IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.24950s0001

Gene Model: Bostr.24950s0001.1.p
Description: BosEXLA-02
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstricta_v1 2
KEGG:-
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DOMAIN ARCHITECTURE

Query seq.
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List of domain hits .

+ Name Accession Description Interval  E-value
[+] PLN03023 super family 3362 Expansin-like B1; Provisional 60-248 1.44e-60
SEQUENCES

Peptide

>BosEXLA-02

MGSFLYLIVVIFLCSSSVNACDRCLHRSKAAYFSSASALSSGACAYGSMATSFFAGHI
AAATPSIYKDGAGCGACFQVRCKNPKLCSHKGTIVMITDLNKSNKTDLVLSSRAFRA
MAKPVSGADRDLLKQGIVDIEYQRVPCDYGNKNMNVRVEEASKKPNYLEIKLLYQG
GQTEVVAIDIAQVGSSRWGYMSRSHGAVWATDKVPTGALQFRFVVTGGYDGKMV
WSQSVLPAKWEAGKTYDAGVQITDIAQERCDPCDAHIWK*

CDS (coding sequence)
>BosEXLA-02

ATGGGAAGCTTTCTCTACCTCATCGTAGTCATTTTCCTCTGTTCATCATCTGTTAAC
GCATGTGATCGATGTCTTCACCGTTCTAAAGCAGCTTATTTCTCCTCTGCTTCAGC
TCTCTCTTCTGGAGCTTGTGCTTATGGCTCTATGGCTACGAGTTTCTTCGCCGGAC
ACATTGCGGCGGCTACACCTTCAATCTACAAAGACGGTGCTGGCTGTGGAGCTTG
CTTCCAAGTCAGATGCAAGAACCCCAAGTTGTGTAGCCATAAAGGAACCATTGTG
ATGATCACAGACTTAAACAAGAGCAACAAAACTGATCTTGTCCTTAGTAGCAGAG
CTTTTAGGGCTATGGCTAAGCCTGTTTCTGGTGCTGACAGAGATCTTCTTAAACAA
GGCATTGTCGACATTGAATACCAAAGAGTTCCTTGCGATTACGGAAACAAGAATA
TGAACGTGAGAGTGGAAGAAGCAAGCAAAAAGCCAAACTACTTGGAGATAAAGC
TATTGTACCAAGGAGGTCAAACCGAAGTAGTAGCCATCGACATTGCACAAGTGG
GTTCGTCGCGTTGGGGTTACATGAGCAGAAGCCACGGAGCCGTGTGGGCGACTG
ACAAAGTGCCCACTGGAGCTCTGCAGTTCAGGTTCGTAGTGACGGGCGGCTACGA
CGGCAAAATGGTTTGGTCGCAGAGTGTTCTTCCAGCCAAGTGGGAAGCTGGGAA
GACTTATGACGCCGGCGTTCAGATCACCGATATTGCTCAAGAACGTTGTGATCCA
TGCGACGCTCACATCTGGAAATAA

Nucleotide
>BosEXLA-02

TAATTCACATATTTCTTCTCTCTAATTTGATTATATAACATACTATTTGTTTTCTCA
AAAACAAAAAAGAAAACCAAAAAATGGGAAGCTTTCTCTACCTCATCGTAGTCA
TTTTCCTCTGTTCATCATCTGTTAACGCATGTGATCGATGTCTTCACCGTTCTAAA
GCAGCTTATTTCTCCTCTGCTTCAGCTCTCTCTTGTAAAGATTCAATCTTCTCTCAT
TACTCAATTTACTTTACTATCTGTTTGTTTCTTTTCTCATGTTTTTTTGTTTGGGTTT




TTTTTTTGCAGCTGGAGCTTGTGCTTATGGCTCTATGGCTACGAGTTTCTTCGCCG
GACACATTGCGGCGGCTACACCTTCAATCTACAAAGACGGTGCTGGCTGTGGAGC
TTGCTTCCAAGTCAGATGCAAGAACCCCAAGTTGTGTAGCCATAAAGGAACCATT
GTGATGATCACAGACTTAAACAAGAGCAACAAAACTGATCTTGTCCTTAGTAGCA
GAGCTTTTAGGGCTATGGCTAAGCCTGTTTCTGGTGCTGACAGAGATCTTCTTAAA
CAAGGCATTGTCGACATTGAATACCAAAGGTTCGACTCTCAAAACACCTAACTCT
TTGGTTTTCTTCTCTTAATCACTTGATTTTACTTTTTAGTTAGTAATAAGAAATAAT
TGGTAAATGAAAACAAGAGTTCCTTGCGATTACGGAAACAAGAATATGAACGTG
AGAGTGGAAGAAGCAAGCAAAAAGCCAAACTACTTGGAGATAAAGCTATTGTAC
CAAGGAGGTCAAACCGAAGTAGTAGCCATCGACATTGCACAAGTGGGTTCGTCG
CGTTGGGGTTACATGAGCAGAAGCCACGGAGCCGTGTGGGCGACTGACAAAGTG
CCCACTGGAGCTCTGCAGTTCAGGTTCGTAGTGACGGGCGGCTACGACGGCAAAA
TGGTTTGGTCGCAGAGTGTTCTTCCAGCCAAGTGGGAAGCTGGGAAGACTTATGA
CGCCGGCGTTCAGATCACCGATATTGCTCAAGAACGTTGTGATCCATGCGACGCT
CACATCTGGAAATAACTCATTCCAATTCCCCTTATTTAAGCAAACAACACAGCCA
TTAAGGTTTATATATGTATGTGTAACAGAGTTGTTTATTAACTGAGTTAAAAGAA
C






