IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi3g59460

Gene Model: Bradi3g59460.1.p
Description: BAEXPA-30
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

Query seq, I e

Superfanilies PLNO0O0S0

+ Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 58-291 5.29e-116
SEQUENCES

Peptide

>BdEXPA-30

MAPVLRALLLAFLVAAQSPSSALSLGQGHGHHLPGHGLVHRHGNVHGGHGHAHAP

LGGGAWSSAHATFYGGGDASGTMGGACGYGNLYSTGYGSNTAALSTALYNDGLSC
GACFEVRCDPAGTEAGAAHACLPGTSVVITATNLCPPNNALPNDDGGWCNPPRAHF

DMSQPVFQRIAIYKAGIVPVSYRRVACQKKGGIRFTINGHSYFNLVLVSNVGGPGDV

HAVAVKSERSPSWQALSRNWGQNWQSNALLDRQCLSFRVTAGDGSSVVSSNAVPR

GWAFGQTFSGAQFT*

CDS (coding sequence)
>BdEXPA-30

ATGGCGCCCGTCCTCCGAGCCCTGCTCCTCGCCTTCCTCGTGGCCGCGCAGTCCCC
GTCGTCCGCCCTCTCACTCGGGCAGGGGCACGGCCATCATTTGCCCGGCCACGGC
CTGGTCCACCGGCATGGGAACGTCCACGGAGGCCACGGCCATGCGCACGCCCCG
CTCGGCGGCGGCGCCTGGTCCTCGGCGCACGCGACCTTCTACGGCGGCGGCGACG
CCTCGGGCACCATGGGCGGGGCGTGCGGGTACGGGAACCTCTACAGCACGGGCT
ACGGCTCCAACACGGCGGCGCTGAGCACGGCGCTCTACAACGACGGCCTCAGCT
GCGGGGCCTGCTTCGAGGTCCGCTGCGACCCGGCGGGGACGGAAGCLCGGLGLGE
CGCACGCCTGCCTCCCGGGGACCTCCGTCGTCATTACGGCCACCAACCTCTGCCC
GCCCAACAACGCGCTCCCCAACGACGACGGCGGCTGGTGCAACCCTCLCCCGLGC
ACACTTCGACATGTCCCAGCCCGTCTTCCAGCGCATCGCGATCTACAAGGCCGGG
ATCGTCCCCGTCTCCTACCGCAGGGTGGCGTGCCAGAAGAAGGGCGGAATCAGG
TTCACCATCAACGGCCACTCCTACTTCAACCTGGTCCTCGTCTCCAACGTTGGCGG
GCCGGGCGACGTGCACGCGGTGGCCGTGAAGTCGGAGCGCTCGCCTTCCTGGCA
GGCCCTGTCGCGCAACTGGGGCCAGAACTGGCAGAGCAACGCGCTGCTAGACCG
CCAGTGCCTCTCCTTCCGCGTCACCGCCGGCGACGGCAGCTCCGTCGTCTCCAGC
AACGCCGTGCCCCGCGGCTGGGCCTTCGGCCAGACCTTCAGCGGCGCCCAGTTCA
CCTGA



Nucleotide
>BdEXPA-30

TTTATCCCCGGCCCAACCCCAGTTCACAAACCCCTCAGACCACATTCCCCTTCTCT
CCGCAGGCCGCTCTGTTCCACGCCCGTCACGCGGCAATGGCGCCCGTCCTCCGAG
CCCTGCTCCTCGCCTTCCTCGTGGCCGCGCAGTCCCCGTCGTCCGCCCTCTCACTC
GGGCAGGGGCACGGCCATCATTTGCCCGGCCACGGCCTGGTCCACCGGCATGGG
AACGTCCACGGAGGCCACGGCCATGCGCACGCCCCGLCTCGGLCGGLCGGLGLLTGE
TCCTCGGCGCACGCGACCTTCTACGGCGGCGGCGACGCCTCGGGCACCATGGGCG
GGGCGTGCGGGTACGGGAACCTCTACAGCACGGGCTACGGCTCCAACACGGCGG
CGCTGAGCACGGCGCTCTACAACGACGGCCTCAGCTGCGGGGCCTGCTTCGAGGT
CCGCTGCGACCCGGCGGGGACGGAAGCCGGLCGCGGLCGCACGLLCTGLLTCCLGGE
GACCTCCGTCGTCATTACGGCCACCAACCTCTGCCCGCCCAACAACGCGCCTCCCC
AACGACGACGGCGGCTGGTGCAACCCTCCCCGCGCACACTTCGACATGTCCCAGC
CCGTCTTCCAGCGCATCGCGATCTACAAGGCCGGGATCGTCCCCGTCTCCTACCG
CAGGTTAATTCGAGCTCTCTTGTTCTTTGTTACCTCTGAAATCTGAATCTGGAGTA
ACACACTGACTGACAGTGGCTTTGTTCTTCTTCTTCTTCTTGTTGTGTCTTCAGGGT
GGCGTGCCAGAAGAAGGGCGGAATCAGGTTCACCATCAACGGCCACTCCTACTTC
AACCTGGTCCTCGTCTCCAACGTTGGCGGGCCGGGCGACGTGCACGCGGTGGCCG
TGAAGTCGGAGCGCTCGCCTTCCTGGCAGGCCCTGTCGCGCAACTGGGGCCAGAA
CTGGCAGAGCAACGCGCTGCTAGACCGCCAGTGCCTCTCCTTCCGCGTCACCGCC
GGCGACGGCAGCTCCGTCGTCTCCAGCAACGCCGTGLCCCCGLCGGLCTGGGLCTTCG
GCCAGACCTTCAGCGGCGCCCAGTTCACCTGAAAAAGTCTCCTTTTCTAGCTCATT
TTACCCCAAGATTATGCCTTAGTAGTGCTATCCAGTAGCGAGTAGTAGTAGCTTC
GATTGGAGCGTGCTGGGAGGAGCCATGGTTTTATGGGTGGTTCTTCCTGAAGCAT
TTACTGTACGTTCTTCGGAAGCAGTCAGTAGTAGTATCAGCAGGTAGTTTAGGCC
TGGTATTAGCATGGGCTTTTAATTGTCCTGGTGTCCAGTGTCAGTGTTAGCAAGAG
TGGAGTGGTAGTTTGAGCGAGCTTTTGGCTAAGGATGGCAGCGGTGGTAAAGGCT
GGGTTGGTTAACTGAAGCCGCCTTGTATCACCCGCCAATTAGCGATTAGGCCTAT
TTGGATGATGGCCTTGTCTCGACGGTAATCTGCGTTGGCTTGTACTGATCCTCATT
CTGGGGTTAACTAATTTATGCATTTGGGGCTTCAGCCTCTTTCGTTCCTGTC



