IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast07G171000

Gene Model: Brast07G171000.1.p
Description: BStEXPA-26
Family: Alpha Expansin

3D structure:
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List of domain hits .
Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 57-263 2.69e-78
SEQUENCES

Peptide

>BsStEXPA-26

MMGSLPLLFFFLLLLLLISEVRFSGSVRLGNGGYEEWRLGTATYIKESQGHPLNDGGG
ACGYGDLDIFRYGRYTTGLSSALFGRGSACGACYELRCVNNILWCLRGSPTVVVTAT
DFCAPNFGLPDDFGGWCNFPREHLEMTEAAFLRVAKAKADIVQVQFRRVSCDRAGG
MRFTITGGASFLQVLITNVAADGEVIALKVKGSRTGWIPMGRNWGQNWQCNADLQR
QPLSFEVTGKKGRTFTMYNVAPSDWMFAQTFEGKQLVE*

CDS (coding sequence)
>BstEXPA-26

ATGATGGGCTCTCTGCCCCTGCTCTTCTTCTTCTTGCTCCTGCTGCTGCTGATTTCT
GAGGTCAGGTTCAGCGGCAGCGTAAGGCTGGGCAATGGCGGCTACGAGGAGTGG
AGGCTGGGCACTGCGACCTACATCAAGGAGTCCCAGGGGCACCCGCTCAATGAT
GGTGGTGGCGCCTGCGGATATGGGGACCTGGACATATTCAGATACGGTAGGTAC
ACGACTGGCCTGAGCAGCGCACTGTTTGGGCGTGGCAGCGCCTGCGGCGCTTGCT
ACGAGCTCCGGTGCGTGAACAACATCCTCTGGTGCCTGCGGGGCAGCCCGACGGT
CGTCGTGACGGCAACCGACTTCTGTGCCCCAAACTTCGGCCTCCCTGACGACTTC
GGTGGTTGGTGCAACTTTCCCAGGGAACATCTAGAGATGACCGAGGCTGCCTTCC
TCCGTGTTGCCAAGGCCAAGGCTGACATTGTCCAAGTGCAGTTCCGAAGGGTGAG
CTGCGACAGAGCGGGTGGCATGCGGTTCACGATCACCGGCGGCGCCAGCTTCCTC
CAGGTCCTCATCACCAACGTGGCGGCTGACGGCGAGGTCATCGCCTTAAAAGTGA
AAGGGTCAAGGACTGGGTGGATACCAATGGGGAGGAACTGGGGGCAGAACTGGC
AGTGCAACGCCGATCTCCAGCGCCAGCCGCTGTCATTCGAGGTCACCGGAAAGA
AGGGGAGGACCTTCACGATGTACAACGTGGCGCCTTCAGATTGGATGTTCGCGCA
AACATTCGAAGGCAAGCAGCTCGTTGAATAG

Nucleotide
>BstEXPA-26

CAAAAGCAGGCTCGCGTTCTACTCCCGCTGTCCTCAACTTTGACTCCCTCGCCACC
CCAGTCCAAGCCAAAGGCAGACCAACAAAGAACTGCTGCCCATTCCAGGAGCCC
AAGAAACTCGCTTGCCAAGAACAGCAACTACTCAAGCCCCATCCCCCTCCTCCCC



AAGTCCTCTGCAACCGCAAGCACTCAAACACTCCATCCAAGAGATTGCACTGGCC
AGTGACTGAATCAGGTGAACAGTGATCACCTGGTACAGAGCAACATGATGGGCT
CTCTGCCCCTGCTCTTCTTCTTCTTGCTCCTGCTGCTGCTGATTTCTGAGGTCAGGT
TCAGCGGCAGCGTAAGGCTGGGCAATGGCGGCTACGAGGAGTGGAGGCTGGGCA
CTGCGACCTACATCAAGGAGTCCCAGGGGCACCCGCTCAATGATGGTATGCGGCT
ATGTGATCTTATTAAGTTATTTTTCCTTGTTAATCGTCGCATCAAGAACTTCGGAA
CGTCCGGTCTTTCTCCCTGTTTTTGTCCCCTTCCCCCTTTTTTCTGCATTTCCTCTGG
AGATGGTGAATGTTGTTTGCAAAGATGAATGGGCGAGTAGATGGTGCTGTATTTG
GCAGATCCGGCATCGTTTGCTCGTAGATTCGCTACTGAGAAGTTGCAATAGAAAA
CAGATTCGCTGTTGAAACTTCTTCCTTTCACTTTACTTAGATGGATTTTGACTCTTG
GGACTGAACATTCCTTGTATATTCTGCAGTAGATGATAGGAGTATTTTATTGTGAT
CTGTGACGGGGTAGAAAAGAAAAGGGGTATATTTAGAAATAATTGTAATGCTAA
TGCTACCCTTACAATCGTTCCATCAATATTTTCTTTATGATACTTTGATAAAAAAT
CTTTTTTGAGGTGTTAGTGCACCAAATGCTGCCTTGGTCCTAATAAACTAGTGCTG
TCCTAATCAGCCGAAAGAAAAAGAAGAACCTCCTTTGCGTAAGTTGTGGGAATA
GTAAGGACACATTGAATGCTTTGACAATCCCTTTATGAGAGGCAAGCTAGTACAA
CATGAGCTCTTCTTGCTGTCACTGCCTGTACTCAAGCTATGCAGTGTACCTTCACA
GTCATTGCTCTATTGAAAATCTGAAAGACTGTTTTTTTTCCCTTCTGATTTCTGAA
GAACCATCAAAATGCACTCTGATTTCTGGAGATCGTATGCCTACTTGCCTAGTTTC
TTCAAGGAATGCCACCTACATCCACCCCTGAACCTGAATTCAAAGACACTCATAT
TTACATCGTGAGATCAACAATGTAAATCATTTCTATGTTTCATGTGACTTGGAATT
GGAAATATCTTTGTCTGATGTAATGGTTGTTTCAAACTCCGAATCAAAGGTGGTG
GCGCCTGCGGATATGGGGACCTGGACATATTCAGATACGGTAGGTACACGACTG
GCCTGAGCAGCGCACTGTTTGGGCGTGGCAGCGCCTGCGGCGCTTGCTACGAGCT
CCGGTGCGTGAACAACATCCTCTGGTGCCTGCGGGGCAGCCCGACGGTCGTCGTG
ACGGCAACCGACTTCTGTGCCCCAAACTTCGGCCTCCCTGACGACTTCGGTGGTT
GGTGCAACTTTCCCAGGGAACATCTAGAGATGACCGAGGCTGCCTTCCTCCGTGT
TGCCAAGGCCAAGGCTGACATTGTCCAAGTGCAGTTCCGAAGGTAAGCGTCACTT
GCAATTCTTTGCATGTTCCTCAATTTGTTCAAATGGTGAAACTTCTGATATACCCT
GCTTATCATTGATTCTGCAACTTGTCAATGTGTGTGGGTTTGTGTGAAAGTACGGC
ACTATCATTCTTGAGCTGTGTTGTTGTGCAGTAGTTTTTTAGCCTGCTTTTGCAAA
AGTTGGGAATGATGTTTGATGATGATTAGAAATGGATCATAGAATATATGTGGAA
CATGTTGTAAGCTACTTTGCATTGTGGGCTACTGGGTGGGAAAGAATTATGTTGA
TGAGAGGGTTCTGAGAAAAGAGCAGCTTTAATCAGTGACACTTTCTTCTTTTTGA
ATCTGACTAGTGTATTTTAATCATGAGTATTTCCCAAGTTTCAGACAAATGTTATG
AGTATGTCCCAACCGGTGCATGGGTAGTAAACAAATTATCCTTCATACTACAACA
TAATTAGATTAAGTTACTGACATAATTCATTTCTGCAAAAAAGGCTATCACACTTT
GGTCACAACCATGCATAAATCAGCAGAATTTCTTTCGAGGATTTGAGTAGCCACT
GATGATGCAGGGTGAGCTGCGACAGAGCGGGTGGCATGCGGTTCACGATCACCG
GCGGCGCCAGCTTCCTCCAGGTCCTCATCACCAACGTGGCGGCTGACGGCGAGGT
CATCGCCTTAAAAGTGAAAGGGTCAAGGACTGGGTGGATACCAATGGGGAGGAA
CTGGGGGCAGAACTGGCAGTGCAACGCCGATCTCCAGCGCCAGCCGCTGTCATTC
GAGGTCACCGGAAAGAAGGGGAGGACCTTCACGATGTACAACGTGGCGCCTTCA
GATTGGATGTTCGCGCAAACATTCGAAGGCAAGCAGCTCGTTGAATAGGTGAAA
AGGGTGGCAAGTTCCGGTGATTGTAATTAGAATTACAGGGGGGTTAAAAATGTCG
GGCTTCAGTTTTGTGACCTGAAGGAATTTAGCCACACTTAGTGGTGTTTGCTCTGC
TCACCTTATCCGGTATAGTTGTTAAATTTTACTTCGGGGAGTTTCCTGGAACACTC



CCTGGCCAGTGGACAGGACAATGGTTTCGCTTGCATGTTGCAACCTGACGTTGGC
CCAACGCATTCCTTG



