rank: species E 71\
Genetic code: Translation table 1 (Standard) Gene 2,082 239 o
Mitochondrial genetic code: Translation table 3 (Yeast Mitochondrial) 4 ]
Other names: SRA Experiment: -oog[ 183,129 -
—heter_otyplc synonym " [E——— 1,047,442[1,047, 442 -
Candida robusta Identical Protein Groups|| 371,359| 308,537 -
—heterotypic synonym 2,23/ 2,1/8] - . 47/ — N
Saccharomyces capensis 223 214,354 4 '>.< EI_I E U Ib\ 9 4—_|—/H\H 7&0)(“
—heterotypic synonym Assembly 1913 1522 2 A?& BU}-U-,{ NCRBAIEBEULNEFEA
Saccharomyces italicus PubChem BioAssay 4,051 3,907 - A c
Taxonomy 318 1 -
rheterotyplc synonym
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(DBRP : Data and Biological Resource Platforim)™
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Data and Streptomyces xanthopha
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Ascomycota FHREZERY— MEEWMEFERT D20, NESNTEFERPIAscomycotaDDBEEKRS 1 TS

Penicillium FHREERY—MEEWMEIFERIT DD, WESNTERZSUDLABDODBEERS 1S5 125

S35 *®.

WEHES7 o) BEBOREMZEDC ETH SN iEMEMyxobacteriaDPENIEF N S B SN TeAGREE
S5 5Uk247k.

IKEARTLHE BEBEDOREMIT D ETHSNBIKEATRERDAI -0 10 NTHEtSNIES

5’]’75')\ TS U¥K120%%k.

BPR=>1J35U N1 AN O-RAZEE I IHEROSEERPLTOBIBKROEMRT1 T3 39 #.

SeedBankS51J'5V

B TEHE - iIZE5%21T70). RELULCVIHEMEEIL I3 > T, SATTVUICIIRLRRRORBMREFINTD
D\%&@T@ﬁw—jcﬁ?5WMEﬁ%bﬂ—bfmi?o(DE@%&H%@-%T?)
WSO /) RAIA - SIRGATSV

M0 /) RV - SIRCHNT, #iHF - B8 - DEZIT O CL\IMEYT. B FORREICEET D = EHE 15N
T3 E MNERHROERESESER.

TUFCEIk (ZDI)

AV OSTRECYIV/ A ATHE. FOSTHGEDOEEAMEHEOHEZDZZ2HLE LT, EREDINS ST
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NBRCHMRE I MEMIL I>3>
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BABELRIE (JIS) PEARET:EORNMEBITE CRESNIZEROS < &R,

nite NBRC 20



DBRPOE#ILV>3a>UAR

JAMSTEC#Hk
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NS=O>ZEETDHMROI—T L FEMIlEA S UTET(IFET560193055) (CERESNTH D Ba(CFIATTL,

U2TDXDBEDZEIDATOAVEIFINELET DHRE, E(CESHES.

\IAZIR T ISRtz > 5 —hEHER - BFRICK DEVG LIZMENDHF NS, BamFADIGAGER(IC IS WV THRIEH RIFEK
ZERLIZED,

~ExTO>IT0 b~

NEDORV—ht)LoO>T I BIRREBET—455HD

[tEYISFDEY)Z BV CEEEmEERMORFE] (NEDO) : 2016~2020fy

~SE  AY— M2ILTOZ 0 bOTHEBNR— : https://www.jba.or.jp/nedo smartcell/project/~
7 NEDO SMARTCELL PROJECT
NEDORRY—bhEL7O0Y2 K
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ENDixR4LRBIV I3 DRz

aALo23a>UXRb (TAFIUHNSET] )

https://www.nite.go.jp/nbrc/dbrp/category

NBRC#

Alte (ROFZEEXEHZTTSV)

AJEE Penicillium=-1 73 1)

AR KEFEERS 1T

LEshERMEN 1735 —

FAMLBR T RETt > 2 —REWEMER

STSCHE

TUFCE# (S T)

(ALY a>OHER. FIRERS
EHE S ID

EESE RIS EREOLE, HMEND

>—#&ID
F—H51 L

FIEH

FIRSfT

| P27 57 1
% (BYE)
ERk (EREE)
HI%E (FAXEE)
ERE (E-mail)

| FIFADEUAHHETEE,

JLT% 35> (NBRCHR)

~

) 3

LEZRER (—#RifitE. BhAa) 8580 (UPY)

LERER (FHF v OiiiE. #5A4) 4.200 (PY)
B EREER (—BEE. BiAa) 7.480 (PY)

B - BERR (FHFEZvoMiE BA#) 3740 UPY)
EER (—AREE. Bida) 14,960 (JPY)

BER (FHFZvOEE. BRidd) 7480 (PY)

AT L THAN R,

FAEE. EHROFEEMEELIZRMT. NBRCEHREFIAT 3 LN TEET,

(1) AAENOHEZL  #AEE. FEERUBRENCEZEWEFIATEEY.

(2) FEBEEFFEENFRCRE. TEL. AESEH SFEE SENTNEIEEAETE  IASE. FEEENCUEEHRET
AT=FY. B%EN INHEEOHBREST) ((FIRT358E. FEECEHCENT 24BN E0FET. FIASHSTRLREENE
BRI E T SEETEAS. FEEENTHIUSAIRTESY. )

(3) FAENEHBRNFRCRE. LEL. AASHFREELEACEEL. SREESNIIEERAT  FIBEE. FEHEEMNIC
LEEHEANETEET. BREAN (INUEEOHBEEZSY) (CFIAT3E4E. FARESNTHELSHICHREL. 85283 0EN DD
=9, FIAESSfEERCENZENET 2EETEATE. FEEEN THENEHATEEY. )

(4) FEENEHEENFRCRE : FSE. FEEENCOA»LFEHREIRTEEY, ANMEROLEFTAEEA. FASEHS
EREGSENEERNCT EENMMEATE. FEEENTHENERETEEY. )

(5) FIAKITEIFEENEE : FIASEE. LROAAST (1) ~ (4) (CEEBLBV. FESIEE LICHASFCE > THEERFRER
AT=EET.

NBRCH:

BITHE A BRTHERERRE /(rAF0/ 00—t 5 SNERTIAEES
+81-438-20-5763 +81-438-20-5760

+81-438-52-2320 +81-438-20-5762

nbrc @nite_go.jp
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HEEIERFE (BLAST) H 5T

HHFEMRSER (BLAST) &R

EBEF. FETE /BEST. B0 sSENPHREOS SRR EROMENEREI SN TEET, P BERTF—4X

UJITZHID 758c33cb341247b4820f8759fde1938f

P 7T VRS (FASTATE) BREX{THEE 23/11/2213:28 %E%OD IJ Z I\‘\)D FASTA@EW

BRIZ 7 ILETyTO—K

[F7ALOBR| 7 7 TLEERSNTOEEA wie  [omes %9\'7\/D— l\\

i, BREANLTES L,
* 2H) & ATIL L » BReE 27 _________ N
TiE 1

CHTURBIHEL - $AARENL, BLASTET $TIESICE™ATH0 27, T-gEvh EIPYESRRDIRDIFIR I B W B IR : Bkadambiie i

« BLASTEfTH Gh i rEh o HVESE., FTURANES8L TBLASTOESITE BV L5, gx) RD015416_16S_rDNA ~

- BELOBREMVEbE 7 s L oBEEEBLLET

=RD015416_165_rDNA - o !
GACGAACGCTGGLGGCGTGCCTAATACATGCAAGT TGAGCGCTGAAGGTTGGTACTTGTACCGACTGGATGAGCAGCGAACGGGTGAGTAACGCGTGG HEM DBRPEZFI7— 41D EFIID,EFIA Ident  Score E-Value Align.
GGAATCTGCCTTTGAGCGGGGGACAACATT TGGAAMCGAATGCTAATACCGCATAAMAACTTTAMCACAAGTTTTAAGTTTGAAMGATGCAATTGCATC
ACTCAAAGATGATCCCGCGTTGTATTAGCTAGTTGGTGAGGTAAAGGCTCACCAAGGCGATGATACATAGCCGACCTGAGAGGGTGATCGGCCACATTG Lactococcus sp. RD015426 ANGE0000500031555 16S rDNA 100.000 2655 0.0 Go!
GGACTGAGACACGGCCCAAACTCCTACGGGAGGCAGCAGTAGGGAATCT TCGGCAAT GGACGAAGTCTGACCGAGCAACGCCGCGTGAGTGAAGAAG
GTTTTCGGATCGTAAAACTCTGT TGGTAGAGAAGAACGT TGGTGAGAGTGEAAAGLTCATCAAGTGACGGTAAC TACCCAGAAAGGGACGGCTAACTAC
GTGCCAGCAGCCGCGGTAATACGTAGGTCCCGAGCGTTETCCGGATTTATTGGGCGTAAAGCGAGCGCAGGTGGTTTATTAAGTCTGGTGTAAAGGE Lactococcus sp. RD015416 ANGE0000500031545 165 rDNA 100.000 2655 0.0 Go!
AGTGGCTCAACCATTGTATGCATTGGAAACTGGTAGACTTGAGTGCAGGAGAGGAGAGTGGAATTCCATGTGTAGCGGTGAMATGCGTAGATATATGGA
GOAACACCGETGECEAMGCGGCTCTCTEGCCTGTAACTGACACTGAGGCTCOAMGCGTGGGEAGCAAACAGGATTAGATACCCTGGTAGTCCACGE Lactococcus sp. RD015415 ANGE0000500031544 165 rDNA 100.000 2655 0.0 Go!
CGTAAACGATGAGTGCTAGATGTAGGGAGCTATAAGTTCTCTGTATCGCAGCTAACGCAATAAGCACTCCGCCTGGGGAGTACGACCGCAAGGTTGAAA
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» F-2tvhk 1
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1
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(
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 a7eny NBRCHEDS ) WEEBEI 7= JEAEE, “\ RSB ET. ENZERT SHMENERE

SCORES [s0 | —< H s 7655 bits (2944), Ex 0.0
wowans B EIRERRDU-=>JH (RDHK) O
DRY— ARNABGFESIDOT -5ty b strand-Plus/Plus - . - T - . . -
EXPECT 10 Queryl F CGLTG GLL H [; ; GRTACTTGT &

ITTETTTT
FILTER CON ~ ®O0R\_ Shict 1 ETAD TR
WORD SIZE |[28 ]

Query 61
Query 121

Shie

Bl BEHIHRIS :
https://www.nite.go.jp/nbrc/dbrp/dataview?datald=ANGE0000500031545
YOI AMD: 758c33cb341247b4820f8759fde1938f

23



BLASTTHHRI 2RI M ENZIRFR

£% : E17 t8) HOEMmE
JERIESR (BLAST) KR

ERDFJRENZDE T, BELHOHLDET,
DOIABNIDZEZEATHEL L, BLETRRZRDIIENTEET,

_____________________________________

- = = e = = = e e e e e e e e e e e e e e e e = = =

#RERTEE 23/02/24 12:40

RaE BEEFEHL
| o=

2023/02/24 12:40

Now in progress ...

HHFEEEZE (BLAST) ST

EWERT—4
ISy bkTa—L

D B R P ERES. i3 7 = /EECHIT. HEEOH ZEHPHEROHIEN B ORENEREFETZ LA TEED,

TOP » 7TVES (FASTATER)
BT rLETy 7O~ K
AFIUBERY 27 ILOER 7741Lﬁ‘§ﬂén‘(u§zﬁ/\,[ EE‘FE ]
RIS (BLAST) H5HFT 1
Ficld, EFEADLTLIES L, ‘iV}7
_________________________________________ <
J Z kD! \
DERPEZFIHE & USIRIDERE \
UZIARD | | 1
&< HZEH (FAQ) 1
1
—a—2RX il U :

~L7  Iiiieieieieieisieieinieisinieinieininieinieisiniainiaieinteininieintainin it ’ 24



F—AN—AIDEETIGHRERS

Mortal

RDF portal

RBINAARRDFT—5D

A=Ak

RDF portal
o7 —5Z80
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EWJEE\T—G’%%L SR(C
RZR-FRRI D7 NDFHEFE

Lo

DBRP STANZA

Strain 1D
Organism Name
Environment

Application

Strain List

Tta6of6

EME

SR —ACDVWTORDFIA—Y M SRTE

Barefiv moow: <http s pur o bin AT S moculs
@prefix rdf: <httpSwww w3 org/1889/02/22-rdf-syntax—ns#>
@prefix rdfs: <httpd Awww w3 arg/ 200001 Ardf-schemalty
@prefix xml: <httpd Sewvww w3 org/ XMLA 998/ namespace >
@prafix xsd: <httpd Swww w3 org/ 2001 SXMLS chema#s
Chittpd A purl jpdbio/1 03/ nite/ cultures,/00000001 > moowMCCW_ 000011 “ Rhodotorula
mucilaginosa (J&oumlrgensen) Harrison™ ™" xsd:string ;

mocyv:MCCY_ 0000465 1 .

Chttgd A purl jodbin 1 034 nite/ culture s//00000002> mocwMCCY 000011 7
mucilaginosa (J&oumlrgansen) Harrison”™ " xsd:string ;
moowCCY_ 000048 1 .

Rhodotoruls

Chttp A A pur jod bin/1 034 nite / cultures/00000003> mocwMCCY_.000011 7
mucilaginosa (J&oumlrgansen) Harrison” ™ xsd:string
moov:MCCY 000048 1 |

Rhodotorula

<http//purl o/ bio1 03/ nite / cultures/00000004 > moowMCCY_ 000011 7
mucilaginosa (JRoumlrgensen) Harrison™ ™ xad:string |
oo MCCY 000046 1 |

Rhodotarula

<http A purl jp binA1 034 nite/ culture s/ Q0000005 > mocw MCCY_00001 1
(Anderson) Meyer & Yarrow ™ xadstring ;
moovMCCY 000046 1 |

“Candida glabrata

bt S S el b A ie AR S el S e 2 SOOOOTOOR ™ e e WO 0000 ™ Candida tropicalis

MR DBRP

® MCCY 000011 7 Candida ke fyr

TNENDHFRBIDEMEIRD
1&#%ZRDF{t.. RDF portallC

U]

Japan Collection of Microorganisms

Type strain Other collections

ik, BEREMA / N—> 3 VAE
TATSL (SIP) TRARI—bINAFEE-
BEEBEM (FEZEAN . EUHEBERXIE
A=) ICk->TEBESNELT=]

[RBED—

r w:s 997 B Eﬁﬁﬁﬁ

ATCC 14085, BCRC 21!
3093, DBVPG 6601, ML
mﬂ HRRL ¥-12657

JCM 1
M i, N NBRC 1
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TOP ( WEWRER 58,134
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PRI SR 8,795
HKCOHBICH T/ EAFROBE 7 —2baEnEd
BREHH © 2022-11-24

2oBEh >

NBRC#% U X FH 5T
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APIRZ=a7)L

EMERT 275y b7 4—L (Dataand Biological Resource Platform : DBRP) 3. 5H#MU EDENE R TOEERE (MO EE
B AV IRBRRY) E—FRNIRETZI N TEZT—E TSV FT+—LTT,

DBRPZ I BEMBOM, SEXELBERDSBENOREYCTOBEEERERRIZEHTETY, £, HEVICHIZIBEROBREHTIXT,

HLCHS DBRPH- NURL

DBRP{ENEhiE

£<BH3EH (FAQ

B¥HO=21—2

e

AVT

2022-11-24 NBRCHODT — X EBH L. 7— X OBMIT100,580F (FAEMIKIE]SS, 134, SARE
SRGE - CBREC56 HitEHRE, 195 ) LD E LI
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$2Y X THRY

DBRPICINEFL TV R L TOT —RIIHLTHF—T— FREIEZITOENTEET.

more...

f
T —22NRER !
\

[ F—D—REEHXBETHERETEOK }

MEYEMEER (DBERE - 5
E) R—=>AU>D

?H£}>

| scatimsmAR— oAU

| #mmc—sAU> s

"BE,TA "
BORBBF _____________________________ . IBROIBLES ]
: BRI 26 | ERU TR DIAFH
2z
[SRtE V| #oAFE - [mRERE - XHOEE | FER - |ER v
| B v|[wErE - mE v BSL v AREE MEEELE
Tt | mona
FERDUR bz
Ao>O— R
1= BRDORTRR:|20 30 PheBLEF A 5201 5 TR
F—41D L F—RRARL
ATMEQ000000000292 43EkIR (sake / HAE)

FE2EE (RT 027 0RBEICK DEESNICT 1 > OKE(2009)

FLTE (REAEOBEREEAOFBIZDWT (BIII0RF R RRIE R FE /N A i 10FE Il BRssE
) (2012))

FRES (ABEHRNITUA S yERWVCKETRICS T % M85 EEfELactobacillus hilgardiiEREHEE
(2009))

Wickerhamomyces anomalus NBRC 0568 D #4154k

DOCI0110007811863

DOCI0110009457776

DOCI0130005084475

STNB0000000000568

STNRNONNNNNONNARS  Saccharamvces cerpvisiae NRRC NOR5 N #ETESR
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MANAGED by
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AFIUHGERY

HHENEESR (BLAST) H5HRY

SR (Taxonomy) HSEF

NBRCHFE ) 2 R 58T

RD¥%ZE U R FHSHRT
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APINZa7IL

DERPZ &
DBRPIETE)E

£< %38 (FAQ)
Z—a—X

ALY

BESE - CEERCE5

a A « B2

AULS-1-14 T XL RUBRFLEEEW T — 0 URIERLLT. 7/ LAlFRdor) T Ll & L /c.

Za—2—% >

ERER

b)) EUIHRERE A SERRNRRE JAMSTE) OF— 4% 2L L1
ROEFLEEEOT —2 (HIEH26H. &/ ATEWI6H) Z4HLE LK

ZABT—# trzl=41iSeed Bank®DSeedBank 51 7S VDT —RZLHL. 5 (RIEH2F. 7/ LAERIA i) ZEMLE L.

VIEW MORE ¥

24 2 X TRT

DBRPICIFERL TW AR TOT—RICHLTHF—7—FBREE=ITSI A TEEY,.  more.

T — 22 TR B4

2
'

O mEwhERs

"I —D - FRR B OERRBICF T FEANL. HEMERRISEHTETET. more...

FU—TI—-F@R L

HERICERT =) HiAES [FEH (7]

fl) Streptomyces fil) NBRC 100959 f) A w5l
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¥ httpsy//www.nite.go.jp/nbre/dbrp/search/fulltext?inputKeywords= B &8

£WEET—42
FSwkTa—L4

DBRP

MANAGED by

TOP Searched by "BF&"

a A v B 4

R\ 7T —2EXEE | AFE

N8R T — A L XIRFERER

HFAUDSET \
IR (BLAST) A'5&Y R DAHER
HENTEES 4
S¥EE (Taxonomy) HSET IS 51
NBRC#%Z Y X F D5 [Refseq  v|[mzERitv|EL v|[EE || wEE - BBE | F LRIFEE v
RD#EU R MO ST [EmonE -] aE v BOAF | B0 SE v | S ~|
[BsL v|[zmemx |
DBRP Stanza F—DO—KTRDOAL | | a&%ﬁﬁ?

APIR=a7Il

108 fFP1FD 20T ETERR

T=R2E1HIL

DBRPY (& IN—UH T DFRTEH: |20 v
DBRPIENENE
F—421D “
3 (FA
E<HSEN (Q) ANGED000000001513
=a—A ANGED000000001996
~LF ANGED000000002023
bMEaY - CEERCES ANGED000000002124
ANGED000000002147
ANGED000000002251
ANGED000000002418
: ﬁlﬂlg} ANGED000000002516

7'/ L (Saccharomyces cerevisiae Kyokai no. 7 mitochodrial DNA, complete genome)
7'/ LI (Saccharomyces cerevisiae Kyokai no. 7, whole genome shotgun sequencing project)
4/ Ly (Latilactobacillus sakei strain NBRC 3541, whole genome shotgun sequencing project)

4/ L (Leuconostoc mesenteroides subsp. sake strain NBRC 102481, whole genome shotgun sequencing
project)

4/ L (Latilactobacillus sakei subsp. sakei strain NBRC 15893, whole genome shotgun sequencing project)

4/ Ly (Latilactobacillus sakei subsp. carnosus strain NBRC 107868, whole genome shotgun sequencing
project)

7'/ L (RefSeq:Latilactobacillus sakei strain NBRC 3541, whole genome shotgun sequencing project)

4/ L (RefSeq:Leuconostoc mesenteroides subsp. sake strain NBRC 102481, whole genome shotgun
sequencing project)
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HEEER (BLAST) H5@T
MEYTEEER 4

S¥EE (Taxonomy) HSET
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ANGE0000000001513 4./ Ly (Saccharomyces cerevisiae Kyokai no. 7 mitochodrial DNA, complete genome)
ANGE0000000001996 ./ Lv (Saccharomyces cerevisiae Kyokai no. 7, whole genome shotgun sequencing project)
AT ANGE0000000002023 #4°/ L. (Latilactobacillus sakei strain NBRC 3541, whole genome shotgun sequencing project)

4/ L (Leuconostoc mesenteroides subsp. sake strain NBRC 102481, whole genome shotgun sequencing

ERE . — o
slat - CELRCES ANGED000000002124 project)

ANGE0000000002147 %°/ L. (Latilactobacillus sakei subsp. sakei strain NBRC 15893, whole genome shotgun sequencing project)

4/ Ly (Latilactobacillus sakei subsp. carnosus strain NBRC 107868, whole genome shotgun sequencing

ANGED000000002251 project)

ANGE0000000002418 #4°/ L. (RefSeq:Latilactobacillus sakei strain NBRC 3541, whole genome shotgun sequencing project)

4/ L (RefSeq:Leuconostoc mesenteroides subsp. sake strain NBRC 102481, whole genome shotgun

ANGEDO000000002516 sequencing project)
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ATAP0000000000206
ATAP0000000000846
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ATAP0000500000004
ATAP(000500000007
ATMEO000000000292
ATMEO000000000293

Bt (o)

R (kRS

B (LERR)
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1 1
#l) candida ) ARE (AEHE) 1| 71 1
\ 2
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STNB0000000000039 | Debaryomyces nepalensis NBRC 0039 D#k 15k : 0 1 51

I

STNB0000000000058 | Debaryomyces hansenii var. fabryi NBRC 0058 D415k : 0 1 4 1
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