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Q, Search NCBI ...

CGR home About CGR CGR Impact Data resources Analysis tools Data quality tools FAQs

NIH Comparative Genomics Resource (CGR)

Maximizing the impact of eukaryotic research organisms

Unlock the full potential of eukaryotic research organisms and their genomic
data with the National Institutes of Health (NIH) Comparative Genomics
Resource (CGR). CGR facilitates this through community collaboration and an
NCBI Toolkit of interconnected and interoperable data and tools.

Get CGR updates

Join our mailing list to receive CGR updates and opportunities to provide
feedback.




Genome assembly Col-CC

https://www.n

Download datasets curl
Actions
Submitted GenBank assembly GCA_028009825.2 .
Rows perpage 20 v | 1-20 of 92 >
Taxon Arabidopsis thaliana (thale cress)
O Assembly type haploid Size (Mb) Level Release ... W Action
Submitter Community-Consensus Arabidopsis Thaliana Reference Genome
Assembly Consortium 119.1 Chromosome Mar, 2018 :
Date Oct 18,2023
O 143.5 Complete Feb, 2023 :
View the legacy Assembly page
142.5 Complete Oct, 2023 :
O BLAST the reference genome 131.6 Complete Apr, 2022 :
d 139.9 Chromosome Feb, 2023 :
O 133.4 Chromosome Feb, 2023 :
O Assembly statistics 133.9 Chromosome Jul, 2022 :
O GenBank 140.0 Chromosome Feb, 2023 :
O Genome size 142.5 Mb 138.9 Chromosome Feb, 2023 :
D Total ungapped length 142.5 Mb 148.3 Chromosome Feb, 2023 :
Number of chromosomes 5
(| 141.0 Chromosome Feb, 2023 :
Number of scaffolds 5
O 136.6 Chromosome Feb, 2023 :
Scaffold N50 27.8 Mb
O Scaffold L50 3 139.1 Chromosome Feb, 2023 :
O Number of contigs 5 140.4 Chromosome Feb, 2023 :
Contig N50 27.8 Mb |
Contig L50 3 r
P
GC percent 37.5
Natlonal leral’y Of Medicine Genome coverage 1000.0x
National Center for Biotechnology Information
Assembly level Complete Genome




Comparative https://www.ncbi.nIm.nih.gov/genome/cgv/

Genome
Viewer (CGV )
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CGV Home Help Release Notes

Comparative Genome Viewer

This tool allows you to compare two genomes based on assembly-assembly alignments provided by NCBI.

Compare .
h h Set up your view
g e n O m eS t ro u g Make a selection in each of these four steps to view assembly comparison.
asse m b Iy 1. Select a species 2. Select a second species
al |g nm e ntS Arabidopsis thaliana (thale cress) X | v Thlaspi arvense X | v
Ove r 700 3. Select an assembly 4, Select a second assembly
al | g nme ntS for TAIR10.1 (GCF_000001735.4) X | v T_arvense_v2 (GCA_911865555.2) X | v
over 300 species!

Preprint:
Not finding your alignment of interest?
P M C 1 0705539 Fill out the form to request more alignments.

= Feedback
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First Pass Total
Col-CC (Current) Coverage: 89.58%

< :G V . I A I R 1 O VS ‘ :O I —‘ :‘ : Col-CC (Current) Coverage: 88.74%
|
TAIR10.1 (Previous) Coverage: 99.03% TAIR10.1 (Previous) Coverage: 99.32%

Percent Identity: 98.61%

Percent Identity: 98.64%

Arabidopsis thaliana Col-CC (GCA_028009825.2)
Arabidopsis thaliana TAIR10.1 (GCF_000001735.4)
Arabidopsis thaliana TAIR10.1 (GCF_000001735.4)

|
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EGAP: Eukaryotic ]

Genome Annotation o N e

d el dk genomic Read
u . SIS Archive
Pipeline :d b —
Curated RefSeq genomic Transcript alignment Protein alignment RNA-Seq, long read,
sequence alignment CAGE alignment
A 4 A 4 y | Rankingatdﬁltering |
Used by NCBI to annotate ~1100 species [ Ranking je— —>[ Rankng | Ranking
. . . Collapsi
Evidence used for gene prediction: v ! !
v E STS Filtering Filtering Filtering Filtering
’ [
v" cDNAs
v" Same and cross-species proteins Known
RefSeq
\/ RNA-Seq transcripts
v PacBio IsoSeq, ONT transcriptomes
A4
‘/ CAGE 'Small non-coding RNAs
v PhyloCSF (for targeted use) ki

v
‘ Data formatting ‘
=

( Nucleotide o ( Proteino
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« Software: EGAP v10.1

* Annotation Name: GCA_028009825.1-RS_2023_03
(internal release)

NCBI EGAP
annotation

Oxford Nanopore 41 runs, 61M reads ~90% identity/coverage

PacBio 33 runs, 17M reads 99+% identity/coverage

lllumina 332 runs, 9.3B reads Mostly unpaired,
unstranded

CAGE 52 runs, 3.4M reads 63% aligned

Transcripts 195k cDNA + 1.5M ESTs 99+% identity/coverage

Proteins * TAIR A. thaliana annotation

* Subset of Brassicaceae proteins

National Library of Medicine
National Center for Biotechnology Information




Gene biotype m Col-CC TAIR10.1

Protein-coding Gnomon 25,565 27,444
with alt transcripts 5,574 10,701
with major corrections 570

Gene CountS Pseudogene Gnomon 2,337 4,842

IncRNA Gnomon 833 3,480

rRNA (v1 assembly) Rfam 3441 4

SnRNA Rfam 62 82

SnoRNA Rfam 578 287

tRNA tRNA-scan 545 625

mMiRNA previous 325 325

Antisense previous 79 79

BUSCO:

* TAIR10.1: C:99.8%(S:98.7%,D:1.1%),F:0%,M:0.2%
* RS_2023_03: C:98.8%(5:97.7%,D:1.2%),F:0%,M1.1%
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AT1G49520 and GGPS6
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AT1G08765 and MIR165a
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AT1G05087 and AT1G05090
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What's Next &

» Review and refinement //
« Major differences vs TAIR10.1

« Low quality proteins

Merge other annotations and shift to adjust for added NORs

Validation and GenBank submission

Adoption:
* Incorporate into NCBI RefSeq
« Switch to Col-CC in TAIR (TAIR117?)

» Add additional data (expression, variation, etc) to the new reference

Get back to the real science!

National Library of Medicine
National Center for Biotechnology Information




Visit NCBI Booth 61 5
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CGV: Arabidopsis vs Thlaspl

Thlaspi arvense T_arvense_v2 (GCA 911865555.2)
Thlaspi arvense T_arvense_v2 (GCA 911865555.2
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