IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast06G121000

Gene Model: Brast06G121000.1.p
Description: BstEXLB-01
Family: Expansin Like Beta

3D structure:

GENOME DATABASES
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

BstiEXLE-01
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

1 S0 100 150 200 250
Query seq. ey

Superfanilies PLN03023

List of domain hits d
Name Accession Description Interval E-value
[+ PLN03023 super family ci33621 Expansin-like B1; Provisional 8-246 6.83e-66
SEQUENCES

Peptide

>BstEXLB-01

MALPLHYHLSALFSLLVFVSRVIADADFTLSKASYYPDSDTKGTENGACEHGAFGAT
LNNGDVSASASLYRNGVGCGACYQVRCTDPYYCSPEGVTIVITDSGSSDGTDFILSHA
FAGMGQSVDAGAALLTLGYVGIEYKRCNIVFKITESSHFPYY IEFEIWYQQGSQDIIAV
QLSETVTLTCQLLSRTHGAVWATVSPSTGPLYIRMLFSSGAPRVGDQKWLAPTNTIA
QNWTGGAIYDSGVQMQLQ*

CDS (coding sequence)
>BstEXLB-01

ATGGCTCTTCCGCTTCATTATCATCTCTCGGCCTTGTTTTCTCTTCTAGTTTTTGTCT
CTCGGGTTATTGCAGATGCAGACTTCACCTTGTCCAAAGCATCATATTACCCCGAT
TCTGATACAAAAGGGACTGAAAATGGAGCATGTGAGCATGGCGCATTTGGAGCA
ACACTCAACAATGGTGATGTTTCTGCATCGGCAAGCCTCTACAGGAACGGGGTTG
GCTGTGGTGCATGTTATCAGGTGAGGTGCACAGATCCTTACTACTGCTCCCCAGA
GGGCGTGACAATCGTGATCACCGACTCAGGATCGAGCGACGGCACTGATTTCATC
CTCAGCCACGCCTTCGCAGGCATGGGACAGAGTGTGGATGCTGGTGCAGCGCTGC
TCACCCTTGGCTATGTTGGAATTGAGTACAAGAGGTGCAACATTGTCTTCAAGAT
TACTGAGAGCAGCCATTTTCCCTACTACATAGAATTTGAGATCTGGTACCAGCAA
GGTAGCCAGGACATCATCGCAGTCCAGCTATCTGAGACTGTGACCCTGACATGCC
AGCTTCTGAGCCGAACTCATGGTGCAGTATGGGCTACAGTCTCCCCATCAACTGG
CCCTCTGTACATACGGATGCTGTTTAGCAGTGGAGCTCCCCGTGTTGGTGACCAG
AAATGGCTAGCTCCGACAAACACAATAGCACAGAACTGGACGGGAGGGGCCATA
TATGATTCTGGGGTCCAAATGCAGCTGCAGTAG

Nucleotide
>BstEXLB-01

ATGGCTCTTCCGCTTCATTATCATCTCTCGGCCTTGTTTTCTCTTCTAGTTTTTGTCT
CTCGGGTTATTGCAGATGCAGACTTCACCTTGTCCAAAGCATCATATTACCCCGAT
TCTGATACAAAAGGGACTGAAAGTAAGTACTTAATATTAGTAGATAGATTACTCA
AGTTGTGGAGGTCAACGCATAAAAACAAAGTGGTAACTACGGAAGGTTATTGAG

TTATAGGCTACTGTGTAAAATGTAGATCTCCAAGTAAACTAGATACTGTCAAAGA



GATTTTATTGTTTCTGACGAAGACTTTCAGATGGAGCATGTGAGCATGGCGCATTT
GGAGCAACACTCAACAATGGTGATGTTTCTGCATCGGCAAGCCTCTACAGGAACG
GGGTTGGCTGTGGTGCATGTTATCAGGTAAAATCCATCTGCGACTGTGCCAGTGC
CCAGTACATCTTGAAAATCAGGAAACACCAATTTATTTTTATTCCCAGTAAGAAT
GCCAGTTGCCAATAGGTGAGGTGCACAGATCCTTACTACTGCTCCCCAGAGGGCG
TGACAATCGTGATCACCGACTCAGGATCGAGCGACGGCACTGATTTCATCCTCAG
CCACGCCTTCGCAGGCATGGGACAGAGTGTGGATGCTGGTGCAGCGCTGCTCACC
CTTGGCTATGTTGGAATTGAGTACAAGAGGTGCGTGAATACAATAAACCTATCTA
AACTACAGTTTGGATCATACACCTAGTTGTTTTCCTCAGATGGCATAAAAAGATG
AAAAACTTTCAGTGACTTTCCCTACTACACCAGAAATGATCTTGCATAATGAGTT
ATGACAAAACTGACATGTTGCAATCCAAATAAGAACATTGTCTTCAAGATTACTG
AGAGCAGCCATTTTCCCTACTACATAGAATTTGAGATCTGGTACCAGCAAGGTAG
CCAGGACATCATCGCAGTCCAGCTATCTGAGGTAAACACTAACTACACGGTGTAA
ATTATGTATGAAAGGAGTTACTCAATTATAAAGAAAGCTTTCTGTGCATGTAGAA
TTTATAGAACTAAATACCTGTTAATGGCTGGATGCAGACTGTGACCCTGACATGC
CAGCTTCTGAGCCGAACTCATGGTGCAGTATGGGCTACAGTCTCCCCATCAACTG
GCCCTCTGTACATACGGATGCTGTTTAGCAGTGGAGCTCCCCGTGTTGGTGACCA
GAAATGGCTAGCTCCGACAAACACAATAGCACAGAACTGGACGGGAGGGGCCAT
ATATGATTCTGGGGTCCAAATGCAGCTGCAGTAG



