IDENTIFICATION

Species: Brachypodium distachyon
Locus: Bradi3g32297

Gene Model: Bradi3g32297.2.p
Description: BAEXLA-05
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Bdistachyon _v3 1
KEGG: https://www.genome.jp/entry/T01717

EXTERNAL RESOURCES

https://brachypodium.org/
https://archive.gramene.org/species/brachypodium/brachypodium_intro.html
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DOMAIN ARCHITECTURE
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Superfanilies PLN03023

Name Accession Description Interval E-value
[+] PLN03023 super family 3621 Expansin-like B1; Provisional 193-423  3.24e-44
SEQUENCES

Peptide

>BdEXLA-05

MGAWLPEFILVLARAPTSPDACPARTSLWSVATQPPSLYPPQACGHVWVRRAPSSQS
QVGPELLTPSRVIAPKTFCSVPRDHGRQPAANTISSAAAAATGQRAASRIKLSSSLSSS
QESPVLFCSISPKRTTSCNTRLQARSIGRFDPFMAASLSPCPMESAGSRLLLLLVFLFIA
VVGSSPASRCGSCVRRSKAAYRASSPALDNAGSCGYGALATTLDAGGLLAAVSPAL
YRDGAGCGACYQVRCTDAGLCSTSGARVVVTDQARVTDRADLVLTGAAY AAMAS
GGAGTPAARKLRERRAVNVEYRRVPCEPHGHRNLSVRVEEGAPEAEQLAIRFLYQG
GQTDIVAVDVAAAGSSSGWRPMARERGGPAWRTTGRGAPEGPLRMRMVVTGGYD
GKWVWADGEVIPRRWKAGRVYDTGVQIADVALDWCHGHPCHDDSREWR*

CDS (coding sequence)
>BdEXLA-05

ATGGGGGCGTGGTTACCCGAGTTTATCCTAGTACTGGCTCGCGCGCCCACGTCGC

CGGACGCGTGTCCAGCCAGGACGAGCCTTTGGTCGGTGGCCACCCAACCTCCATC
GCTATATCCGCCCCAAGCCTGCGGCCACGTCTGGGTACGTCGCGCGCCATCCTCC

CAATCTCAAGTCGGGCCCGAGTTACTAACTCCCAGCCGCGTCATCGCGCCCAAAA
CATTCTGCTCCGTCCCACGAGACCACGGCCGTCAGCCGGCAGCAAATACGATATC
TAGCGCCGCAGCAGCAGCAACTGGCCAACGTGCCGCGTCGCGTATAAAGCTCAG

CTCTAGCCTTTCTTCCTCGCAAGAATCCCCTGTTCTGTTCTGTTCGATCTCGCCCAA
GAGAACTACTTCGTGTAACACGCGTCTTCAAGCTCGATCGATCGGTCGATTCGAT
CCATTCATGGCGGCCTCCTTGTCCCCCTGCCCCATGGAGAGCGCTGGCTCGCGCTT
GCTCCTCCTCCTCGTCTTCCTCTTCATCGCCGTCGTCGGCTCGTCTCCGGCTTCGCG
GTGCGGCAGCTGCGTGCGCCGGTCCAAGGCCGCGTACCGCGLCCTLCLTCCLCCG L
CTGGACAACGCCGGTTCGTGCGGATACGGCGCCCTGGCGACGACCCTGGACGCC

GGCGGGCTCCTGGCCGCCGTGAGCCCCGCACTCTACAGGGACGGLCGLCCGGLTGC

GGCGCGTGCTACCAGGTCCGATGCACGGACGCCGGCCTCTGCAGCACGTCCGGCG
CCAGGGTAGTCGTCACGGACCAGGCGCGCGTCACGGACCGCGCCGACCTCGTGCT
CACGGGCGCGGCGTACGCGGCCATGGCCAGCGGCGGLCGLCTGGAACGLCLCGLLGL
ACGGAAGCTCAGGGAGCGGCGCGCCGTGAATGTAGAGTACAGGCGCGTGCCGTG
CGAGCCCCACGGGCACCGCAACCTGTCGGTGCGCGTGGAGGAGGGCGCGCLCGGA
AGCAGAGCAGCTGGCGATCAGGTTCCTGTACCAGGGCGGGCAGACGGACATCGT
GGCCGTGGACGTGGCGGCTGCCGGGTCGTCGTCGGGGTGGAGGCCCATGGCGCG



AGAGCGCGGCGGGCCGGCGTGGAGGACGACGGGLCCGGGGGGLGLCCLCGAGGGLL
CGCTAAGGATGAGGATGGTGGTGACCGGAGGGTACGACGGGAAATGGGTGTGGG
CCGACGGGGAGGTCATCCCGCGGCGGTGGAAGGCCGGACGGGTGTATGACACCG
GGGTCCAGATCGCCGACGTGGCGCTGGACTGGTGCCATGGCCACCCCTGCCACGA
CGACAGCCGAGAGTGGAGGTGA

Nucleotide
>BdEXLA-05

CGAGTTTCCTTTACGAGCAGTAGTACTATGTGATTCCAATTCAGCCGTGATCTCAT
CTCCGTCCACACACCACCCATAGATCTCATCGTTCTTATCCCCTCGTAATCGAATC
CCAATCGTTTCCTCGTCACCTCCTTCAACGCCGCCGCCTCCTCCGGTCCTCCCGTC
CTACACGAGGATTCTGTTCTGTGCTGTCTTTAGCCAGCAATTACTGGAGTAAACG
GCAACCGCGTACGGTACAGCTTGTCAGCTGCCTCCGGATGGGGGCGTGGTTACCC
GAGTTTATCCTAGTACTGGCTCGCGCGCCCACGTCGCCGGACGCGTGTCCAGCCA
GGACGAGCCTTTGGTCGGTGGCCACCCAACCTCCATCGCTATATCCGCCCCAAGC
CTGCGGCCACGTCTGGGTACGTCGCGCGCCATCCTCCCAATCTCAAGTCGGGCCC
GAGTTACTAACTCCCAGCCGCGTCATCGCGCCCAAAACATTCTGCTCCGTCCCAC
GAGACCACGGCCGTCAGCCGGCAGCAAATACGATATCTAGCGCCGCAGCAGCAG
CAACTGGCCAACGTGCCGCGTCGCGTATAAAGCTCAGCTCTAGCCTTTCTTCCTCG
CAAGAATCCCCTGTTCTGTTCTGTTCGATCTCGCCCAAGAGAACTACTTCGTGTAA
CACGCGTCTTCAAGCTCGATCGATCGGTCGATTCGATCCATTCATGGCGGCCTCCT
TGTCCCCCTGCCCCATGGAGAGCGCTGGCTCGCGCTTGCTCCTCCTCCTCGTCTTC
CTCTTCATCGCCGTCGTCGGCTCGTCTCCGGCTTCGCGGTGCGGCAGCTGCGTGCG
CCGGTCCAAGGCCGCGTACCGCGCCTCCTCCCCCGCCCTGGACAACGGTACGTGT
CTACGGAGAATGATCAGCTTCCGCAGGCTTCAATTTGTTCGTGCCTTGCGCAATTG
CCAATTGGTTGGTTGCTTAATTGATTTCGTTTGCTGAATTGTGCGTCCGTGCAGCC
GGTTCGTGCGGATACGGCGCCCTGGCGACGACCCTGGACGCCGGCGGGLCTCCTGG
CCGCCGTGAGCCCCGCACTCTACAGGGACGGCGCCGGCTGCGGCGCGTGCTACCA
GGTCCGATGCACGGACGCCGGCCTCTGCAGCACGTCCGGCGCCAGGGTAGTCGTC
ACGGACCAGGCGCGCGTCACGGACCGCGCCGACCTCGTGCTCACGGGLGLGGLG
TACGCGGCCATGGCCAGCGGCGGCGCTGGAACGCCCGCCGCACGGAAGCTCAGG
GAGCGGCGCGCCGTGAATGTAGAGTACAGGCGCGTGCCGTGCGAGCCCCACGGEG
CACCGCAACCTGTCGGTGCGCGTGGAGGAGGGCGCGCCGGAAGCAGAGCAGCTG
GCGATCAGGTTCCTGTACCAGGGCGGGCAGACGGACATCGTGGCCGTGGACGTG
GCGGCTGCCGGGTCGTCGTCGGGGTGGAGGCCCATGGCGCGAGAGCGLCGGLGGEG
CCGGCGTGGAGGACGACGGGCCGGGGGGCGCCCGAGGGCCCGCTAAGGATGAG
GATGGTGGTGACCGGAGGGTACGACGGGAAATGGGTGTGGGCCGACGGGGAGGT
CATCCCGCGGCGGTGGAAGGCCGGACGGGTGTATGACACCGGGGTCCAGATCGC
CGACGTGGCGCTGGACTGGTGCCATGGCCACCCCTGCCACGACGACAGCCGAGA
GTGGAGGTGACACGGAGGAGCCGAGAGGAGCCCACTCACTGTGCAGTAGTCTTT
CCGTTTCTTCTTGTTAATTTCTTCTCTTCTCGGGTGAACGAAACGAAAGGAATGGT
TGGATCAATCGAGGAGTCAAACATGCCGTTGCAATTGAGGCCTAGGTCCGTGTGT
GCGCGCGTGCGTGCACTCCACGATGTGTGGCGGGCGCGTCGTCGCTCATTGGTGC
TTTAATTTGCCGACTTGGGTTGGTGCGTGCACGACGATCGCTGGCTTTGGTCGTCG
TCGTCACGACGGCTGCCGTGCGTGTTCGCTTCTGCTGCGGTCGTGCTCCCTCGTAG
CTGCATTTCGCGCTCGGCGATATATGGATTGGGGTCCGGTAGGAGAGGAACCCAT



AGCGCTGTACTCGGTGGTGGTGTACAAAAACATTCAAACGAGCACTTTGAATTTT
CACTCTTAACTTTCCGGCAATCAGGCTGGTGATCTTTGAGCTAGAATTACAAACC
AAATTACACAACATAATTTATAATGGGTGAACTTTCAGGCAATCAGGTCGGTGAT
CTTCAACTGGTACTGTCTTATGGGGTGACATAGTTTTGTAGGTTGGCGACTTCAGT
TATCCAAACGAAGTGACAAATGTTTAGTCTATGGGTAACAACTTTAGTTTTGTAA
AATAAAATCTGTAAAGATGGCAACTTCAGTGATGTGCTGATGAGTTACGGAACGG
ACGTTCCATTGCAATAAATAAATAAATAAACATTCCAAAGTTCAAAGTGCATGAA
AAGTATACGGTACAATCAACATGGTGCTGCTAAGAATACGGTCGAGTAAAATTGT
TCAGTATCAGTGTTTTCTTGGTTTTTAGTGACAGTACCAGTGTTTTTGTTTAAAGA
AGATCCAGCAATTGTTTGCTTTCATATACTGGCAGAAGAGGTGTTTCTTTTTCGAG
AGAGTAACCTGTAATTTTATTCAAATTCGAAAACCATTACAATTACAATGCATTG
GATCATAGATCCTAGAAATTACAATGTAATCCCTGTAATTAAGAACTACAATGAA
ATCTCTTAAAAATATTTTTTCCGTGAAATACTGCCAAGGCTTTAACATGGAGACTG
CAATCAGACTGAAGCGGCAACATAGCCACTTGTATCTCTGCACGAACTTGACCAC
CTTCAAAGGTTTCAGAAAGCCCCTTGAATTGCTCATCCAAAAAAATGAGAAGCCG
TAAGCGTTGAACGTACTTGGGCTGGAGATGATCCCCTAAAGGTACATGTCGTCGA
ATTGCAAGATCTTCACCAGAACGCCAGAGAATGATTCCAAAATTACAAAAGATA
AAACCAAGAAAAACATTATGAC



