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CassavaOmics is a community of practice for communicating and sharing genomic, transcriptomic, metabolomic, genetic and breeding resources to enable basic, as well as
transformational research in cassava for genetic improvement.

These Omic resources are sponsored by the CGIAR Research Program for Root, Tubers and Bananas.
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Cassava Genome Hub:

JBrowse private
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Cassava Genome Hub:

JBrowse private
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Cassava Genome Hub:

Chromosome viewer

Display: Densty of genes/repeats ~ Chromosome: Chromosome01 ~

Gene and Repeat Density (Chromosome(Q1)
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Cassava Genome Hub:

SNPs private
Choose a species: Cassava_v6 v Project: RADSeq_Becerra + Level: Chromosomes » Export BCF (VCFtools Statistics) -
1128 Individuals: & Individual to be analyzed: 15 Chromosomes: 3 Chromosomes:
CM2087-101 a & Chromosome4 = Chromosome01 |8
CM2174-7 [>.] Chromosome0s ] Chromosome02
CM2177-2 — Chromosome06 Chromosome03
Individuals: | CM2298-3 7 L= Genes: | Chromosome07 =
CM2452-5 Chromosome08
CM2766-5 CARICASST Chromosome09
CM2772-3 CH92108 Chromosome10
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CM3277-1 & v Chromosomel3 -
Filter/Display: Accession ~ [ Enter a ist
Assign individuals to groups/populations
= Apply filters
Localisation within gene: al - 11301 polymorphisms found
Chromosome posttion: Min 1 Max 1000000000
=== SNP.bcf ==
Synonymous / non-synonymous: al -
Number of alleles: @ Bi-allelic [ Tri-allelic ™ Tetra-allelic Statistics Diversity analysis Population structure
Tvpe of vaniants: @ All SNP only ' Indel only e e ’
Minor Allele Frequency (MAF) in %: Min 0.1 Max 50 Send results to...| |-- { b A i ] ' R F2°1 I|l|l
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Cassava Genome Hub:
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Action: © Explore differential expression analyses
@ Visualize heatmap of RPKM expression values

Choose a species: Cassava v

Paste a list of genes (Load example):
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Differential expression analysis (DIffExDB) private

Project: Responses to Xanthomonas (Munoz-Bodnar et al, 2014) =

Expression values (log1 0(RPKM))
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Cassava Genome Hub:

Analyze Data Using 41.0 KB
Tools £ 0 History = &[0
() ’/ (%)
T S Science to cultivate change
Get Data -|yys Unnamed history
Send Data International Center for Tropical Agriculture / Since 1967 28 shown, 8 deleted
Lift-Over 32.3KB e e
. .
Text Manipulation SR ~r
Filter and Sort —uenne[ll.ﬁlsta
Join, Subtract and Group vs sequence(1).fasta
Convert Formats = =
. 29: @ S X
Extract Features Galaxy is an open, web-based platform for data intensive biomedical research. The Galaxy team is a part of BX at Penn State, and the Biology department at Johns Hopkins University, The Galaxy Project is supported in sequence(1).fasta
Gene BED To Exon/Intron part by NHGRI, NSF, The Huck Institutes of the Life Sciences, The Institute for CyberScience at Penn State, and Johns Hopkins.
/Codon BED expander 28: ® S x
sequence(1).fasta
HapmapToMLMMFiles
Check GWAS Inputs * Allelic file in Hapmap
format
Allelic file in Hapmap ’
format snp_info (txt) [re— -
Trait file genot (txt) :
out_hapmap (txt)
Input dataset x out_trait (txt) T
output stats (txt)
MLMM x
Admixture Genotype matrix
Input dataset x Allelic file in Hapmap SNP Information file
output < format Phenotype matrix
best_k_output (txt) output (txt)
best_k_logfile (txt) Kinship (txt)
outputs (txt)
pdf (pdf)
| txt
0gs (txt) rss (txt)
step_table (txt)
log (txt)




Cassava Site:

https://ciatnet.ciat.cgiar.org/sites/cassava/
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