
Release #5 (Dec. 2022)
● Sorghum news, events, job postings
● Sorghum publications: 574
● Sorghum genomes: 28 (10 CP-NAM)
● Gene family trees: 44K
● Synteny maps: 84
●Whole-genome alignments: 3
● Genetic Variation: 61M single-nucleotide variants; 

23.7K loss of func. (LOF) genes
● 44M SNPs, 5M indels, 18835 LOF genes, 400 SAP 

(Boatwright 2022)
● 13.1M SNPs, 4641 LOF genes, 499 lines 

TERRA-MEPP & TERRA-REF panels (Lozano 2021)
● EMS: 4.3M SNPS, 9673 LOF genes from 2 

populations (Jiao 2016 & Addo-Quaye 2018)
● 6K Atlas QTLs: >150 studies on 223 traits
● Baseline gene expression studies (BTx623): 8
● Pathways based on rice projections (BTx623): 269 

including lignin & metabolite biosynthesis

Contact us to highlight your research, integrate 
your data & get personalized training and support:
https://www.sorghumbase.org/feedback

The “Gene Neighborhood” is derived from gene trees, based on 
protein alignments.  The view displays 10 flanking genes color 
coded by gene family or shaded based on similarity to the gene 
of interest, providing insights on gene structural variants or  
presence/absence genes.
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Building Partnerships and Integrating Genetic 
Knowledge for the Sorghum Community

https://www.sorghumbase.org           

PanGenomes

What else do we do?
• Community engagement and training
• Research highlights
• Support for data standards
• Integrate access via data federation

QTLs are available as tracks on Genome Browser 

Gene Neighborhood conservation view provides 
insights on gene structural variations

Cite SorghumBase: Gladman et al (2022) 10.1007/s00425-022-03821-6 
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Community Engagement Initiatives

Sorghum BreedBase Platform 
● Prototyping and evaluation March 2022
● Open-source, web-based portal for 

communication and data sharing among the 
breeders, researchers, and stakeholders in 
the global sorghum community

● Integrates breeding data management and 
analysis tools:
○ Breeding-focused: Pedigrees, Field 

Trials, Phenotypes, Genotyping Trials, 
Germplasm Accessions and Lots, 
Image/Spectral Datasets, and more…

○ Genomics resources: GWAS, Genomic 
Prediction, Linear Mixed Modeling, 
Population Structure (PCA), and Kinship 
and Clustering

Sorghum Community Marker Panel 
● Currently soliciting germplasms and markers 

for prototyping the panel 
● Target Region: USA (Domestic Use)
● Working Group established in August 2022 

under the auspices of the Sorghum Crop 
Germplasm Committee (CGC). Members from 
Academics, Government and Industry

● Direct outcome of the CGC meeting held at 
SICNA 2022 at Dallas-Fort Worth, TX

Follow us
@SorghumBase

Sorghum Reference Genomes 
● Working group established in 2019
● Prioritized germplasms for reference maps
● Set standards: metadata, naming 

conventions 
● Practical Haplotype Map (Sorghum v2 2023) 

Supporting Breeding Resources 
for the Sorghum Community  

Sorghum BreedBase Platform (Beta)

https://www.sorghumbase.org           


