IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast08G167900

Gene Model: Brast08G167900.1.p
Description: BStEXPA-29
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1

EXTERNAL RESOURCES
https://brachypodium.org/
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List of domain hits d
Name Accession Description Interval E-value
[+] PLN00193 super family 33423 expansin-A; Provisional 1-254 2.97e-118
SEQUENCES

Peptide

>BstEXPA-29

MAKQIVLLLALLTVLCKLASHAVHAQYSWTSATATFYGGSDGSGTLGGACGYGNLY
NTGYGLNNAALSSALFNDGAMCGACYNIYCDTSKSNWCKPGTSITISATNLCPPNYA
KPNDNGGWCNPPRLHFDMSQPAWTTIAVYQAGIVPVNYKRVSCQKQNGIRFGINGN
NYFELVVVTNVGGSGVVAQMWIKGSRTDWMAMSRNWGANWQSNAYLNGQSLSF
RVKLDDGRQVTATDVAPYYWYFGATYSSGVNFY™*

CDS (coding sequence)
>BstEXPA-29

ATGGCAAAACAAATAGTACTACTGCTGGCGCTTCTGACAGTGCTATGCAAATTAG
CTTCTCATGCTGTACACGCGCAGTATTCGTGGACGAGCGCTACGGCGACGTTCTA
CGGCGGCAGCGACGGCTCCGGAACATTGGGAGGAGCGTGTGGGTACGGCAACCT
GTACAACACCGGGTACGGGCTGAACAACGCGGCGCTGAGCTCGGCGCTGTTCAA
CGACGGCGCCATGTGCGGGGCGTGCTACAACATCTACTGCGACACGAGCAAGAG
CAACTGGTGCAAGCCCGGCACGTCCATCACAATCTCGGCCACCAACCTCTGCCCG
CCCAACTACGCTAAGCCCAACGACAACGGCGGCTGGTGCAACCCGCCGLGGLTG
CACTTCGACATGTCGCAGCCCGCCTGGACGACCATCGCCGTCTACCAAGCCGGCA
TCGTCCCCGTCAACTACAAGAGGGTGTCGTGCCAGAAGCAGAATGGCATCCGGTT
CGGGATAAACGGGAATAACTACTTCGAGCTGGTGGTGGTGACCAACGTGGGAGG
ATCCGGCGTGGTGGCGCAGATGTGGATCAAGGGGTCCAGAACAGACTGGATGGC
CATGAGCAGGAACTGGGGGGCCAACTGGCAGAGCAACGCCTACCTCAACGGGCA
GAGCCTCTCTTTCAGGGTGAAGCTCGACGACGGCCGCCAAGTCACGGCCACCGAC
GTCGCGCCCTACTACTGGTACTTCGGGGCCACCTACTCGTCCGGGGTCAACTTTTA
CTAG

Nucleotide
>BstEXPA-29

TACGAGTACTATCGCGCTCCTTATCATCTCTACACGTCAAATGGCAAAACAAATA
GTACTACTGCTGGCGCTTCTGACAGTGCTATGCAAATTAGCTTCTCATGCTGTACA
CGCGCAGTATTCGTGGACGAGCGCTACGGCGACGTTCTACGGCGGCAGCGACGG
CTCCGGAACATTGGGTTTGTTTCTTCCGAGCCCTCCATTAATTTACACACGTATAC



CTTGTTTTGTTATTGAGATATAAAGGATTACCTGTGTTTACTCATATTGTGTGCGT
GCAGGAGGAGCGTGTGGGTACGGCAACCTGTACAACACCGGGTACGGGCTGAAC
AACGCGGCGCTGAGCTCGGCGCTGTTCAACGACGGCGCCATGTGCGGGGCGTGCT
ACAACATCTACTGCGACACGAGCAAGAGCAACTGGTGCAAGCCCGGCACGTCCA
TCACAATCTCGGCCACCAACCTCTGCCCGCCCAACTACGCTAAGCCCAACGACAA
CGGCGGCTGGTGCAACCCGCCGCGGCTGCACTTCGACATGTCGCAGCCCGLLCTGG
ACGACCATCGCCGTCTACCAAGCCGGCATCGTCCCCGTCAACTACAAGAGGCAAG
TACATATGCAACCGGCTAATTTAGGCGTACGTATCAATTGAAAACCTCGATTGCG
ATCGATGTGTGAGAGTAGTTGTGATGGAGCCTGCCTGGCCTATGATATATATGAT
GCAGGGTGTCGTGCCAGAAGCAGAATGGCATCCGGTTCGGGATAAACGGGAATA
ACTACTTCGAGCTGGTGGTGGTGACCAACGTGGGAGGATCCGGCGTGGTGGLCGC
AGATGTGGATCAAGGGGTCCAGAACAGACTGGATGGCCATGAGCAGGAACTGGG
GGGCCAACTGGCAGAGCAACGCCTACCTCAACGGGCAGAGCCTCTCTTTCAGGGT
GAAGCTCGACGACGGCCGCCAAGTCACGGCCACCGACGTCGCGCCCTACTACTG
GTACTTCGGGGCCACCTACTCGTCCGGGGTCAACTTTTACTAGCTAGCTAGAGAG
CTGAATCCATCGGCACGCACGCGCGGCAATAAAAATCCACCGCTGGATGATCGA
ACAATTACTTATAATTGATCTTACGGGGGGATTAAAGGTTAATGACGTGCCCACT
TTGCCTAGCTAGTACATACATCACTGCACCGATGTTGAGAGGCAATCGGAGCAGC
GCTTGTTAACTGTAAGAATTTTGTCCTACTTAGTTCTTTCTGCTCGATCCTAGCTGC
ATGGATTCTTGTAGGAGCTGCTTCGCATTTGTATTGCCTAGTCAGCGGCTTGGTAC
CCCACAAGCCCGCTACGCAATCAACTCAGC



