IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.7903s0083

Gene Model: Bostr.7903s0083.1.p
Description: BosEXPB-02
Family: Beta Expansin

3D structure:

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

EXTERNAL RESOURCES
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Legend:
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DOMAIN ARCHITECTURE

Query seq.

Specific hits

Superfanilies PLN000S0
DPBB_RIpA_EXP_N-like superfamily

List of domain hits ol
Name Accession Description Interval  E-value
[+] DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 43-167 5.63e-68
[+ PLN00050 super family 31535 expansin A; Provisional 13-267 5.85e-29

>BosEXPB-02

MQIFPILPTLCVVFLHLLRGCSGSGSSPPLAHSIQHVAASRWLPATATWY GSPEGDGS
SGGACGYGSLVDVKPFKARVGAVSPILFKGGEGCGACYKVRCLDKTICSKRAVTIIVT
DQSPSGPSASAKHTHFDLSGAAFGHMAIPGHNGVIRNRGLLTILYRRTACKYRGKNIA
FHVNAGSTDYWLSLLIEYEDGEGDIGSMHIRQAGSKEWIAMKHIWGANWCIVAGPL
KGPFSVKLTTLSNNKTLSATDVIPSNWVPKATYTSRLNFSPVL*

CDS (coding sequence)
>BosEXPB-02

ATGCAGATCTTTCCGATCATCCTACCGACACTCTGCGTCGTCTTTCTCCACCTTCT
AAGAGGCTGCTCTGGCTCTGGCTCTTCTCCACCGTTGGCTCACTCCATTCAACACG
TGGCAGCCTCTCGTTGGCTTCCCGCCACCGCCACCTGGTACGGAAGTCCTGAGGG
CGACGGCAGCAGCGGAGGAGCTTGTGGTTACGGGTCGCTAGTGGACGTGAAGCC
GTTTAAGGCGAGGGTTGGAGCGGTGAGTCCGATTCTGTTCAAGGGTGGCGAAGG
CTGCGGTGCATGTTACAAGGTCAGGTGTCTCGACAAAACCATTTGCTCTAAGAGA
GCAGTCACCATTATTGTTACCGACCAGTCACCCTCAGGACCATCTGCTTCGGCAA
AACACACTCACTTCGACCTCAGTGGTGCCGCCTTTGGCCATATGGCTATTCCCGGC
CATAACGGCGTCATCCGCAACCGTGGTCTATTAACCATCCTCTACCGCCGAACGG
CATGCAAATACAGAGGGAAGAACATAGCTTTCCATGTGAACGCAGGATCAACTG
ATTATTGGTTATCTCTTCTCATTGAGTATGAAGATGGAGAAGGAGACATTGGCTC
TATGCACATTCGTCAAGCTGGGTCTAAGGAGTGGATAGCAATGAAGCACATATGG
GGAGCAAACTGGTGCATCGTGGCAGGACCACTCAAGGGACCATTCTCCGTCAAG
CTTACCACTTTGTCCAACAACAAGACACTCTCCGCCACCGACGTTATCCCCAGTA
ACTGGGTTCCCAAAGCTACTTACACCTCCCGGCTCAACTTCTCTCCCGTTCTCTAA

Nucleotide
>BosEXPB-02

ACTTAAACCATCTTCTCCCTCCTTCCCTCTTCTATTTAACAAACTAACCAACGATT
CTTCCACACTCTCACTCCTTTTTTTTTGGTAAATTTGATTTCTTTTGTGGGTTATCT
CTCCGGTCAAAATGCAGATCTTTCCGATCATCCTACCGACACTCTGCGTCGTCTTT




CTCCACCTTCTAAGAGGCTGCTCTGGCTCTGGCTCTTCTCCACCGTTGGCTCACTC
CATTCAACACGTGGCAGCCTCTCGTTGGCTTCCCGCCACCGCCACCTGGTACGGA
AGTCCTGAGGGCGACGGCAGCAGCGGTAAAACATCTTCTTTATTGGCTAAAATTG
ATTTGGGTTTTACTGTAACAAACAAACCACAAGTTTAGACATTTACTGCGAAATC
AACAGTAATATAAGGGCTTGATATGAAACCGCAGGAGGAGCTTGTGGTTACGGG
TCGCTAGTGGACGTGAAGCCGTTTAAGGCGAGGGTTGGAGCGGTGAGTCCGATTC
TGTTCAAGGGTGGCGAAGGCTGCGGTGCATGTTACAAGGTCAGGTGTCTCGACAA
AACCATTTGCTCTAAGAGAGCAGTCACCATTATTGTTACCGACCAGTCACCCTCA
GGACCATCTGCTTCGGCAAAACACACTCACTTCGACCTCAGTGGTGCCGCCTTTG
GCCATATGGCTATTCCCGGCCATAACGGCGTCATCCGCAACCGTGGTCTATTAAC
CATCCTCTACCGCCGGTACGTCTTCGCGCTTTAAATAACCAACTTATTATTTTTAT
TTGACTTCCAAATGCTAACGAACAAATGAGTAAATATAAATATATATTTATTTATT
TTGGTTTTCTTACATTGGGAGGAGTAAACAAATAAGAAACTTTAACGGCGTTCTT
GTTTTTTCGATGGTCCCGTAGTTTGACCATTGACTACACAACACACACCTATGAAT
CTCTGACACACACTTACACTTGTTTGTTTTATAAAACAGAACGGCATGCAAATAC
AGAGGGAAGAACATAGCTTTCCATGTGAACGCAGGATCAACTGATTATTGGTTAT
CTCTTCTCATTGAGTATGAAGATGGAGAAGGAGACATTGGCTCTATGCACATTCG
TCAAGTAATATTTCTCGTTATTAATCTCCCCTCATTTCCTAAAAATGTCATATTCCT
CTTTAATTTTACTTAAATTCGTATATTGAATTATGAAGGCTGGGTCTAAGGAGTGG
ATAGCAATGAAGCACATATGGGGAGCAAACTGGTGCATCGTGGCAGGACCACTC
AAGGGACCATTCTCCGTCAAGCTTACCACTTTGTCCAACAACAAGACACTCTCCG
CCACCGACGTTATCCCCAGTAACTGGGTTCCCAAAGCTACTTACACCTCCCGGCT
CAACTTCTCTCCCGTTCTCTAATTGGCCTCTCTTCGTTTTCTTTTTTTTTTTTGTTGT
GGGAGAGATTAACACAAAGAGGACAGTGAGTGAGAGAGAGCAAACAGTAAGTA
ATATCAGAATCCAACTGTAGCCATCTCCAAAGTTAGGGGAAGAAGAGCTTGCAAT
GTGTGACTACTAACTTTCTATCTTTTCCCTTTTCCTTTTTTTACTTGTCCATAGGGA
TGTGTGTATCATCTATAATGTTATTTGTGGGACATTACTATATAAGAATTTACAAA
AAAATGTAATAATGTAG






