IDENTIFICATION

Species: Brachypodium stacei
Locus: Brast03G134400

Gene Model: Brast03G134400.1.p
Description: BStEXPA-13
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstacei vl 1
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List of domain hits .
Name Accession Description Interval E-value
[+] PLN00193 super family 3423 expansin-A; Provisional 7-250 8.96e-122
SEQUENCES

Peptide

>BsStEXPA-13

MDMAKSLVLCAIFLSACLSLAAADWLPATATFYGEADASGTMGGACGYSNLYDQG
YGVNNAALSTVLFNDGASCGQCFTITCDSKKSGWCKTGNSITVSATNLCPPNWALPN
DNGGWCNPPRQHFDMSQPAWETIAIYRAGIVPVLYQRVKCWRTGGVRFTIAGFNYF
ELVLITNVGGSGSVASVSIKGANTGWIQMSRNWGANWQCLAGLAGQALSFAVTTTG
GQYIVFDNIAPVWWQFGQTFGSYKQFDY*

CDS (coding sequence)
>BstEXPA-13

ATGGATATGGCTAAGTCGCTGGTTCTATGTGCCATATTCCTCTCGGCGTGCCTCTC
ACTCGCGGCGGCCGATTGGTTGCCAGCGACGGCGACGTTCTACGGCGAAGCCGA
CGCCTCCGGCACCATGGGCGGCGCGTGCGGGTACAGCAACCTGTACGACCAGGG
GTACGGCGTGAACAACGCGGCGCTGAGCACGGTGCTGTTCAACGACGGCGCGTC
GTGCGGGCAGTGCTTCACAATCACCTGCGACTCCAAGAAGTCCGGGTGGTGCAAA
ACCGGCAACAGCATCACGGTGTCGGCGACCAACCTGTGCCCGCCCAACTGGGCG
CTCCCCAACGACAACGGCGGGTGGTGCAACCCGCCGCGGCAGCACTTCGACATGT
CGCAGCCGGCCTGGGAGACCATCGCCATCTACCGCGCCGGCATCGTGCCCGTGCT
CTACCAGCGGGTCAAGTGCTGGCGCACGGGCGGGGTCAGGTTCACCATCGCCGG
GTTCAACTACTTCGAGCTCGTGCTCATCACCAACGTGGGCGGCAGCGGCTCCGTG
GCTAGCGTGTCCATCAAGGGGGCAAACACCGGGTGGATCCAGATGTCAAGGAAC
TGGGGCGCCAACTGGCAGTGCCTCGCGGGGCTTGCCGGGCAGGCGCTCAGCTTCG
CCGTGACCACCACCGGCGGGCAGTACATTGTGTTCGACAACATCGCGCCGGTCTG
GTGGCAGTTCGGACAGACATTCGGCTCCTACAAACAGTTCGACTACTGA

Nucleotide
>BstEXPA-13

TAGTTCAAACGGCACACACCCTCCCTCCTCTCTAGCTAGCTTGATCGCTTCTCTCG
TGCGCTAGCTAGCTCAATCTCTGCCTCGAGCCCTCGACCGACTGATCTAAGACGT
ACAGCATTGTCGTCATGGATATGGCTAAGTCGCTGGTTCTATGTGCCATATTCCTC
TCGGCGTGCCTCTCACTCGCGGCGGCCGATTGGTTGCCAGCGACGGCGACGTTCT



ACGGCGAAGCCGACGCCTCCGGCACCATGGGTAAACTAAGCAATATATACAGCT
AGCATTTCTCACGTACAGATTATAATTAGAGCACGTGCGTGCATTTGTGCCAGTT
AAAGCATGATCGAGTGTACGTTGTGTACTGGCGTGCATGCCTGTCTTGTGTGAGC
CTATAATTGACATGCTTCTCGTTGTGGGGCTCTTTTCTCAGGCGGCGCGTGCGGGT
ACAGCAACCTGTACGACCAGGGGTACGGCGTGAACAACGCGGCGCTGAGCACGG
TGCTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCTTCACAATCACCTGCGACTC
CAAGAAGTCCGGGTGGTGCAAAACCGGCAACAGCATCACGGTGTCGGCGACCAA
CCTGTGCCCGCCCAACTGGGCGCTCCCCAACGACAACGGCGGGTGGTGCAACCCG
CCGCGGCAGCACTTCGACATGTCGCAGCCGGCCTGGGAGACCATCGCCATCTACC
GCGCCGGCATCGTGCCCGTGCTCTACCAGCGGGTCAAGTGCTGGCGCACGGGCGG
GGTCAGGTTCACCATCGCCGGGTTCAACTACTTCGAGCTCGTGCTCATCACCAAC
GTGGGCGGCAGCGGCTCCGTGGCTAGCGTGTCCATCAAGGGGGCAAACACCGGG
TGGATCCAGATGTCAAGGAACTGGGGCGCCAACTGGCAGTGCCTCGCGGGGLTT
GCCGGGCAGGCGCTCAGCTTCGCCGTGACCACCACCGGCGGGCAGTACATTGTGT
TCGACAACATCGCGCCGGTCTGGTGGCAGTTCGGACAGACATTCGGCTCCTACAA
ACAGTTCGACTACTGATCAGACATCATCGGTCCTCGTCCCCACAGGGTGCGCTGC
GCTTCTTCGTGGTCGGATTAATTAATATGGTGGTTCGTGCGTGCGCGCTCGTCATT
TTGAGGGAGCTACACGTACCTGCCGCCATTGCATCCTTGGTCTTGGTGTCCGGCTC
CGGCATGGATATGATATCCTCCTATGTGATGCTCCCACGTACTGCTGGAGCTGCG
CGCGCGGGCGGGATGATGTGTAACTTCGACTCCTAGCTTGTTGCCGATTTTTACTT
GTTGCTTTACTAATTTTGTTTAATTTTTGTTTTAATTCGGTGCGGCCATATATATAA
AGAAAATTATTGCTAGTATATTGAAAAAATAAATCTGTCAATGTACACTGCTTCC
TCAAGTAATTAAAAGCA




