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* A combination database and interactive web
page for manipulating and displaying annotations
on genomes

* Developed by GMOD (Generic Model Organism
Database)

* GDR GBrowse : a customized GBrowse for
the genomes in GDR
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Tracks
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Home Species Projects Maps Search Tools Community  Contact
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Prunus Persica; 600 bp from scaffold_1:14,389,558..14,390,157
Browser | Upload and Share Tracks Preferences
B Search
Landmark or Region:
scaffold_1:14389558. 1439015 Search Download Decorated FASTAFile B Configure... | Go
Examples: scaffold 1:12360000.12479999, ppa014948m, BU45951, CPPCT016, AG2RA.
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Generic Genome Browser version 2.0. For questions about the data at this site, please contact its webmaster. For support of the browser software only, send email to gmod-gbrowse@lists.sourceforge.net or visit the GMOD Project web
pages.



GDR GBrowse Search

Search by annotation ID,
name, or comment

from scaffold_1:14,387,368.14,392,367
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GDR GBrowse Search

| (& GBrowse Details: id:21886438

\%G D R| Genome Database
f for Rosaceae ppa014948m Details
Name: ppa014948m

ype: mRNA
Species Projects Maps Search Tools Community  Contact Description:

Source: JGI
File - Help Position: scaffold_1:14389558..14390157 (+ strand)
| Length: 600
Prunus Persica: 5 kbp from scaffold_1:14,387,358..14,392,357 lias: PROT:ppa014948m

LOC:ppa014948m.g

Browser | Upload and Share Tracks Preferences PACid: 17640688
| Search load_id: 21064743

Landmark or Region: primary_id: . 21386438
scafold_1:14387358. 143923 _Search Download Decoratg §1OWse DI scafoldscatesass '
Examples: scaffold_1:12360000..12479999, ppa014948m, BU045951, CPPCTO16, AGZEA. ars: D‘;‘;c";ipﬁon,
Data Source | ¢ Tromme ' JGl
: ScrolliZoom: ez
Prunus Persica Position: scaffold_1:14389558.. 14389728 (+ strand)
| Overview Length: 1
scaffold.1 ‘ ) ) PACid: 17640688
onf ) 201 B load_id: 21064749
Hﬁﬁﬂﬂal‘kelj o LANIL N I NI 1 1 1 o OE L e LI B Il NN pa[e"t id: 21084?‘18
1 Region ‘ p primary id: 21886439
14300K Transcript Modsl ppz014348m gbrowse_dbid:
I Details [scaffold_t: 14309550, 14390157] Type: cos
« } Description:
14388k 14391k Source: Nel
BB DA Transcript Model Position: scaffold_1:14389879. 14390157 (+ strand)
ERa0Lé3dtn Length: 279
: PACid: 17640688
B EEH Alternate T) Model
erete Trmocript Mo load_id: 21064750
BEEH Arabidopsis Peptide Alignment parent id: 21064748
ATAG27260.1_GX13P  ATHGIG605.1_GX150P primary_id: 21886440
gbrowse_dbid:
AT1G30140,1_GR15P
a014946m cl o=iti 1d 1:14389558..143%0157 (+ =trand)
ATZG25850,1_GRZ2R :1P‘§GHCBCG ACCTARECAG CEA'DCETL!; CGTCACEETC EAAT!CCACA RRATETATTA BC!.!;L'J.‘GT!
_ IGGAATTCATA TATGITCITA GITGGTGGGA GGGCTCAGCT CACGATTCAA GAATACTACA AGATGCTTTA
ATI628950.1_GHE7R IATGGACTTAA AGTGCCACAA GGTATTITTA AATTTTAAAT TTTTTCTTAT TIGTTTACATT AGCTCATACA
___._ R A (ACTAACATAT GTTTACATTA GCTCATACAT TGGATATATA CTAACATATG TGTAATCTAT TATCAGGGAR




GDR GBrowse Tracks

Browser | Upload and Share Tracks _ Preferences

B Search
Landmark or Region:

|scaffo|d_'|:1438?358..1439235 Search Download Decorated FASTAFile E Configure... | Go

Examples: scaffold 1:12360000..12479999. ppa014948m, BU045951, CPPCTO16. AG25A.

Data Source
Prunus Persica M«.(. . |3how5kbp : - _>.>>.rml2
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scaffold_1
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B Details
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BB BB aternate Transcript Model

B B BB arabidopsis Peptide Alignment
ATEG27260.1_GX13P ATAG3A6E95.1_GR150P
] [

ATAG30140.1_GX15P
AT2G29880 .1 GX2zP
]

ATS628950.1_GX67P

remove track

ATAGA37E2.1_GRLOTP

( C ro S s S i n ) ATAGA1980.1_GX153p
g B B BB soybean Peptide Alignment
Glymadlg02680.1_G8d2P Glumalds3denn . 1_GK247p
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i
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GDR GBrowse Tracks

B Tracks
B Overview [~ Aflon I Al off
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B Genome Sequence [~ A on [ All off

[ DNA/GC Content
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bidopsis Peptide Alignment [ Paplar Peptide Alignment
[ Grape Peptide Alignment [ Rice Peptide Alignment
B RNA-seq lllumina profiles (log 10 scale) [~ g on [~ All off
[ Cotyledon+Embryo, unique alignments [ Fruit, all alignments
[ Cotyledon+Embryo, all alignments [ Leaf, unique alignments
[ Fruit, unique alignments [ Leaf, all alignments
B Repeats [ Allon [ All off
[ 20mers aligning with 0 errors (log 10 scale) [ ReAS
[ LTRs sensus Repeats
B Transcripts [~ Al on [ All off

choose tracks
you want to see
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@wt}ean Peptide Alignment

[ Root, unique alignments
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GDR GBrowse Tracks
«GDRI

Species

Genome Database
for Rosaceae

Projects Maps Search

File Help

- |
Prunus Persica: 61 kbp from scaffold_1:3,426,000..3,487,000

Browser | Upload and Share Tracks Preferences
Search

Landmark or Region:
|scaﬁ0|d_1:3425000..3487000 Search

Examples: scaffold_1:12360000..12473999, ppa014948m, BU0456951, CPPCT016, AG25A.
Data Source
Prunus Persica

B overview
scaffoldl1
} 1
o 10 i
Hﬂﬁnhﬂarker" ni LTI N TR n [ | moE o0l
Region |
i : : : : : : ; , , ,

T30k 33V0K 33H0k 3300k 3400k 3diok 3420k P430k Sddok 3450k 3da0k

Details

“

Session IDs

330K
HﬂEnTranscript Model If you wish to use 3
ppatl7EdZm pRa0aILTom a3 .
N m data from this sess
pRanza35an pRat0de2an D5 far the current]
I8l
ppatle37an
ik

Your userlD is 4a9
EBE B aternate Transcript Model

Your uploadiDis 3

BEEEE Arabidopsis Peptide Alignment
0y | [

B BB E consensus Repeatsl
Ll 1

’AT?GSSSZU.LGXSF' Details
Name: AT2G33320.1_GX3P

Link Te TAIR
Type: match
Description:
Source: arabi_peptide
Position: scaffold_1:3448184. 3449791 (+ strand)
Length: 1608
Score: 0
Alias: AT2G333201
AT2G333201
AT2G33320
Description: ~ C2 domain-containing protein AT2G3332
load_id: 7688656
primary id: 396091
gbrowse dbid: scaffolds:database
Parts: Type: HSP
Description:
Source: arabi_peptide
Position: scaffold_1:3448184..34
Length: 1608
Score: 0
Identities: 264
Query: SILAPFQLLELNVISAC
GMRFVALQVRRPSGF
GSMVNGSEVSIKKNK
EDRPRRKPASHKPSF
SVEGLQSKLERWRTE
Score: 402
Start: i
Stop: 602
Subject: SIFPSFQLLELNISAQL
GMRFVALQVRRPSGF
ASALMSAESETVPTT
RPPROYDRTSSRASP
AKERSQAYETESSILE
GRLPRLGSADDLSYL
load_id: 7688857
parent_id: 7688656




GDR GBrowse Tracks
«GDR

Species

Genome Database
for Rosaceae

Projects

Maps

File

Help

|
Prunus Persica: 20 kbp from scaffold_1:14,384,158..14,404,158
Browser | Upload and Share Tracks Preferences

Search

Community Contact

Search

Landmark or Region:

|scaﬁo|d_‘|:14393900..1439805 Search

Examples: scaffold_1:12360000..12479999, ppa014948m, BU045951, CPPCT016, AG25A.

Data Source
Prunus Persica

B overview ‘

Download Decorated FASTA File El Configure...
Show 20kbp | = 2

Scroll/Zoom: «<

ATAGE7260,1_Gx13p

ATIGI0140,1_Gx15P

ATZG29880 .1 _Gr22p

]
ATOGZE950,1_GRE7P
]

scaffold_1 |
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Details « 5 ki .
N |
scaffold_1: 28 kbp
143=90k B Fracal 3= scaffold_1:14393900..14398099 [X]
7 i
HﬂﬂnTranscript Model oom in . .
ppab14945m ppal25775m Recenter on this region
L} o i Dump selection as FASTA
HﬂﬂnmternateTranscriptModel Submit selection to UCSC BLAT
Submit selection to NCBI BLAST
Hﬂﬂnmabidopsis Peptide Alignment

ATIG1E360.1_GRiM
]

1

L

Selecting regions
with mouse




R GBrowse Tracks
«GDR|

Species

Genome Database
for Rosaceae

Projects Maps Search Tools Community  Contact

File

Help

B
Prunus Persica: 20 kbp from scaffold_1:14,384,158..14,404,158

Browser | Upload and Share Tracks Preferences

Search

Landmark or Regien:

scaffold_1:14393900.143980¢ Search

Examples: scaffold 1:12360000..12479999, ppa014948m, BUM45951, CRPCTO16, AG25A
Data Source

Prunus Persica

Download Decorated FASTA File : Configure..

Show 20 kbp

parch Tools

SerollZoom: € €

B Overview
scaffold_1 ) ) ) )
o o 20 ] !
Region ) ‘ ) |
14300k [ e
Details
« 5 kbp —— ’

scaffold_1: 20 kbp

scaffold_1:14393900..14398099 Cq
Zoom in

|
14300

[ & B M ranscript Model

ppalidS4tn PpatiZs77em
[ 1 4 Laigi gl

HIH'A\temateTranscnm Model

HIH'Amb\dopsws Pepfide Alignment

ATEGZ7260,1_GRLIP HTIG16360,1_GALH
m

AT1630140.1_GR15P

AT2G29660,1_GXZZP

ATAGZB050.1_GAETP
]

‘
14300k 14400

{

LDelails

»scaffold 1:14393900..14398039
atccttacccattgetaccaccacattgotaccaaatgcatatttattgtitttocattt
tcaaatacgggtatcaaasacgrttttgatgtitttgttgotagaaaattgrtctetgtt
taaactaccaaacacattctcaaatcttgaaaattgraagacgttatgagacaagectta
aatatctctectotetgettttgoctetetotetetotctotctotctcaageaaatatt
agaaagagactagrtatctggtaagggtgaatttgatttaaatttagcgggcattgattt
gggcctcaagaccaagggrgtgttgatccaaccccagaaattttgaageatteteattgt
atataataaagcccatttcatattctagcaaggaacatgataatcatgaagaaaaaaaac
ttaattgratagcttacagggaaaatttttttitttttttrtttttttttgagaaaaget
tacagggatattagaatccaaaageacctaattaagtetcctaatacaatctaacagagy
ttggaacacatacatagtacaaaatccaccaaccactcaaattaattgtagectetgect
ctotetetggetgtcaataattitetettcacttgoggcgacgtyetgtetcaatagyte
cagcttgocttgocaactgaaagacaaaaaaaaaaatcaaaaaataaaataaaatcaaaa
cacattttaatatatatatatacacacacacacatgctggtgtaatttgyagagtitace
tgaaaataagcctcaagectotietteagtytigeatgttctetertcaatgettggaaa
gtocteatgeatctggatttaccgtcaaaactttgaagtgacttaccaactttatttaca
cattttttcocctttttaaatttattetetatattatcattttattatatgttttgtacga
ttgtaaaaagggaagactcaaattcgagttaagagaatataattargatgagagtititt
agagattgatgctagaattgcgtaagtaccctictecatttoctgecttgcaatattece
taaactgttggcactcagettttacctttttggetecgatgetyogcaccaattaagaga
aatgtttagttgggattaaatcttgtcatctcaaaagecaacatagaatatacttacaga
ttccttgotaatatttcttazaattaataacaaattgaggacgtittatttttttacett
gagcracttcccttgaactgatgcatgtagocgtecaatttattaaaatcatyaggggte
$tctctgcatatacatactatacattattatatgtccctgacataaatattgucatta
agaagtgaaaattataatttgacccacagegecagetetatggtitggagtgateta
gatgaatcttggragtaggatgrageaatttectecacaaaatttgggttageatcatct
tgcagetoctocaactgaataaactyetegtocagaaatcoetgaaattoocaaaagttt
tgaaaatgaagagtgctazaatagetacaagtgcacattagtttttotttttttgaatta
ctgttctgggattattgtgttgtgotatacttittgagaacttatgrccaatycatrgtty
cacgtatgataaacaagggaaagggaaaaggtaaaaagagatgaaaaagaaaaagaagaa
cctgatcaaagagggactgccteatyagacyaacctgcctetggttettytecattgaac
agraaaggatataaagaagatarattggggagagagagagaagagaagacagtgggaaga
agaaagtgtgatgagataattaaattgttaaggageaagaggggtttatataatacttty
ggyotgtycagyaggagygazactyagygtagaaccatgaaaagyaagaagagcatgyag
tgattggyggttttgtggggoaaattegattetggractaagtgaaataaataaataage
gattggtattgtttatgaattatgttaaatctggaatgatctgottctacatgtagatag
ataccttattctaaatagtaaataccccctcatttagatattatcattttttttaaaatt
gaattgggttaaattaaaatgoctaatgeactcaaatecatceccatattetecacectaaa
ggttgattagatagcaacatataatgattcaaaaaaatatctatgacattacatgtacag
ttttratgtgtaaaggttttggtgactttgcatttatatatatatatatatatatatata

« 5 Kip
scaffold_1: 28 kbp
|
14350K
BEERE Transcript Model
ppatidadan Ppa0257 78m
[} 4 <
BEBE sernate Transcript Model
EBER Arabidopsis Peptide Alignment
ATAG27260.1_GR13P ATIGLE3)
=]
AT1G30140,1_GR15P
ATZG29850,1_GR22P

J



GDR GBrowse Configuring Tracks

File Help

- |
Prunus Persica: 61 kbp from scaffold_1:3,426,000..3,487,000
Browser | Upload and Share Tracks Preferences

B Search
Landmark or Region:
|scaff0|d_‘|:3426000..348?DDD Search Download Decorated FASTAFile E Go
Examples: scaffold_1:12360000..12479999, ppa014948m, BU045951, CPPCT016, AG25A.
Data Source i
- ScrolliZoom: << € Show 61 kbp | = 2 2T Fip

Configure... Decorated FASTA File
The marked-up FASTA dumper plugin dumps out the currently displayed genomic segment in FASTA format.

This plugin was written by Lincoln Stein and Jason Stajich.

Cancel | Configure | Go |

Output © text @ html
Orientation [ Flip

Transcript Model ® None © CAPS " Bold © Underline © Italics © Fant |red : M |red :
Alternate Transcript Model * None © CAPS © Bold ¢ Underline © italics ¢ Font |red : “ |l |red :
PASA Aligned ESTs * None © CAPS © Bold © Underline © /falics © Fant |red : M |red :

Blat Aligned Prunus persica EST assembly V1 ® None " CAPS © Bold © Underline © italics  Font[red  [v] C[lll[red  [7]
Genetic Marker Alignment © None © CAPS © Bold  Underline © ftalics © Font[red  [=] C[lll[red  [3] Cu stom | e
Genetic Mapped Markers # None © CAPS  Bold © Underline © ifalics © Font m C |l [red .
Genetic Mapped Markers ® None ¢ CAPS © Bold © Underdine  Jtalics © Font[red  [=] © Il W yo ur trac k views
Arabidopsis Peptide Alignment * None © CAPS ¢ Bold © Underline © italics © Font m o | m
Grape Peptide Alignment & None © CAPS ¢ Bold " Underline  italics ” Font[red  |v] C[lll[red  [5]
Poplar Peptide Alignment © None © CAPS C Bold © Underine © ftalics C Font[red  [=] CHll[red  [5]
Soybean Peptide Alignment * None © CAPS © Bold ¢ Underline © Ifalics © Font m o | m

Rice Peptide Alignment ® None © CAPS " Bold " Underline " /falics © Fant |red : M |red :
Consensus Repeats ™ Mone © CAPS © Bold ¢ Underline © italics © Font |red ~| Tl |red -
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GDR Gbrowse Preferences
& GDR | 5reme Saawase

Species

Projects Maps Community Contact

File Help

Prunus Persica: 61 kbp from scaffold_1:3,426,000..3,487.000

Preferences

Image Width Highlight feature(s) (feature1 feature2...)

¥ Show grid 450 © 640 © BOGa 1024

Clear highlighting
Highlight regions (region1:start..end region2:start..end)

| Clear highlighting
Region Size (bp)

¥ Cache trac|

¥ Show tooltips
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BDesic « o » B0t « I »
wllifily wlbliliily | ‘
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et L Rali [ ite] 0 pallic i ppalicdin ki
F ik FIF Wik F i | ik i Wik
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GDR GBrowse Preferences
« GDRIma

Projects Maps Search Tools Community Contact

Home Species

File - Help

B
" Prunus Persica: § kbp from scaffold_1:14,387,358..14,392,357

Image Width Highlight feature{s) (feature feature2...)

¥ Show grid r
450 © 540 @ 500 C 04 avellow Clear highlighting ) L
Hint; use feature@color to select the color, asin Community  Contact
W Cache tracks el WILBlghhe’ T
ize (bp)
¥ Show toolips H

Update Appearance
| Dibwsen UEIUE".I AU DTS | TACKS  FIEIRIBILES

Search
Landmark or Region:

e d I t scaffold_1:14387358. 143923 Search Download Decorated FASTAFile E Configure M

Examples: scaffold_1:12360000..12479999. ppa014346m. BU045951. CPPCT016. AGZ5A.

Data Source
Prunus Persica M«.(. . | Show5kbp j . .).».rﬁﬂ
B Overview
seaffold.l
0 10 ‘ 30 4
H!Hn"ame["l m nnm e n [ ] 1 mE 1 mnm W EIE RN e e 1 am
Region . | ‘ ‘
T q [ ] st
Details
« P — »
scaffold.1; 5 kbp
14368k 14300k 14300k 14300 14302k
B BB Transcript Model
ppatld9dsm

E BB B Aternate Transcript Model

B BEE Arabidopsis Pepiide Alignment
ATSG3555.4_GHI50P
[

Highlights the specified region
and feature
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GDR GBrowse Reports

N G D R| Genome Database
\ for Rosaceae

Species Projects Maps Search Tools

File Help

-]
Prunus Persica: 5 kbp from scaffold_1:14,387,358..14,392 357
Browser | Upload and Share Tracks Preferences

Search
Landmark or Region:

File

Help

Configure... M

22T Rip

EF Prunus Persica: 61 kbp from scaffold_1:3,426,000..3,487,000
Upload and Share Tracks _Preferences load Sequence File

Landmark or Region

scaffold_1:3426000.3487000 Search Dwn\uadDecmatedFASTAFMEE Configure... | Go

Examples: scaffold_1:12360000. 12479999, ppa014948m, BUD45951, CPPCT016, AG25A

Daia Source scrolizoom: << €
Prunus Persics crollizoom: »scaffold 1:14387358..14392357
5 . aatoor gctaaacaat TCCATUTTAgaaTACTCAJACTATA [Transcripts]
Configure... Decorated FASTA File etgaTTastIIogAttattogt ,g - greag g rox_subparts = 0O
ATCTOATTAATTTOOATLATTONCA gagag wisible = show
T marked-up FASTA dumper plugin dumps out the curienly displayed genomic segment in FASTA format gct gat ttgagrot ta getg kew — Tramscript Model
tacagcaaaatatatCLULtgyyaatagaatattcooatttacatcattcaaatctages feature =— mRNA: JGI
Tis pugin was witten by Lincoln Stein and Jason Stzjch atcaatticactatoctatgagatagetacacetgegeanticat tactacaactasgy Fogcolox Sreen
bgcocolox greemn
Cancel | Comfgure | Go gtffatc:tggetgtffattggactgtgatccaatggttcacaattaattcaatacaaat comesory — Tramocrimts
Output Ctext € hinl tacttta tgggtgaaggetagtteagetattegt Glwph = transcripcz
D - = acagacctcaatttttettgttttggatcctectgatactagtcagttcaagettaatgt
rientation I” Flip - N
tgatgggtagtgeaaatttgegtetggagteattggtgttggaatattaateegtgatya [RAlternative Transcripts]
Transcript Model © None  CAPS ¢ Bold ¢ Underine ¢ ftalics " Font [red v CHl[wd - tagagggaattggatiggtagttttgtgactastotgggagtagtgacatoctageaget box_subparts — O
" 3 o £ Bold € falics © o aq € visibie = show
Alternate Transcript Model © None * CAPS ¢ Bold  Underine " /falics © Font |red < CHll[ed - §aaatatgggggTtOTTCCTEYgnTT ttgcaa TCTCAaattty kew — miternate Transcript Model
PASA Aligned ESTs © None © CaPS  Bold " Underine  italcs C Font[ied  |=] Cll[ed = cgrattaaaa © = TETgTT feature mMRNA:alt
. . & - - - € talcs © - CtLacagtcgatggcatctttgttgt T tgt tgggtgat focolor darkgreen
Blat Aligned Prunus persica EST assembly V1  None © CAPS © Bold © Underine © lfalcs “Fontfred  [+] CHll[red [+ B oracac e i oeolor i
Genetic Marker Alignment © None  CAPS " Bold * Underine (" Italics  Font |red < Cll[ed - agcrataattttga CCgATgagaTTCOLAGoLaggTt tacctttgat ;iceioiy‘::a:;zzzgzipcs
Genetic Mapped Markers © None ' CAPS " Bold " Underine " Italies © Font [red <] € Hll[wd - QaTgaTTTgTTAAgagTLCCTagaactCUTACTJTCCOCgTCAtTTAgagyggTatatte wer B
Genetic Mapped Markers  None © CAPS © Bold " Underine © Ifalics © Font |red : Ol |red : aattaggattatazzacgtttaaaaagatittaaaaatecgogtotaticaatitggatt [Marker:owverwview]
Arabidopsis Peptide Alignment @ Nons " CAPS © Bold  Underine C Ifalics C Font[ied  [«] Cllled [ tatacaaactitaaaagaggtittacaagtitgggtgtaticaaticgaactigtatgaa f?a‘?zie Seduence wariant
I # Nons € CAPS © Bioid  Und  ttais C ’“_E (,-H—B cttttaaaaagtccattcaaatatgggtgtattcaattaggattataaaaaagttgaate ;1511 = z;o"’k
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GDR GBrowse Reports

« GDRIswmone=

Species

Projects

File Help -

File Download

Bookmark this bp from scaffold_1:14,387,358..14,392,357
Share/Export these _Duynumtu save this file. or find a program online to open
tracks are Tracks Preferences it?
MName: scaffold_1_14387358..14392357.0ff3
Export as...

..low-res image Type: Unknown File Type

Reset to defaults

.high-res image From: www.rosaceae.org

Examples: scaffold _1:1 [ GFF annotation table CPPCTO16, AG25A.
Data Source

Prunus Persica

..FASTA sequence file Find ” Save l[ Cancel ]

B overview
scaffold_1

P —— ! l--" | While files from the Intemet can be useful, some files can potentially
uil .Q harm your computer. § you do not trust the source, do not find a
BEEBHEmarke" " """ LLLLLE =" program to open this file or save this file. What's the risk?

Region

]
14300k
Details
4“ 1 kip |
scaffold_1: 5 kbp
L 1 1 l
14388k 14389 14380k, 14351k

HﬂﬂnTranscript Model

PRatld9d8m
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GDR Gbrowse —

Adding your annotations

& GDR |ferame batbase

File Help

Species

Projects Maps

- |
Prunus Persica: 61 kbp from scaffold_1:3,426,000..3,487,000
Browser | Upload and Share Tracks| Preferences

Community

Contact

Uploaded Tracks

[Helo with the file format]
Upload a track

Imported Tracks

[Help with the file format]
Enter remote track URL

Browse\ | Upload |Remnve

Add custom track{s): [From text] {FroNa

[Import a track]

Remove

N\

Upload or import your
own annotation files
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