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Welcome to the July 2022 issue of the GDR newsletter. This newsletter is issued to inform

users about new or updated data and tools in GDR. In addition to new and updated data,
each issue will provide more detailed information in the specific featured tool/data section.

New Genome Assemblies

Data from three whole genome assemblies of Fragaria
and the whole genome assembly of the cultivated
hawthorn have beenaddedto GDR this past quarter.
Access data from Gene Search, MegaSearch, Synteny
Viewer, JBrowse, BLAST as well as the individual genome
pageslinked below.

* Fragariavesca Yellow Wonder

* Fragariaxananassa FL15.89-25

* Fragaria chiloensis

* cultivated hawthorn Crataequs pinnatifida var. major

New Bin Map display in MapViewer

e Example binmap
¢ Example page of a bin and associated markers

AA0SB AA0BB
0 Op=m  EPPCU0027 -
Prunus B Map 1 14\[ = Erpouises
10 1= Eppcu2sry
Prunus Bin Map.1:15.__ cc23 — FEJF;E;:USOGZ
RosCOS_1231_478 — MAO67a
20 [ ROSCOS_1523_INDEL 98 2= Hgﬁiigﬁ
Prunus Bin Map.1 ZS\( CcPSCTO%6 == UDAp4s6
UDAp-471

@

RosCOS_3766
MAQT0a
ROSCOS_1473
ROSCOS_3696_143
RosCOS_0784
AB0SB
RoSCOS_0487_54
RoSCOS_1487

30 [

40| Prunus Bin Map.1 50\{
Prunus Bin Map.1 5k=

c

S
=

5

S
o

60
Prunus Bin Map.1:7:

RosCOsS_2912

70 7
Prunus Bin Map.1 TS\[ Brosa
80 TubA3 8
FG8A
cM o

M RFLP M EST-SSR M SSR M SNP M Isozyme M bin

More tutorial videos are available

How to use MegaSearch for QTL and How to use
BLAST short tutorials were made available this past
guarter. Go to the manual page or our YouTube
channel.
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Updated corresponding Matrices in
MapViewer

View the Correspondence Matrix and browse correspondences between genetic maps

When the Submit button is clicked, a new correspondence matrix page will appear to allow browsing correspondence bety
species and one genetic map

Species Prunus dulcis ~ Map Al v
Compare To
Species Prunus persica v Map Prunus-TxE-peachV2.0 ~

’ View the Correspondence Matrix and browse correspondences between whole genomes and maps

When the Submit button is clicked, a new correspendence matrix page will appear to allow browsing correspondence bety

Whole Genome Malus x domestica GDDH13 v1.1 Whole Genome Assembly & Annotation v

Matrix between genetic maps

Prunus-TxE-peachVv2.0
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Prunus BinMap | 156 = 92 102 62 @ 114 108 100

Prunus-TE-F2 { 124 120 52 112 116 108 96 44

Matrix between the whole genome and maps

Malus x domestica GDDH13 v1.1 Whole Genom
ly & Annotation

Apple-BB-F1{ 62

Apple-B-F1-2014 0 5 12 1 9 4 5



https://www.rosaceae.org/search/genes
https://www.rosaceae.org/tripal_megasearch
https://www.rosaceae.org/synview/search
https://www.rosaceae.org/tools/jbrowse
https://www.rosaceae.org/blast
https://www.rosaceae.org/Analysis/13738130
https://www.rosaceae.org/Analysis/13738092
https://www.rosaceae.org/Analysis/13738080
https://www.rosaceae.org/Analysis/13655519
https://www.rosaceae.org/mapviewer/13/LG1
https://www.rosaceae.org/bio_data/13736720
https://www.youtube.com/watch?v=zihzFcngoqY
https://www.youtube.com/watch?v=DS7qhMb8v7U
https://www.rosaceae.org/node/6989887
https://www.youtube.com/channel/UC0S8SqxuMpfScejyE-VCtxA/videos
https://www.rosaceae.org/MapViewer
https://www.rosaceae.org/MapViewer
https://www.rosaceae.org/MapViewer
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Tools

New GDR search interfaces

A couple years ago, we added MegaSearch to
GDR. MegaSearch was an additional way for
users to search the data in GDR and also allowed
further refinement to the displayed/downloaded
search results over the traditional searches on
GDR.

Since MegaSearch works so well, we have
decided to transition most searches within GDR
to MegaSearch. Not only is this an improvement
in database usability, but also helps GDR run
more  efficiently which will help with

performance.

& GDR Species ~ Data - Search ~ Tools ~ General

Search Genes and Transcripts

Search Genotype

If you use GDR please cite: Jung, S. etal. (2019) 15, alit
Search Germplasm Images
Search Haplotype Block F
Search Maps
GENOME DATABASE 1 search markers
v Search Markers by Locus
57.3_‘ " . _| Search Onhologsind Paralogs
- ‘ Search Publications
Resources for Rosaceae Research Disco  search QTL
Search Sequences
Cross Site Search E_
Search Trait
Search Trait Evaluation
( \( [ MegaSearch
|
w0
> -
Fragaria Malus Prunus Pyrus Rosa
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If you have used some of the GDR searches in the
past month, you probably noticed a change in the
interfaces. We are still working on some of the
searches, but MegaSearch is being used for the
following data types:

* Genes and Transcripts
Germplasm
Genetic Maps
Genetic Markers
Publications
QTL

Either click on the individual
data search links, or select
MegaSearch to start a search

Tripal MegaSearch

Tripal MegaSearch is a tool for downloading biological data. (Current limit per download
Video tutorial: 2020 presentation | 2021 tutorial (GenefTranscript) | 2022 tutorial (QTL)

Select a data type to start building your own query and download data in bulk:

Data Type [Select a Data Type] v Reset

Data Summary

Data Type Number of Records  Last Updated

Contact 374 02/2212022

Gene/Transcript 8156048 07/12/2022
Germplasm 22571 02/22/2022
Map 387 07/14/2022
Marker 4280647 08/23/2022
Publication 9819 07/14/2022
QrL 4353 02/22/2022

.


https://academic.oup.com/database/article/doi/10.1093/database/baab023/6253732
https://www.rosaceae.org/tripal_megasearch

MegaSearch Interfaces Genes and Transcripts

Watch the video!

Data Type Gene/Transcript ~ Reset

8,156,048 Gene/Transcript. Note: actual rows in downloaded file depend on the selected fields.

Query Downloadable Fields
et [y e oo < e Germplasm
Genome 22,571 Germplasm. Nole: actual rows in downioaded file depend on the selected fields.
Genome Name Query Downloadable Fields
Any . .
o C All Fields
Cerasus x kanzakura cv. ‘Atami-zakura’ Whole Genome v1.0 Assembly & Annotation raanism A . Clear | | Refresh Count View | | C8v || T8V
Cerasus x kanzakura cv. 'Kawazu-zakura' Whole Genome v1.0 Assembly & Annotation Cuv
ydonia oblonga Name
Cerasus x yedoensis Somei-Yoshino Genome v1.0 Assembly & Annotation Dasiphora fruticosa
N - N o o rya japonica - Unique Name
Chromosome/Scaffold =~ Any v
y Germplasm name Organism
Start B N - Accession
ame contains Matemal Parent
Stop <v Choose File | No file chasen Fatemal Parent
= oo
Data Type QTL v
Transcriptome/Other Dataset P Reset
Transcriptome/Dataset 4,353 QTL. Note: actual rows in downloaded
Any Query Q I L Downloadable Fields
Organism Any v .
e [ Watch the video!
Genome Any v i
Organism QTL Name —
Chromosome/Scaffold ~ Any v Any B Trait Name
Fragaria vesca
Start > v Fragaria virginiana Organism
Fragaria x ananassa . Type
Sto| <
P v Trait Published Symbol
Trait Category Any . LoD
Gene/Transcript name R2
. Trait Name contains v Category
~ Genetic Maps
Linkage Group
387 Map. Note: actual rows in downloaded file depend on the selected fields. Start
Data Type Marker v
Query yp Reset
4,260,647 Marker. Note: actual rows in downloaded file depend on the selected fields
Organism
Any )
Fragaria inumae Query Downloadable Fields
Fragaria sp
Fragaria vesca Note: Some of the SNP positions in the genome are >1 when the alignment was done using flanking sequences v covl [Tav
iew
Map Name Any v
Marker Type Any A Clear = Refresh Count Sequence retrieval
Mapping population
’ - Marker Name contains v All Fields
Population contains
Unique Name
Maternal Parent contains No file chosen
Marker Name
Paternal Parent contains SNP Array Name Any v Organism
Organism
G ti
Mapped in Organism e n e I c
Trait Name contains -
Any
" N Fragaria iinumae
Published Symbol contains Fragaria sp. M a rke rs
Fragaria s| -
QTL Label contains - ¢ - PP
e
Developed in Organism Map Position (Stop)
Publication Any = Genome
Arabidopsis thaliana
Citation contains Fragaria iinumae Landmark
Eragar!a nubicola e Genome Position (Start)
Size Genome Position (Stop)
Genome location i
Number of LG > v Location
Genome Any ~ Synonym
Number of Loci > v

Funded by:
USDA National Research Project
(NRSP10)

Join the GDR Mailing List and
follow us on Twitter
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https://youtu.be/Ia3v650TZAg
https://www.rosaceae.org/mailing_list
https://twitter.com/GDR_news
https://youtu.be/zihzFcngoqY

