IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi3g27450

Gene Model: Bradi3g27450.1.p
Description: BAEXPA-25
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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Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 7-250 320e-124
SEQUENCES

Peptide

>BdEXPA-25

MDMAKSLVLCAIFLSACLSLAAADWLQATATFYGEADASGTMGGACGYSNLYDQG
YGVNNAALSTVLFNNGASCGQCFTITCDSKKSGWCKTGNSITVSATNLCPPNWALPN
DNGGWCNPPRQHFDMSQPAWETIAIYRAGIVPVLYQRVKCSRQGGVRFTISGFNYFE
LVLITNVGGSGSVASVSIKGSNTGWIQMSRNWGANWQSLAGLAGQALSFAVTTTGG
QYLVFDNIAPVWWQFGQTFGSYKQFDY*

CDS (coding sequence)
>BdEXPA-25

ATGGATATGGCCAAGTCGCTGGTTCTATGTGCCATATTCCTCTCGGCGTGCCTCTC
ACTCGCCGCGGCCGATTGGTTGCAAGCGACGGCGACGTTCTACGGCGAAGCCGA
CGCCTCCGGCACCATGGGCGGCGCGTGCGGGTACAGCAACCTGTACGACCAGGG
GTACGGCGTGAACAACGCGGCGCTGAGCACGGTGCTGTTCAACAACGGCGCGTC
GTGCGGGCAGTGCTTCACGATCACCTGCGACTCCAAGAAGTCCGGATGGTGCAAG
ACCGGCAACAGCATCACCGTGTCGGCCACCAACCTGTGCCCGCCCAACTGGGLGL
TCCCCAACGACAACGGCGGGTGGTGCAACCCGCCACGGCAGCACTTCGACATGTC
GCAGCCGGCCTGGGAGACCATCGCCATCTACCGGGCCGGCATCGTGCCCGTGCTC
TACCAGCGCGTCAAGTGCTCGCGCCAGGGCGGGGTCCGGTTCACCATCTCCGGGT
TCAACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCAGCGGCTCCGTCGC
CAGCGTGTCGATCAAGGGGAGCAACACCGGGTGGATCCAGATGTCCAGGAACTG
GGGCGCAAACTGGCAGTCCCTCGCCGGCCTGGCCGGCCAGGCGCTCAGCTTCGCC
GTGACCACCACCGGCGGGCAGTATCTTGTCTTTGACAACATCGCGCCGGTCTGGT
GGCAGTTCGGACAGACATTCGGCTCCTACAAGCAGTTCGACTACTGA

Nucleotide
>BdEXPA-25

CCATCCATCGTTAGTTCAAACGACACACACCCTCCCTCCTCTCTAGCTTGATCGCT
TCTCTCGTGCGCTAGCTAGCTTGATCTCTGCCTAGCTCGAGCCCTCGTGCCCATTG
TCGCCATGGATATGGCCAAGTCGCTGGTTCTATGTGCCATATTCCTCTCGGCGTGC
CTCTCACTCGCCGCGGCCGATTGGTTGCAAGCGACGGCGACGTTCTACGGCGAAG
CCGACGCCTCCGGCACCATGGGTAAGCTAAGCAATATATATAGCTAGCATTTCTG



ACGTATACATATTAGAGCACGTGCGTGCATTTGTGCCAGTTAAAGCATGTGTGTA
CGTTGTGTACTCGCGTGCATGCCTGTCTTGTGTGAGCCTAACTTGACATGCTTCTT
TCTCGTTGTGCGGTGCCTCTTTTCTCAGGCGGCGCGTGCGGGTACAGCAACCTGTA
CGACCAGGGGTACGGCGTGAACAACGCGGCGCTGAGCACGGTGCTGTTCAACAA
CGGCGCGTCGTGCGGGCAGTGCTTCACGATCACCTGCGACTCCAAGAAGTCCGGA
TGGTGCAAGACCGGCAACAGCATCACCGTGTCGGCCACCAACCTGTGCCCGCCCA
ACTGGGCGCTCCCCAACGACAACGGCGGGTGGTGCAACCCGCCACGGCAGCACT
TCGACATGTCGCAGCCGGCCTGGGAGACCATCGCCATCTACCGGGCCGGCATCGT
GCCCGTGCTCTACCAGCGCGTCAAGTGCTCGCGCCAGGGCGGGGTCCGGTTCACC
ATCTCCGGGTTCAACTACTTCGAGCTCGTGCTCATCACCAACGTCGGCGGCAGCG
GCTCCGTCGCCAGCGTGTCGATCAAGGGGAGCAACACCGGGTGGATCCAGATGT
CCAGGAACTGGGGCGCAAACTGGCAGTCCCTCGCCGGCCTGGCCGGLCLCAGGLGL
TCAGCTTCGCCGTGACCACCACCGGCGGGCAGTATCTTGTCTTTGACAACATCGC
GCCGGTCTGGTGGCAGTTCGGACAGACATTCGGCTCCTACAAGCAGTTCGACTAC
TGAGACACCATCAGTCGCGCGTCCTCGCGTCTTCGTGGTCGGATTAATGGCTGGT
TCGTGCGTGCGCTCGTGATTTTGACGGAGTTACACGTACCTGCCGCCAGCCATTA
ATTGCATCCTTGGTCTTGGTGTCCGGCTCCGGCATGGATATGATATATCCTCCTAG
CTATATGATGCTCCGACGTACTGCTGGAGCTGCGCGCGCGGGATGATGTGTAACT
TCGATTCCTAGCTTGTTGCCGATATTTTTACTTGTTGCTTTACTAATTTTTCTTCTTT
TAATTCGGTGCGGCCATCTATATATGCATGCATAGCATGCAAATCAGTTTTCAAA
CTTAATGAAATTTATTACTAGTATATTGAAGAAATAGATCTGTCATTGTACACTTC
CTCAAGTAAAAGCAAGCACAAGTCTTTAAAAAAATCTTT




