IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.26833s0631

Gene Model: Bostr.26833s0631.1.p
Description: BosEXPA-22
Family: Alpha Expansin

3D structure:

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

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Bstricta_v1_2

GENE STRUCTURE
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Query seq.
Superfanilies PLN0O0O0O50

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 535 expansin A. Provisional 20-251 2.19e-135
SEQUENCES
Peptide

>BosEXPA-22

MEIVGKVMMSLSLMMMMMWKSVNGY SSGWVNARATFYGGADASGTMGGACGY
GNLYSQGYGTNTAALSTALFNGGQSCGACFQIKCVNDPKWCLRGTITVTGTNFCPPN
FAQANDAGGWCNPPQHHFDLAQPIFLRIAQYKAGVVPVQYRRVACRRKGGIRFTING
HSYFNLVLITNVAGAGDVISVSVKGTKTGWQSMSRNWGQNWQSNANLDGQTLSFK
VTTSDGRTVVSNNATPRNWSFGQTYTGKQFRAQR*

CDS (coding sequence)
>BosEXPA-22

ATGGAGATTGTTGGAAAAGTGATGATGTCATTGAGTCTTATGATGATGATGATGT
GGAAGAGTGTGAATGGTTACAGTAGTGGTTGGGTCAATGCTCGAGCCACATTCTA
TGGAGGTGCTGATGCTTCAGGCACCATGGGCGGCGCGTGTGGGTACGGGAACTTA
TACAGTCAAGGGTACGGCACGAACACGGCGGCTCTAAGCACGGCGCTATTCAAC
GGTGGCCAAAGCTGCGGCGCTTGTTTTCAGATAAAATGCGTAAACGACCCAAAAT
GGTGTCTCAGGGGAACAATTACCGTCACAGGAACAAACTTTTGTCCACCGAACTT
TGCTCAGGCCAACGACGCCGGAGGTTGGTGTAATCCTCCCCAACATCACTTCGAT
TTGGCTCAGCCCATCTTCCTCCGCATCGCTCAATACAAAGCCGGCGTAGTCCCCGT
TCAATACCGGAGAGTGGCTTGCCGGAGAAAAGGAGGAATACGATTCACCATCAA
CGGTCACTCATACTTCAACCTCGTACTCATAACTAACGTCGCCGGCGCCGGAGAT
GTTATCTCCGTCTCCGTTAAAGGAACCAAAACAGGTTGGCAAAGTATGTCAAGAA
ACTGGGGACAGAATTGGCAAAGCAACGCAAATCTTGACGGTCAAACCCTCTCCTT
TAAAGTAACAACCAGTGATGGCCGTACAGTTGTATCTAACAACGCTACTCCACGT
AACTGGAGCTTCGGACAGACTTATACCGGAAAACAGTTCCGGGCTCAGAGGTGA

Nucleotide
>BosEXPA-22

ATTTCCTCTCCTTTAAACTTACTTCCATTTTTTTGTGTGTCCTTTTTGTCTTTCTCCA
AGCCATTGTAAGCTCCAATCTTCCACACTCTCTCTCTTCTTCCTCATCTTCTTCCAT
ACATACACACATATGTCTCTGTTACCATTTAGCTCATCATTATAGTTCTCTTGTGT
AGGAAAAAAAGGCAGAGAAAATGGAGATTGTTGGAAAAGTGATGATGTCATTGA
GTCTTATGATGATGATGATGTGGAAGAGTGTGAATGGTTACAGTAGTGGTTGGGT
CAATGCTCGAGCCACATTCTATGGAGGTGCTGATGCTTCAGGCACCATGGGTAAT




TTTCTTACTCTTCTCTCTTCTCTCATACTTATATATCATTCTTATTTTACTCCAACGT
ACTCTAAACTTAAAATAATTGAGTGGGTGGTGACAATTAATATGCTATCTTACTTT
ATGTAATTTACCAGTAATTTTTTTTTTGTCTAATTACAATATGTTTTCAGATTTTTT
TGCATATACTACGAAAACTATATGAATTTCTATTATAGTTTTTACTAATGCACTAT
ATAAGTTTGTATCTATAATTACTAAGTTGAGTTTATGCCAATATAATATTTATTTT
AAAATTTCTACTAATATATATATATATATATTTGTAAAATCAAAAATAAAGTATT
AAAACAACACTATTTATGAAACATAAGAAGTATATACTATCAACAAATTTCTTTT
AATCAAATTATCAATAGTCATTAAGAAGAAGAAAACGAAATGACATTTTCATAA
ACGCATATAATATTACTAACTTCTTAATATGTCAAAAACTCATTATTGTGTTGGTG
TTTTGATGGGGATCAGGCGGCGCGTGTGGGTACGGGAACTTATACAGTCAAGGGT
ACGGCACGAACACGGCGGCTCTAAGCACGGCGCTATTCAACGGTGGCCAAAGCT
GCGGCGCTTGTTTTCAGATAAAATGCGTAAACGACCCAAAATGGTGTCTCAGGGG
AACAATTACCGTCACAGGAACAAACTTTTGTCCACCGAACTTTGCTCAGGCCAAC
GACGCCGGAGGTTGGTGTAATCCTCCCCAACATCACTTCGATTTGGCTCAGCCCA
TCTTCCTCCGCATCGCTCAATACAAAGCCGGCGTAGTCCCCGTTCAATACCGGAG
GTACGTTTTCCGATCTCGGTTTAGCTCGGTTCATTGAAAAAAAAACCAAGAAATT
TGACAGAGATTTATTAATCTTCTTGTGCTCTATTTCTTATTAAATGGAAACAGAGT
GGCTTGCCGGAGAAAAGGAGGAATACGATTCACCATCAACGGTCACTCATACTTC
AACCTCGTACTCATAACTAACGTCGCCGGCGCCGGAGATGTTATCTCCGTCTCCG
TTAAAGGAACCAAAACAGGTTGGCAAAGTATGTCAAGAAACTGGGGACAGAATT
GGCAAAGCAACGCAAATCTTGACGGTCAAACCCTCTCCTTTAAAGTAACAACCAG
TGATGGCCGTACAGTTGTATCTAACAACGCTACTCCACGTAACTGGAGCTTCGGA
CAGACTTATACCGGAAAACAGTTCCGGGCTCAGAGGTGATGATGACGTGGACTGT
ATGGAAGACAAAAAAAAAAAAAAAGTTTACTTATTACTGATTTTGGAGTTTTCTA
GAGTTTACATAGTTTCGGAATTTATCTGATTAACCCTAATCAAAATAACCAATTTC
TGAATGGCGG






