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Sources for data — Reference genomes
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THE PLANT GENOMICS RESOURCE

1. | choose genomes by selecting from tree or type genus/species/common

Welcometo Phytozome v
2.

Overview Release Notes News
Archaeplastida
Rhodophyta
Recent Genome Releases Porphyra umbilicalis v1.5 ©
Viridiplantae
Genome Common name Release Date Chlorophyte
Chlamydomonas reinhardtii CC-4532v6.1  green algae Jun 17,2022 Botryococcus braunii v2.7 @ [RsT
Kalanchoe laxiflora FTBG2000359A v3.1 Mar 1,2022 Chlamydomonas reinhardti v5.6 ©
Gossypium hirsutum CSX8308 v1.1 upland cotton Mar 1, 2022

Chlamydomonas reinhardtii CC-4532 v6.1 ©

Gossypium hirsutum UA48 v1.1 upland cotton Mar 1,2022
Gossypium hirsutum UGA230 v1.1 upland cotton Mar 1,2022 Chromochioris zofingiensis v6.2.32 ©
Fragaria x ananassa Royal Royce v1.0 allo-octoploid strawberry  Dec 6, 2021 Coccomyxa subellipsoidea C-169 v2.0 ©
Hordeum vulgare Morex V3 Morex barley Dec 6,2021 Dunaliella salina vi.0 ®

evergreen blueberry Dec 6,2021

Vaccinium darrowii v1.2

Micromonas pusilla CCMP1545 v3.0 ©

Phytozome
https://phytozome-next.jgi.doe.gov/

UNIVERSITY OF CALIFORNIA

SANTA CRUL Penemics 55 T Genome Browser

() Genomes Genome Browser Tools Mirrors Downloads My Data Projects Help LUCTV

Our tools

= Genome Browser
interactively visualize genomic data
= COVID-19 Research
use the SARS-CoV-2 genome browser and explore coronavirus datasets
= BLAT
rapidly align sequences to the genome
® Table Browser
download data from the Genome Browser database
= Variant Annotation Integrator
get functional effect predictions for variant calls

= Data Integrator

= Genome Browser in a Box (GBiB)

run the Genome Browser on your laptop or server
= In-Silico PCR

rapidly align PCR primer pairs to the genome
u LiftOver

® Track Hubs
import and view external data tracks

= REST API
returns data in JSON format

More tools...

UCSC gent;me browser
https://genome.ucsc.edu/

RefSeq

LAT | VEP | Tools | BioMart | Downloads | Help & Docs | Blog
Tools BioMart > BLAST/BLAT > Variant Effect
Predictor >
Altools Export custom datases from  Search our genomes for your
DNAOr Analyse your own variants and
ool predicttho functional
consequences of known and
unknown variants
Search
Al species <Jor

©.9. BRCA2 o rat 5:62797383-63627669 or rs699 or coronary heart disease

Al genomes Favourite genomes /"

-- Select a species -~ v Human
GRCh38p13

Pig breeds Still using GRCh37?

Zebrafish
R GRCz11

View full lstof all species

Ensembl

&) - Search all species.

Ensembl is a genome browser for vertabrate genomes that
supports research in comparative genomics, evolution,
sequence variation and transcriptional regulation. Ensembl
annotate genes, computes multiple alignments, predicts
regulatory function and collecs disease data. Ensembl ools
include BLAST, BLAT, BioMart and the Variant Effect Prediclor
(VEP) for all supported species.

Ensembl Release 107 (Jul 2022)

« Pig reference annotation update

« Chicken reference updated to the Brollr assembly
(GRCG7), Layer assembly (GRCG7w) annotated, Red
Jungle Fow! (GRCg6a) annotation updated

« New population frequencies from the gnomAD 3.1.2
genomes collection are available in the Ensombl VEP

« Allle frequency data for chicken, dog and salmon is now
available on variant pages

« Simpiffied regulatory annotation

« Polymorphic pseudogene biotype has boen replaced by
protein_coding_LoF

More release news on our blog

Enlllllbl Rapid Release

d protein annotation

mblles with gene.
weeks.

Note: species that already exist on this ste will continue
to bo updated with the full range of annotations.

‘The Ensembl Rapid Release website provides
‘annotation for recently produced, publicy avallable
Verlebrate and non-vertebrate genomes from
biodiversity infiatives such as Darwin Tree of Lfe, the
Vertebrate Genomes Project and the Earth BioGenome

https://www.ensembl.org/

BE  An official website of the United States government Here's how you know v

National Library of Medicine

National Center for Biotechnology Information

RefSeq: NCBI Reference Sequence Database

A comprehensive, integrated, non-redundant, well-annotated set of reference sequences including genomic,

transcript, and protein.

Using RefSeq RefSeq Access

About RefSeq

Human Genome Resources and Download

Human Reference Genome RefSeq FTP

Prokaryotic RefSeq Genomes

RefSeq genomes FTP

RefSeq projects
Consensus CDS (CCDS)
RefSeq Functional Elements
RefSeqGene

RefSeq

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

CEPLAS RNA-Seq Workshop 2022

alisandra.denton@hhu.de | dominik.brilhaus@hhu.de

CEPLAS

Cluster of Excellence on Plant Sciences

| '
-
a—
r—4



https://www.ncbi.nlm.nih.gov/refseq/
https://genome.ucsc.edu/
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Sources for data — Reference genomes
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The Arabidopsis Information Resource Breaking News

Featured TAIR Tool: GO

TAIR Featured Tool: g e eston

. .~ . Another hidden gem at TAIR:
GO Functional Classification| eessaonen
Home > Tools > Bulk Data Retrieval > 60 Annetations terms. View the tweetorial or a

o short video (skip to 2:16).

Featured TAIR Tool: Bulk
Downloads

[Jul 14, 2022]

Did you know you can
download TAIR data using gene
lists? Check out our short
video or our tweetorial.

31st public release of
TAIR@Phoenix data

[Jul 1, 2022]

31st public release of data
curated under TAIR's
subscription-based funding
model. Files contain new
publications, annotations, gene
symbols and other data through
June 30, 2021.

TAIR/Phoenix and AgBioData
at ASPB2022
[Jun 24, 2022]

iv ataff will ha at

The Arabidopsis Information Resource (TAIR)
https://arabidopsis.org/

Home | FAQ | Contact

Sunflower Genome Database

HOME PROJECT OVERVIE' TOOLSv DATAv NEWS EVENTS CONTACT

Helianthus annuus, near Rockport, Texas, USA

e —— e

Photo by

About the sunflower genome database

The data avallable on this si rated as part of the sunflower genom: by an international group of res: rs. For
information related to the use of data on this site, the funding for oject, or any other questions, please see the FAC page or

us directly.

Sunflower Genome Database
https://www.sunflowergenome.org/

(0. ®

CEPLAS RNA-Seq Workshop 2022

alisandra.denton@hhu.de | dominik.brilhaus@hhu.de

CEPLAS | Z

Cluster of Excellence on Plant Sciences "a



https://www.sunflowergenome.org/

Sources for data — RNA-Seq datasets

& ArrayExpress

BioStudies | ArrayExpress | Submit About BioStudies 4Feedback | A Login

BIOSTUDIES | ARRAYEXPRESS

This the Bi ies Ar collection. Click here for the old Array| ss site.

ArrayExpress - Functional Genomics Data

ArrayExpress Archive of Functional Genomics Data stores data from high-throughput functional genomics experiments, and provides these data for reuse to the research community.
To streamline the data management systems and data representation at EMBL-EBL, we will start hosting data currently served from ArrayExpress in BioStudies under the
ArrayExpress collection. This process will be largely seamless for our data submitters and users. Submissions of the functional genomics data will continue via the Annotare
submission tool, but data access will be provided through The existing will be and URLS will be redirected to BioStudies.

& @

Browse ArrayExpress Submit an Experiment

For more details, please click here.

ArrayExpress
https://www.ebi.ac.uk/biostudies/arrayexpress

Resources @ How To

| GEOHome | Documentaion ~ | Query & Browse + | Email GEO m National Library of Medicine Login

National Center for Biotechnology Information

Gene Expression Omnibus

SRA [sRA | | soarcn |

GEO is a public functional i repository supporting ions. Array- and Gene Expression Omalbus Advanced Help
sequence-based data are accepted. Tools are provided to help users query and download experiments and curated
gene expression profiles.

Keyword or GEO Accession Search SRA - Now available on the clou
: Sequence Read Archive (SRA) data, available through multiple cloud providers and NCBI servers, is the largest publicly
Getting Started — e e— 3 available repository of high thoughput sequencing data. The archive acceps data rom al branches o fe as well as
= i ‘metagenomic and ironmental surveys. SRA stores raw sequencing data and alignment information to enhance reproducibility
Overview Search for Studies at GEO DataSets. Repository Browser G % and facilitate new discoveries through data analysis.
FAQ Search for Gene Expression at GEO Profiles DataSets: 4348 - -
About GEO Datasets Search GEO Documentation Soros: 181432 Getting Started e T —
About GEO Profiles Analyze a Study with GEOZR Platforms: 24213 How to Submit Download SRA Toolkit ‘Submission Portal
‘About GEO2R Analysis Studies with Genome Data Viewer Tracks Samples: 5214212 How to search and download 'SRA Toolkit Documentation dbGaP Home
Howto Construct a Query Programmatic Access How to use SRA in the cloud SRA-BLAST BioProject
How to Download Data FTP Site

Submit to SRA SRA Run Browser BioSample

ENCODE Data Listi d Tracks
ata Listings and Tracks ‘SRA Run Selector

Gene Expression Omnibus
https://www.ncbi.nlm.nih.gov/geo/ https://

Short Read Archive
www.ncbi.nlm.nih.gov/sra/
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Finding the “right” tool

= Sources
= GitHub

= Check “maintenance”
= Last updates (commits, releases)
= Issues and active forum

= Check for docs / manuals / tutorials

= bad docs ~ bad tool (?)

Play around with sample data first

Check (literature) for what other people have done using that tool

@ @ CEPLAS RNA-Seq Workshop 2022 CEPLAS ;
alisandra.denton@hhu.de | dominik.brilhaus@hhu.de Cluster of Excellence on Plant Sciences e




Finding the “right” tool — Example Kallisto

H pachterlab / kallisto ' public

<> Code (© Issues 123 I Pullrequests 9

® Actions [ Projects 00 wiki @ Security

¥ master ~ ¥ 22 branches © 16 tags

‘ Yenaled Merge pull request #317 from pachterlab/devel

.github/workflows
Issues o
func_tests

src

test

unit_tests
.gitignore
.gitmodules
.ycm_extra_conf.py
CMakelLists.txt
INSTALL.md
README.md
astyle.txt
gen_release.sh

gulpfile.js

O 0000 oDoDoDoD o BB EDR

license.txt

Attempt to fix error in functional testing
fixes htslib temp files

Implemented a functional testing framework
minor cleanup

Makes HDF5 use optional

Fix CMake

fixes htslib temp files

remove Catch as a submodule

first cut of EM... not normalized

Use /bin/bash for functional testing

remove note about installing tests in INSTALL
Update README.md

Reformatting using astyle

Forgot to update version

add a gulpfile #vc

Update license

L\ Notifications % Fork 154 Y% Star ¢
|22 Insights

Commits

Go to file About

Near-optima

antification
83bde90 on Jan 17 ) 637 commn
& pachterlab.github.io/kallisto

9 months ago rna-seq kallisto pseudoalignment

3 years ago
J Readme
9 months ago &3 BSD-2-Clause license
7 months ago ¢ 499 stars
&® 51 watching
3 years ago
% 154 forks
5 years ago
3 years ago
Releases 16
8 years ago
© Increase in generalizability of...
8 years ago on Jan 17
—
9 months ago + 15 releases

7 years ago L t t I
3yearsago  Packages atest release
8 years ago No packages published

4 years ago

7 years ago Contributors 13

esee MG LUPR@

a“ 2 AR B

https://github.com/pachterlab/kallisto
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https://github.com/pachterlab/kallisto

Help — Forum “netiquette”

= Google (or stackoverflow-search) your question, error, etc.
= Read manuals and walk through tutorials first.
= Better question => better help
= Check if (similar) question was asked before
= Supply as much (useful) info as possible
= Version numbers of package / tool
= Operating system and version

= Supply a minimal example
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