IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G183400

Gene Model: Brast03G183400.1.p
Description: BStEXPA-16
Family: Alpha Expansin

3D structure:
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Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1

EXTERNAL RESOURCES
https://brachypodium.org/



https://phytozome-next.jgi.doe.gov/info/Bstacei_v1_1
https://brachypodium.org/

GENE STRUCTURE

BstEXPA-16 —-—
>

| 1 1 1 L 1
Obp by 3000p G0bp 800bp 100060

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

1 50 100 150 200 250 273

Query seq, ey

Superfanilies PLN00193

List of domain hits "
Name Accession Description Interval E-value
[+] PLN00193 super family cl33423 expansin-A; Provisional 12-271  3.63e-86
SEQUENCES

Peptide

>BstEXPA-16

MGRKAMASAPSMTTATAILALLVSLAGVATTAHGRFTATQWTPAHATFYGDETAAE
TMGGACGYGNLYATGYGTDTAALSTTLFLDGYGCGTCYQMRCVGAPACYRGSPVI
TVTATNLCPPNWEQDSNAGGWCNPPRTHFDLAKPAFMKMAAWRAGIVPVMYRRVP
CVRKGGLRFAFQGNPYWLLVYVMNVAGAGDVRDMWVKSCDGGGHVQGWVRMS
HNWGAAFQAFGQLGGHALSFKLTSYTTGQTHAADAAPRSWSLGLTYQARANFS*

CDS (coding sequence)
>BstEXPA-16

ATGGGAAGGAAAGCAATGGCTTCTGCTCCGTCCATGACCACGGCCACGGCCATCT
TGGCCCTCCTCGTCTCCCTGGCCGGCGTGGCCACCACCGCGCACGGCAGGTTCAC
GGCGACGCAGTGGACCCCCGCCCACGCCACCTTCTACGGCGACGAGACCGCGGC
GGAGACCATGGGCGGGGCGTGCGGGTACGGCAACCTGTACGCGACAGGGTACGG
CACGGACACGGCGGCGCTGAGCACGACGCTGTTCCTGGACGGCTACGGGTGCGG
GACGTGCTACCAGATGCGGTGCGTGGGGGCGCCGGCCTGCTACCGGGGLTCGLC
GGTGATCACGGTCACCGCGACCAACCTGTGCCCGCCCAACTGGGAGCAGGACTCC
AACGCCGGCGGCTGGTGCAACCCGCCGCGCACCCACTTCGACCTCGCCAAGCCGG
CATTCATGAAGATGGCGGCCTGGCGCGCCGGCATCGTGCCAGTCATGTACCGCAG
GGTGCCGTGCGTGCGCAAGGGCGGGCTGCGCTTCGCGTTCCAGGGGAACCCTTAC
TGGCTGCTCGTCTACGTCATGAACGTCGCCGGCGCCGGGGACGTCCGGGACATGT
GGGTCAAGAGCTGCGACGGCGGCGGCCACGTCCAGGGATGGGTGCGGATGAGCC
ACAACTGGGGCGCCGCGTTCCAGGCATTCGGTCAGCTCGGCGGCCACGCGCTCAG
CTTCAAGCTCACCTCCTACACCACCGGGCAGACCATCATCGCCGCCGACGLCTGLG
CCGCGGAGCTGGTCCCTCGGGCTCACGTACCAGGCACGCGCCAACTTCTCCTAG

Nucleotide
>BstEXPA-16

CACTACACACACACAAGCAATGGGAAGGAAAGCAATGGCTTCTGCTCCGTCCAT
GACCACGGCCACGGCCATCTTGGCCCTCCTCGTCTCCCTGGCCGGCGTGGCCACC
ACCGCGCACGGCAGGTTCACGGCGACGCAGTGGACCCCCGCCCACGCCACCTTCT
ACGGCGACGAGACCGCGGCGGAGACCATGGGTACGTTTACTTGCACAAGCTAGT



CCATCGACAATGGCAATTGGCAATGGCAACGGCACGCCGCCAGACTCGTTTGCTG
ACACATGCGACACGTTGATACGCAGGCGGGGCGTGCGGGTACGGCAACCTGTAC
GCGACAGGGTACGGCACGGACACGGCGGCGCTGAGCACGACGCTGTTCCTGGAC
GGCTACGGGTGCGGGACGTGCTACCAGATGCGGTGCGTGGGGGCGCLCGGLCLTGL
TACCGGGGCTCGCCGGTGATCACGGTCACCGCGACCAACCTGTGCCCGCCCAACT
GGGAGCAGGACTCCAACGCCGGCGGCTGGTGCAACCCGCCGCGCACCCACTTCG
ACCTCGCCAAGCCGGCATTCATGAAGATGGCGGCCTGGCGCGCCGGCATCGTGCC
AGTCATGTACCGCAGGGTGCCGTGCGTGCGCAAGGGCGGGCTGCGCTTCGCGTTC
CAGGGGAACCCTTACTGGCTGCTCGTCTACGTCATGAACGTCGCCGGLCGCCGGGG
ACGTCCGGGACATGTGGGTCAAGAGCTGCGACGGCGGCGGCCACGTCCAGGGAT
GGGTGCGGATGAGCCACAACTGGGGCGCCGCGTTCCAGGCATTCGGTCAGCTCG
GCGGCCACGCGCTCAGCTTCAAGCTCACCTCCTACACCACCGGGCAGACCATCAT
CGCCGCCGACGCTGCGCCGCGGAGCTGGTCCCTCGGGCTCACGTACCAGGCACGC
GCCAACTTCTCCTAGGGGGCGGCCGGCCGGCCGAAATGTGAAGCACATCAAGTA
GCAGGAGCTGACGGTGCTCTGCTCGGCTGTGGTTTTTTGCTTTCGTATACCAAATT

TTCGGTTCAGTATATTGATGTACACGTTGCCCCCGATCCATGTGTAAATAGCGGGT
TTGACGCACACGAT




