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NBRP A X 71 Clk, HAIEOAEW 6 TIEOTEENE LT, 2022 FF£ L 0 72127 7 AERICEST
HZHEEI v a CBMLE, 07Ty v 73— E LT, ELEIEEIIIEHT - 45 fn St
JEE NBRP 7' ¥ = 7 MR E (Y4FF) OREHE T, B - KEEEHERUIEE (PR
R—20%) O IIO T T, Cats-l 7 = 7 — —DOREA B L 72 7 =~ 7 ¥ — 3 —MedakaBase %
SEH B, 2022 R L 0 A 2 BAG L7z,

NBRP DIFENCI T D b7 v a id, FillTr —#BiGCidel, VY —RAAR[THS, £
D=, DT —FRX—ATAHENTWABGFT — ¥ DIFHOEEZ B L7 7y b7+ — A
DOREEEL | 22—V —IC X 2RO FHO =Dy — g a{T> T D,

2024 FEHLE . WAGHT « 5 HAFZESE NBRP #HTAFZE B O & FERE L2, 2 —F—Ev U 5
S DOWEEETE LI 2T —R_R—ZFH L T\ 5, A RF =2 X2 I T MedakaBase D44
AT 5,

BEEY A b

« Medaka-annex https://github.com/Squalomix/medaka-annex
MedakaBase % & te A X WO YA N &2 F L OHTW5D,

+ Medaka Shigen https://shigen.nig.ac.jp/medaka/
Z 2 7 ARREAA T b ORSIIE H A ST 2k )V — 2 2t L T 5,

BHTE
Medaka Omics News ({5, &5—75) I TT7 T v AT5 LB, ELIZT =T —_—DKH
PRILRARIETE 72 E1E Twitter 70 7 > MIZTHRIELTWA,

HAK S nbrp.medaka.info@gmail.com  (Zf FEHA. ERESEIE, TE8HE)


https://nbrp.jp/resource/medaka/
https://researchmap.jp/7000007146
https://cat.annotation.jp/
https://medakabase.nbrp.jp/
https://github.com/Squalomix/medaka-annex
https://shigen.nig.ac.jp/medaka/
https://www.treethinkers.info/post/medaka-omics-news-1
https://twitter.com/NbrpMedakaOmix
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2. BaF4#FE https://medakabase.nbrp.ip/

TOP X—=UH D WNIEY — L DRX—VIZ T, A=a—N"—FHORBENGFATT H, MKRIT
Ensembl =2 ks UV (ZIR B2 A X T DBIG T4 IZEESNTITHI D, Ensembl > kU DI
I%. Ensembl Release 107 (July 2022; genebuild May 2018)iZ & %5 (LIS DOFERE T H RIS

H

TOP  Genomebrowserv  Toolsw  Download _ a

MedakaBase for medaka fish biology by NBRP

The status of this webserver, including maintenance plans, is announced under the Twitter account @NbrpMedakaOmix.
Other resource sites for medaka omics and some useful tools are introduced in this page.

Oryzias latipes v Keyword Search Q

TANKHE—FK (%) OFHAREICE2HBBIZONVWTIL, T STFOHA REBRL W x-
W, B4 OREDMLFICE ST, Bla 773V —DA L R_R—EHE —EIRRTLH L L
MNR[REL 725,

Search tips
Example Search results
ENSORLGO00000003517 The specific target is shown
"GMP synthase" The full name including the space in between is taken as a search word
foxI* "' is taken as a wildcard and all of foxl1, foxl2 and foxI3 are shown

"elongation factor" +transcription Both words are taken as search words

"elongation factor" -transcription Matches to the second word are excluded from those to the first word

LU, M2 B ST RILTE iz, MRS LER G513, Ensembl O + T,


https://medakabase.nbrp.jp/
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3. Genome Browser

3.1 JBrowse https://medakabase.nbrp.jp/viewer/Hd-rR/

IR ENTZTF 2w 7Ry 7 ANGEE LWL EBRIRT L L, 77 UFICERIND,

225, Ensembl & NCBI O#{sET /L, £ L TRNAsseq V — RO~y 7R (BAM 7
7 A NVOREAE) ZBRTE 5, EIRAEEZ RNA-seq 7 — Z IX FRtICHIRT 5,

Ichikawa et al., Nat Comm 2017 , Pasquier et al., BMC Genomics, 2016 , & Uchida et al. BMC
Biol. 2022

kR

“liftoff "2 51X U E D8 m T T /L (HNI & HSOK (ZoW TR A[HE) . MedakaBase D7/
LT TP —THERTH72DIZ, NCBIHIEFEIIN TV D HA-IR Oi&Efa1-ET /L& Mz, Liftoff »—
N> THEIELNTZHDTH S, 775805, HA-IR TOIFRIZESE, AWfEs BV CHEE
SNT-BEIERTHDIT-O, AAICEERMLE LD,

TOP  Genomebrowser~  Tools+  Download

Oryzias latipes (Hd-rR) o2 (Gene ID) E (sequence name | . (start) |.. (end) Emore_

Available Tracks [ Y File View Help
[xmter o I o 5,000,000 10,000,000 15,000,000 20,04,000 25,000,000 30,000,000
Q ey Q [Chro1] ~ || Chr01:19880723..19982457 (101.73 | Go o & .EBe
:résselmhl 19,900,000 19,925,000 19,950,000 S
o
130 — = _+— O = mm VIV STITOVE Y [ S TN |
TRHAseq Ensembl Gi532701 Gbp a0t SART1-201 asah1b-201
XY Plot 1B I O— A it (050, 0 e B (Nl 18
" stox2a-202 ‘casp3a-201 pcm1-201
Ll 8 A Qit A [0 8 e &1 (it 02
adultF stox2a-203 casp3a-202 pemi-202
adultm [8.000.0 L amt B (el L8 =
st14 pcm1-203
st15 (0511 8 A & (haa o8
[]st16 pcm1-204
8 s{:; I S
E 2:2‘ pcmi-205
[ sezs Pt
[ stz8 &
[st3 S
stz asah1b-203
L34
E 2(35 . NCBI b — - +—— i AT Al A AR A MU i |8 hamiant B (haiail g W 2
E <38 XM_011476927.3 XM_011476946.3 XM_023957967.1
[ st40 D> o« —mm +.0O LA DT IO
E <t5 n XM_011476930.3 XM_011476956.3 XM_023957970.1
mEY A S et A BTN
XM_023957972.1
* Pasquier2016 LI all
i 0011046981
v ;: %‘#e'ke]saq transcript has 2 substitutions compared to this genomic...
nes

NCBI & Ensembl O#s 1€ 7 /L 2 W FIZHTE TE 5 ~E, MedakaBase DA TH %,

F72. NBRP Tl, MEDOBEMLGFET MIHOWT, EIC3UTREHOHMELZ AL L2 GTF 7
7 A NDEEZITV (UTR DIE) . Zhic kBN GTF 7 7 A JWIZHAE, A 714 TH
BLTW5, 7272 L. S TIE IBrowse TOFERIZITRE L TR0,

3.2 WebApollo

L EN TV ABLEEET /LOME (], Exon DIEERKS) 2B+ 5 2 L RN A[RER Y —
o BUEIZ AT L TV,


https://medakabase.nbrp.jp/viewer/Hd-rR/
https://medakabase.nbrp.jp/viewer/Hd-rR/
https://medakabase.nbrp.jp/viewer/Hd-rR/
https://www.nature.com/articles/s41467-017-01982-7
https://bmcgenomics.biomedcentral.com/articles/10.1186/s12864-016-2709-z
https://bmcbiol.biomedcentral.com/articles/10.1186/s12915-022-01276-5
https://bmcbiol.biomedcentral.com/articles/10.1186/s12915-022-01276-5
https://academic.oup.com/bioinformatics/article/37/12/1639/6035128
https://github.com/Squalomix/utr-modeling/
https://figshare.com/projects/NBRP-Medaka/176391
https://figshare.com/projects/NBRP-Medaka/176391
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4. BLAST https://medakabase.nbrp.jp/tools/blast/

FPLL7ZES 2 g4 5 Y — L,

TR OEIEESH HET X BREdSZ, 7=V — (Query) Bl%| (RHLESIEHVWH) &
LCZEMICAN TS E, ZORINBETHEIND, DOWNWT, FERIZHES S NT-MRBENGDT —
B R— 25T 5 & ZOMAEDEIS CTHEMRENFATIND, T72obb, HEE vs ik
TIL BLASTN, #ifivs 7 2 /B8 CTIX BLASTX, 7 2 /R vs i TIZ TBLASTN, 7 2 /fgvs 7 2
/X BLASTP W EfTEN 5,

RUFIZEL DT —H N—= R385 RN 05720, MER/INEOEIZED D Z L,

We recommend FireFox. If not displayed or working properly, please click here.

SequenceServer ,q, 5 Help & Support

Entering an amino acid sequence as a query together with choosing a nucleotide sequence database automatically allows you to run TBLASTN.

paste query sequence(s) or drag file containing q

Y/
Nucleotide databases [select all] Protein databases [select all]
[][cDs] Oryzias celebensis (Ujung_pandang) Ansai [J[Protein] Oryzias celebensis (Ujung_pandang) Ansai
[ [CDS] Oryzias javanicus {Penang) Ensembl [ [Protein] Oryzias javanicus (Penang) Ensembl
[J [CDS] Oryzias javanicus {Penang) NCBI [J [Protein] Oryzias javanicus (Penang) NCBI
[J[CDS] Oryzias latipes (HSOK) Ensembl [ [Protein] Oryzias latipes (HSOK) Ensembl
[J [€DS] Oryzias latipes (Hd-rR) Ensembl [J [Protein] Oryzias latipes (Hd-rR) Ensembl
[ [CDS] Oryzias latipes (Hd-rR) NCBI [ [Protein] Oryzias latipes (Hd-rR) NCBI
[J [€DS] Oryzias mekongensis (Kalasin) NBRP Original [J [Protein] Oryzias mekongensis (Kalasin) NBRP Original
[ [CDS] Oryzias sakaizumii (HNI) Ensembl [] [Protein] Oryzias sakaizumii (HN1) Ensembl
B S D S P S

BLAST 7' 11 7' 7 A DM OV T, NCBI B AA B () L T\ 5, i RiL. Ald)
ORI IESNTT U 7T LEREND, L L, ZOREZT T, MEE. T72bbES)
NE—EREEZ Ho0NE H e, A=Y e v— (FOBICHEEKL, FEETHET 28ET) 1220
THETE W LICEE, <A =Y —HE I, BliE, 51 RFEmOHEE L1550 % 2%
L5,

BB R T — 2 _X—2D H B, Oryzias mekongensis (%, 2023 4£(Z NBRP OfF#ho—E L LT/
J ABRFN AR L, BN D Th D, Fiz, o AEambiifse= ik, Oryzias gD 7 7 M 7L
—7DVEDE LT, =T MEBREEG LY~ —IZ TR L TR Y, BSIOR M2 T6E
LlpoTWnd (L) |

Oryzias latipes Hd-rR D47/ LARHTIL, YR AHIBLD 24 KUSMZ . GLERISHAAN BT
U720 900 ARDELF] (unanchored contigs) AFAET 5 2 EIZHER. L6 OFEFIIE,
Nucleotide databases D4 T 5 [Genome] NIZE ENTH Y., BLASTHMZE Tt v hL
2B, Yefa Rk & XX B S Tunanchored contig) &R/ RE NS,


https://medakabase.nbrp.jp/tools/blast/
https://blast.ncbi.nlm.nih.gov/doc/blast-quick-start-guide/
https://treethinkers.nig.ac.jp/saira/
https://www.treethinkers.info/post/%E3%82%B5%E3%83%B3%E3%83%9E%E3%81%AE%E3%82%B2%E3%83%8E%E3%83%A0%E6%83%85%E5%A0%B1
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RIS S BFZefs B2 8 9 D BRI2IE. MedakaBase (ZOW Tl 5 721 Tidze < . B o H
KiZHOWTEIHETHZ &, (. Oryzias celebensis D413 Ansai et al., Nat Comm 2021 % 5|
) FEICOWTIE, Bk 19 RIS 2R L CWhizieEzuy,



https://www.nature.com/articles/s41467-021-21697-0
https://www.nature.com/articles/s41467-021-21697-0
https://www.nature.com/articles/s41467-021-21697-0
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5. GMAP - cDNA alignment https://medakabase.nbrp.jp/tools/gmap/

A harEEBE L TREEMEINE YT ) M~y T (TI742) $5H5Y—,

ZZMRIC TR D D cDNA 72 E OS2 AT LT, Genome iRy 7’7 v 7 A = 2 —nb G A X 7 fl
IO, WIZ, Format Ry 77 v 7 A = a—n b BT AERR T r—~ v FEESE, v v B
THERNFIREND,

72 & Z2IE, EBRT VA B Exon SOHWREIZIX, Format Ry 77 v 7 A =2 — D FB

lonly show alignment] Z3ER79 5 & X\, ZiUZ L > T cDNAESID EDEHIFIZA > b a v iindd
ANEND D)% 1bp LAV TIEREIZAND ZENTE S, A2 ha UEINTZOF —ZIZIEFR RSN
RV A hr ARAMLEIZOWTETFTRRIND 2D, EOETZ M5 Z & T Genome
slicer (4% 6. Genome slicer] #Z%M) ([C L v, WRESZHETHZ N TE S, Iz
LT, £ hr5UTR & L<1E 3UTR LIZ gRNA Z IR G T 5,

GMAP

cDNA alignment to genome.

Genome Format

Oryzias latipes (Hd-rR) v GFF3 gene format v

Enter FASTA sequence(s) below:

Search

Full documentation for GMAP is available here.
Reference: Thomas D. Wu and Colin K. Watanabe. GMAP: a genomic mapping and alignment program for mRNA and EST sequences. Bicinformatics 2005 21: 1859-1875.

TED Fulldocument & 7 v — R4 5 LGLND 7 7 A JWZIFILRF- DHDTO RN,
[AEMR) REDTHFAPE2—TU—TH ZLNTE D,


https://medakabase.nbrp.jp/tools/gmap/
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6. Genome Slicer https://medakabase.nbrp.jp/tools/genome slicer/

FRELLID 2825 7 AEHN O, 57 LTAiE Gam—m) OS2 280 B Ko7 5>
—J,

TE:ZH D Example (278 L7ZFICHEV, 77 AEFTID (Yl 5) & hhREs L O % I
ET %, Example NiZdH 5 Complement (%, FEMHE{DOES| &2 BTG T 2B OERFIETH D, FIA
ICBEEEET 5 2 & THEHOES 2 BS T 5,

Genome Slicer

Extract a sequence of a particular genomic region of interest.

Genome Output Format

Oryzias latipes (Hd-rR) v HTML v

Enter genomic location below (comma separated or one per line):

Submit

Example:

Basic usage: Chr01:1-1000 or ChrM:1001..2000
Complement: Chr01:1000-1 (start > left)
Multiple sequences: Chr01:1001-2000,Chr01:2000-1001,Chr02:10001-12000,ChrM:101-200


https://medakabase.nbrp.jp/tools/genome_slicer/
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7. Gene Fetcher https://medakabase.nbrp.jp/tools/gene fetcher/

BIRFORFEDHEBAKE T Z LN TELY—L,

Genome R 77 v T A= a—bLRIBOAEYFEAED, Gene sequence 2> b S L7z W ELS
DOFEHE A RN 5,

Gene region TiE, FEROH NI E LT, FASTAERXSH 5L GenBank JEX DO W % i3
SAZLNTE S, £7/2. 5-upstream/3-downstream D ZEfICEE 28 ETH 2 L T, FEEL-HE
FEHITE U T, BAE RO BiEdSd X OV T iiREes | 2 5 < RS A IS5 2 L R T&E 5,

ZEICIE, FRANCAFL TS HIOBIE T IDZANIT5, 7272 L. [ENSORLT) 22HhAaE S
Ensembl Transcript ID (2R 541 %,

Gene Fetcher

Extract a coding (and UTR) sequence of a particular gene of interest.

Genome

Oryzias latipes (Hd-rR) v

Gene sequence

O mRNA (CDS + UTR) (O CDS (@ Protein
Gene region

O FASTA (O GenBank 5'-upstream 0 3'-downstream 0

Enter gene IDs below (comma separated or one per line):

Submit

Example:
Ensembl gene: ENSORLT00000031622

Ensembl ®= > kU O1f#IL. Ensembl Release 107 (July 2022; genebuild May 2018)(Z &5
<o


https://medakabase.nbrp.jp/tools/gene_fetcher/
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8. Download https://medakabase.nbrp.jp/download/

HE)DAEYTEDEFIN IS TE D,
Ry TT v T A== HHOAEYREEZIED, 77 ANLEI ) v 7T D,
Genome, CDS. Protein ®BIIL 7 7 A VA4S H Z L

Download Genome Resources

Oryzias latipes (Hd-R) v

FileName Description Size
Hd-rR_Ensembl.protein.faa.gz o 10.3 Mbyte
Hd-rR_genome.fna.gz - 229.4 Mbyte
Hd-rR_Ensembl.cds.fna.gz - 15.9 Mbyte


https://medakabase.nbrp.jp/download/

MedakaBase Manual

9. R &M

MedakaBase OFI| 23S < WFFERE R 2 B FE T D BI21X,. MedakaBase (22U CiidL 5 7217 Tl
72 BEFNOHRIZOWTHIHT S Z &, (fil, Oryzias celebensis M4 13 Ansai et al., Nat
Comm 2021 # 5| )

MedakaBase ([ZEEH L TV A E#RD Y — (X, FREd L 912 TOP X—IZfB# L T\ 5,
Ensembl = > kU Off#I%, Ensembl Release 107 (July 2022) 1Z#:3< 28, D FEKIZ, Th
A2~ 5 Ensembl 2345 L TV 2 BIR FHEERE R (Ensembl Tid Tgenebuild) & FEIID) D
May 2018 ik T& %,

Assembly and annotation versions adopted in this site

The current version of genome assembly and annotation is as follows.
For use of the data indicated with '# in publications and data presentations, please contact us (see below for the contact detail).

Species Genome Annotation

Oryzias latipes (Hd-rR) ASM223467v1 Ensembl: Release 107, NCBI: Release 103
Oryzias sakaizumii (HNI) ASM223471v1 Ensembl: Release 107

Oryzias latipes (HSOK) ASM223469v1 Ensembl: Release 107

Oryzias javanicus (Penang) OJAV_11 Ensembl: Release 107, NCBI: OJAV_1.1

Oryzias celebensis (Ujung pandang) OryCel_ 1.0 Ansai: 1.0
Oryzias mekongenesis (Kalasin) foryMek1.1*  NBRP Original: Helixer 1.0%

Oryzias mekongensis OELFNZDOWTIL, Gl e L TUIRBRTH LD, ARICHOWTITY
NBRP # % 71 /£t T — 2 (nbrp.medaka.info@gmail.com) ~ZFH#E< 72X,
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https://www.nature.com/articles/s41467-021-21697-0
https://www.nature.com/articles/s41467-021-21697-0
https://www.nature.com/articles/s41467-021-21697-0
https://www.nature.com/articles/s41467-021-21697-0

