IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G308900

Gene Model: Brast03G308900.1.p
Description: BStEXPA-17
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-17 —
>

| 1 L 1 1 1
Obp 20p 3006p Gibp B00DD 10006p

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

1 se 100 150 200 250 272
Query seq. e ey

Superfanilies PLNO0OOS0

List of domain hits d
Name Accession Description Interval E-value
[+] PLN00O50 super family ci31535 expansin A Provisional 44-264 9.26e-88
SEQUENCES

Peptide

>BstEXPA-17

MSGSWAPLLLVVVLVLLASAASNVTATGRARVHHNHGRFMEGPWRLAHATFYGDH
DGYGTRAGACGYKDTVAEGYGLQTVALSMAMFENGGATCGACYEVRCTESPKWCK
PGALPLIVTATNLCPPNYQQSGDNGGWCNPPREHFDLTMPAFFQIAEEKAGIVPISYR
RVSCLKQGGIRYTITGNKYFNMVTVTNVGGAGDVVAMTVKGDDRVKWTPLTRNW
GQVWQTGEILVGESLTFRVMTGDHRKATSWHVLPRDWQFGVTYQATKNFH*

CDS (coding sequence)
>BstEXPA-17

ATGTCTGGTTCGTGGGCGCCTCTCCTCCTCGTCGTCGTCCTGGTGCTGCTCGCCTC
GGCGGCGAGCAATGTTACCGCCACCGGCAGGGCGAGGGTGCACCACAACCACGG
CAGGTTCATGGAGGGCCCGTGGCGGCTGGCCCACGCCACCTTCTATGGCGACCAC
GATGGGTACGGGACGCGGGCCGGTGCGTGCGGGTACAAGGACACAGTGGCGGAA
GGGTACGGCCTGCAGACGGTGGCGTTGAGCATGGCCATGTTCAACGGCGGCGCA
ACATGCGGGGCGTGCTATGAGGTGAGGTGCACGGAGAGCCCTAAGTGGTGCAAG
CCCGGGGCTCTACCGTTGATCGTGACGGCGACGAACCTTTGCCCCCCAAACTACC
AGCAGTCGGGTGACAACGGCGGGTGGTGCAACCCGCCGCGAGAGCACTTTGACC
TTACCATGCCTGCCTTCTTCCAGATCGCCGAGGAGAAGGCCGGCATTGTACCCAT
CTCCTACCGCCGGGTGAGCTGTTTGAAACAGGGCGGGATCCGGTACACGATCACG
GGGAACAAGTACTTCAACATGGTGACGGTGACAAACGTGGGCGGGGCGGGGGAC
GTGGTAGCAATGACGGTGAAGGGGGACGACCGAGTGAAGTGGACCCCGTTGACG
CGGAACTGGGGCCAGGTGTGGCAGACCGGGGAGATCCTCGTCGGCGAGTCGCTG
ACATTCCGCGTGATGACCGGCGACCACCGCAAGGCCACCTCCTGGCACGTGCTCC
CCCGCGACTGGCAGTTCGGCGTCACCTACCAGGCAACCAAGAACTTCCACTAG

Nucleotide
>BstEXPA-17

TGATTAATAAATCGTTAGTGTATCATTGTAATTAGCTGTTGATTCATTCATGTCTG
GTTCGTGGGCGCCTCTCCTCCTCGTCGTCGTCCTGGTGCTGCTCGCCTCGGCGGCG
AGCAATGTTACCGCCACCGGCAGGGCGAGGGTGCACCACAACCACGGCAGGTTC
ATGGAGGGCCCGTGGCGGCTGGCCCACGCCACCTTCTATGGCGACCACGATGGGT



ACGGGACGCGGGCCGGTGCGTGCGGGTACAAGGACACAGTGGCGGAAGGGTACG
GCCTGCAGACGGTGGCGTTGAGCATGGCCATGTTCAACGGCGGCGCAACATGCG
GGGCGTGCTATGAGGTGAGGTGCACGGAGAGCCCTAAGTGGTGCAAGCCCGGGG
CTCTACCGTTGATCGTGACGGCGACGAACCTTTGCCCCCCAAACTACCAGCAGTC
GGGTGACAACGGCGGGTGGTGCAACCCGCCGCGAGAGCACTTTGACCTTACCAT
GCCTGCCTTCTTCCAGATCGCCGAGGAGAAGGCCGGCATTGTACCCATCTCCTAC
CGCCGGTAGGTGACTAACATACACACCACACGCCTCTTAAATGGTTGGTGCATGA
AACTCAATAAATAAATATCCTGCAGGGTGAGCTGTTTGAAACAGGGCGGGATCC
GGTACACGATCACGGGGAACAAGTACTTCAACATGGTGACGGTGACAAACGTGG
GCGGGGCGGGGGACGTGGTAGCAATGACGGTGAAGGGGGACGACCGAGTGAAG
TGGACCCCGTTGACGCGGAACTGGGGCCAGGTGTGGCAGACCGGGGAGATCCTC
GTCGGCGAGTCGCTGACATTCCGCGTGATGACCGGCGACCACCGCAAGGCCACCT
CCTGGCACGTGCTCCCCCGCGACTGGCAGTTCGGCGTCACCTACCAGGCAACCAA
GAACTTCCACTAGCTAACCCTCACGTACTATACCCCTTCTTCTCACGTCGCCATTG
ACAACCATTTACCGAGACCGTGCATGCATGCATACAAGTTTGTTAAAAACCATGT
AAATTTGATGATGCTTTCATTCTCCGCTGCATGTGATCGATATGATCGATCGAATC
ATGTTGTAAATCGAACGAGGCGTACAGGAAGAAACAAGCTGAATGAAAGCTAGG
TGTCGTGTTATCTCCATCTGCGTGTGTGTGTATCTATATATATATTGACAG



