IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi2g53580

Gene Model: Bradi2g53580.1.p
Description: BAEXPA-14
Family: Alpha Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bdistachyon _v3 1
KEGG: https://www.genome.jp/entry/T01717

EXTERNAL RESOURCES

https://brachypodium.org/
https://archive.gramene.org/species/brachypodium/brachypodium_intro.html
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DOMAIN ARCHITECTURE
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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 16-251 318e-128
SEQUENCES

Peptide

>BdJEXPA-14

MASSNALLLLLSAAFCFLARRAAADYGSWQSAHATFYGGDDASGTMGGACGYGNL
YSTGYGTNTAALSTALFNDGAACGSCYELKCDNAGPSYCRPGSITITATNLCPPNYAL
PNDDGGWCNPPRAHFDMAEPAY LQIGVYRAGIVPVSYRRVPCVKKGGIRFTINGHSY
FNLVLVTNVAGAGDVQSVSIKGSSTGWQPMSRNWGQNWQSNSDLDGQSLSFRVTLS
DGRTLTSDGVAPAGWQFGQTFEGGQF*

CDS (coding sequence)
>BdEXPA-14

ATGGCCTCCTCCAATGCTCTGCTCCTGCTCTTGTCTGCCGCCTTCTGCTTCCTTGCC
CGGCGAGCCGCCGCCGACTACGGCTCCTGGCAGAGCGCCCACGCCACGTTCTACG
GCGGCGACGACGCGTCCGGCACGATGGGGGGLCGCGTGCGGGTACGGGAACCTGT
ACAGCACCGGGTACGGCACGAACACGGCGGCGCTGAGCACGGCGCTGTTCAACG
ACGGCGCGGCGTGCGGGTCGTGCTACGAGCTCAAGTGCGACAACGCCGGCCCGT
CCTACTGCCGTCCCGGCAGCATCACCATCACGGCCACCAACCTCTGCCCGCCAAA
CTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAACCCGCCGCGLCGLCGCACTTC
GACATGGCCGAGCCGGCATACCTCCAGATCGGCGTCTACCGCGCCGGCATCGTCC
CCGTCTCCTACAGGAGGGTGCCCTGCGTGAAGAAGGGCGGGATCAGGTTCACCAT
CAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGCGCCGGL
GACGTGCAGTCCGTGTCCATCAAGGGCTCAAGCACCGGCTGGCAGCCCATGTCGC
GCAATTGGGGCCAGAACTGGCAGAGCAACTCCGACCTCGACGGCCAGAGCCTCT
CCTTCAGGGTCACCCTCAGCGACGGCCGCACCCTAACCAGCGACGGLGTCGLGLC
CGCCGGATGGCAGTTCGGACAGACCTTCGAAGGAGGCCAGTTCTAG

Nucleotide
>BdEXPA-14

GATTCCAACGGCCAGGAGCACTGACGCTTCACCTATAAATACGTCGCCGGGAGCG
CACACTTCCCTTCACAGCCAAGCAACCATCGGTTCCCTCTTGAGTAAGTTTGGCCG
GCCGCTTTTGGAAAAGCCAGTGCTCTGCTCTTCGATCGCAATGGCCTCCTCCAATG
CTCTGCTCCTGCTCTTGTCTGCCGCCTTCTGCTTCCTTGCCCGGCGAGCCGCCGCC

GACTACGGCTCCTGGCAGAGCGCCCACGCCACGTTCTACGGCGGCGACGACGCGT



CCGGCACGATGGGTAAATGAGCTGCTCACAGCACCGTTGAAAGTCACGGACATA
AATCTGCGATGCGATTATATCTAACTGAAAGTGTCTCCGTACTGCAGGGGGCGCG
TGCGGGTACGGGAACCTGTACAGCACCGGGTACGGCACGAACACGGCGGCGCTG
AGCACGGCGCTGTTCAACGACGGCGCGGCGTGCGGGTCGTGCTACGAGCTCAAG
TGCGACAACGCCGGCCCGTCCTACTGCCGTCCCGGCAGCATCACCATCACGGCCA
CCAACCTCTGCCCGCCAAACTACGCGCTGCCCAACGACGACGGCGGCTGGTGCAA
CCCGCCGCGCGCGCACTTCGACATGGCCGAGCCGGCATACCTCCAGATCGGCGTC
TACCGCGCCGGCATCGTCCCCGTCTCCTACAGGAGGTATGAGAGCCTGACAACAT
GTGAAACTGAAACTTTTGACACCGTACGTGTCGGTGTCGGTTGGGGGCACTTAAA
CGGAACCACCGCATGGTCGATCGATCGTCTCGCTCCATGTTAGGTGGGCCAGTCT
GCAGATTTGGTGTTTGTTCACGCTGTAGCAGAACCATGCCGCGTGATTATGGCCT
GACAGCGACACGCCTTGCTTGTTTTAGAACAGTTTAGGCCGGCCGGCTCCACGTT
ACTGAACTTGTAAACCTGTGCAGTTTTTTTTATGTACTGAACTTTTGCCGTTTCACT
GACGGTGTTGAATTGCAGGGTGCCCTGCGTGAAGAAGGGCGGGATCAGGTTCAC
CATCAACGGCCACTCCTACTTCAACCTGGTGCTGGTGACCAACGTGGCCGGLCGCC
GGCGACGTGCAGTCCGTGTCCATCAAGGGCTCAAGCACCGGCTGGCAGCCCATGT
CGCGCAATTGGGGCCAGAACTGGCAGAGCAACTCCGACCTCGACGGCCAGAGCC
TCTCCTTCAGGGTCACCCTCAGCGACGGCCGCACCCTAACCAGCGACGGLCGTCGC
GCCCGCCGGATGGCAGTTCGGACAGACCTTCGAAGGAGGCCAGTTCTAGCCTTCT
GTTCCAGTCCAGGGGGGGTTATGATCGAGGAGTTCTTGTCTGTGGATGGATTCAT
GGATTGCGTTTGGAGCTTGCGCAAGAGAAGGAAACCCTCTTCGTTATAGTAAAGA
AGAGGCCTCCGGCCATTCCGAGGCTGCTTAATTATTTAGCACCCGCTTAGGCCTTT
CCCTTCTCTCATACTAGGACAGTAGCGATAAATAAGTTACATATGGAGTTCTTGA
GCATTTTCTGCATTGTTTAGTGCCGTAGCCTTGCGTGAAGCAAAAAATGGCAAGG
CGATTTATTAATTATGGATTTGTAGGGTGGTGTGTGTGCGTGTGTCTTGTAACCTT
TTGTTGTTACGTTGTAATCCCCGAATCAGGCCACATGTGTGGGAGATGTTTGTGG
GGGATAAACTTGTTATTTTTGGGACCATGAACACTACAGTACTAGTTTATGGTTTA
CGTATATCATACAGTGTCATCTGATTATCCGTTG



