IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast04G227200

Gene Model: Brast04G227200.1.p
Description: BStEXPA-20
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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List of domain hits -
Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 6-258 1.26e-137
SEQUENCES

Peptide

>BstEXPA-20

MAPVPAQVIAVVLLTAAYTALAGSPPAPVVWQRATATFYGGADASGTMGGACGYG
NLYDEGYGNRSAALSTVLFNDGASCGQCY KIACDRKIDPRWCKPGVTVTITATNFCP
PNNALPNDNGGWCNTPRPHFDMAQPAWEKIGIYRGGIIPVMYQRVPCVKKGGIRFKI
NGHDYFNLVLVTNVAAAGSIKSMDVMSSDSKDWAPMSRNWGANWHSLAYLSGKQ
LSFRITNTDGQTLLFNKIVPSGWKFGQTFASKVQFS*

CDS (coding sequence)
>BstEXPA-20

ATGGCGCCGGTTCCAGCTCAAGTGATTGCGGTGGTGCTGCTCACAGCGGCCTATA
CTGCTTTGGCTGGGTCGCCTCCGGCACCGGTCGTTTGGCAGAGGGCGACCGCGAC
GTTCTACGGTGGAGCTGACGCCTCCGGCACCATGGGTGGTGCGTGTGGGTATGGC
AACCTGTACGATGAGGGGTACGGGAACCGGTCGGCGGCGCTGAGCACGGTGCTG
TTCAACGATGGCGCGTCGTGCGGACAATGCTATAAGATTGCATGTGATCGCAAGA
TAGACCCAAGGTGGTGCAAGCCTGGCGTGACAGTGACAATCACTGCTACAAACTT
CTGCCCGCCCAACAATGCCCTTCCGAATGACAACGGCGGATGGTGCAACACACCA
AGGCCACACTTCGACATGGCGCAGCCGGCCTGGGAGAAGATCGGCATCTATAGA
GGTGGCATCATTCCGGTCATGTATCAGAGGGTTCCATGCGTGAAGAAGGGTGGCA
TACGGTTTAAAATCAACGGCCATGACTACTTCAATCTCGTGCTTGTCACCAACGTT
GCAGCTGCTGGCTCGATAAAATCGATGGACGTCATGAGCTCCGACTCAAAAGATT
GGGCGCCCATGTCACGCAACTGGGGTGCAAACTGGCACTCATTGGCATATCTCAG
CGGGAAACAACTCTCTTTCAGAATAACCAACACAGATGGGCAAACGCTTCTGTTC
AACAAGATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGCAAGCAAAGTA
CAGTTCAGCTGA

Nucleotide
>BstEXPA-20

ATCAAACGCAGGATCATCACAGAAATTTAAGCCAGCAGAAGCAAATATTCCACA
TAGACAAAAGAAGAAACACAAACGAGCAGAGACATCTAGCTTTCGGCAGCGTCT
GATCATCTCAGGAGTTCGTGAATATTTTTGAAGGCGATCATCCAGCGGCAGATAT
GGCGCCGGTTCCAGCTCAAGTGATTGCGGTGGTGCTGCTCACAGCGGCCTATACT



GCTTTGGCTGGGTCGCCTCCGGCACCGGTCGTTTGGCAGAGGGCGACCGCGACGT
TCTACGGTGGAGCTGACGCCTCCGGCACCATGGGTAACTAACTTATTACAAACTC
ATGTCTCATACGCTAATCTAATTAATTAAGAGCACATCGTTTAATTACCTTCAACG
CACATATGCGCAGGTGGTGCGTGTGGGTATGGCAACCTGTACGATGAGGGGTAC
GGGAACCGGTCGGCGGCGCTGAGCACGGTGCTGTTCAACGATGGCGCGTCGTGC
GGACAATGCTATAAGATTGCATGTGATCGCAAGATAGACCCAAGGTGGTGCAAG
CCTGGCGTGACAGTGACAATCACTGCTACAAACTTCTGCCCGCCCAACAATGCCC
TTCCGAATGACAACGGCGGATGGTGCAACACACCAAGGCCACACTTCGACATGG
CGCAGCCGGCCTGGGAGAAGATCGGCATCTATAGAGGTGGCATCATTCCGGTCAT
GTATCAGAGGTACACACATGCAAATTGTATTGTGCTTTTGTAAGTAATATTAGCTC
CAAGTCAATCTAAAACCAAATCTTTTAATTAGGGTTCCATGCGTGAAGAAGGGTG
GCATACGGTTTAAAATCAACGGCCATGACTACTTCAATCTCGTGCTTGTCACCAA
CGTTGCAGCTGCTGGCTCGATAAAATCGATGGACGTCATGAGCTCCGACTCAAAA
GATTGGGCGCCCATGTCACGCAACTGGGGTGCAAACTGGCACTCATTGGCATATC
TCAGCGGGAAACAACTCTCTTTCAGAATAACCAACACAGATGGGCAAACGCTTCT
GTTCAACAAGATTGTGCCAAGTGGATGGAAGTTTGGGCAAACATTTGCAAGCAA
AGTACAGTTCAGCTGATCCTTCCCATAAGATCAATGACATGGTTGATTTGATGCA
GTACTTGTATATAGATGTCGAATGGGTCATGTCATGTACATATACAATATTAATAT
TGTGTTGTGTTATGTATTTGTGTTTATAACTCATGGGGTGTATAATCTTAAGGTTG
CTTGATTCAATCTCAGACAGAAAACAGTTTGTACAAATCCTTCATCCGTATGTGTC



