IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.19046s0033

Gene Model: Bostr.19046s0033.1.p
Description: BosEXPA-14
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Bstricta_v1 2
KEGG:-
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Query seq.
Superfanilies PLNO00OS0

B Name Accession Description Interval E-value
[+] PLN00050 super family 535 expansin A. Provisional 41-264 1.61e-87
SEQUENCES

Peptide

>BosEXPA-14

MMQRFLLPLLFLALSPPAISHYSSSTSSPSSSSVSSDASEWRPARATYYAASDPRDAVG
GACGYGDLVKSGYGMATVGLSETLFERGQICGACFELRCVDDLRWCIPGTSIIVTAT
NFCAPNYGFDPEGGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRINCRREGSM
RFTVDGGGIFISVLITNVAGSGDIAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQ
ALSFEVTSSDRSTVTAYNVSPKNWNY GQTFEGKQFETP*

CDS (coding sequence)
>BosEXPA-14

ATGATGCAACGGTTTCTTCTACCTTTACTCTTCCTTGCACTATCTCCGCCGGCGAT
TTCTCATTACTCTTCCTCAACCTCTTCACCTTCTTCTTCCTCCGTCTCTTCAGACGC
CTCAGAATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCGGATCCTAGAGAC
GCGGTGGGCGGTGCGTGTGGATATGGAGATCTCGTCAAATCTGGATACGGTATGG
CTACTGTTGGTCTGAGCGAGACTCTCTTTGAGCGTGGTCAGATCTGTGGTGCTTGT
TTCGAGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCAATCAT
TGTCACCGCTACGAATTTTTGTGCTCCTAATTACGGATTTGATCCCGAAGGTGGTG
GTCACTGTAATCCACCGAACAAACATTTCGTTCTTCCGATCGAAGCGTTTGAGAA
GATCGCTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGGAGGATCAACTGT
AGAAGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGAGGCATTTTTATCTCGG
TTCTGATCACCAATGTTGCAGGCTCTGGTGATATAGCTGCTGTGAAGATCAAAGG
GTCGAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGGACAAAATTGGCATATC
AATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAACTTCTAGTGACAGGT
CAACCGTGACAGCTTACAATGTCTCCCCTAAAAACTGGAATTACGGACAGACCTT
CGAAGGGAAACAATTCGAGACTCCGTGA

Nucleotide
>BosEXPA-14

AAATCATAAAATCTCTCTCAAACAATCAAACACTTCGCATTTTCTCTCTCGAACTC
TCGCCGGAGAGATGATGCAACGGTTTCTTCTACCTTTACTCTTCCTTGCACTATCT
CCGCCGGCGATTTCTCATTACTCTTCCTCAACCTCTTCACCTTCTTCTTCCTCCGTC
TCTTCAGACGCCTCAGAATGGCGTCCAGCTCGAGCCACCTACTACGCCGCTTCGG
ATCCTAGAGACGCGGTGGGCGGTGCGTGTGGATATGGAGATCTCGTCAAATCTGG



ATACGGTATGGCTACTGTTGGTCTGAGCGAGACTCTCTTTGAGCGTGGTCAGATC
TGTGGTGCTTGTTTCGAGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGG
AACTTCAATCATTGTCACCGCTACGAATTTTTGTGCTCCTAATTACGGATTTGATC
CCGAAGGTGGTGGTCACTGTAATCCACCGAACAAACATTTCGTTCTTCCGATCGA
AGCGTTTGAGAAGATCGCTATTTGGAAAGCTGGGAACATGCCGGTGCAGTATCGG
AGGTGCGTTTTCTCTCCCCGAACATTTTGTTGTTTTGCCGATTTGTTCACGTTTTGT
GAGAAATGCGTTTGCGGTGGTGGGAACGCGGTTCTGCTTTTTTTGCCCCTCTTTCG
ATTTAAATATTATTATAAAAAAATTGAGGCGATGATTCTTTTTTGCTTTTGTGTTTT
CCGGCATCTTCGATATCCGTGTGCTTTTTATATGAGCTGGGTTTACCCTAAATGAT
GTCTCGAATTAGCAAATTTACTTTATTGCCCCTGATCGTGTTCTATTTGAGTAGTT
AGTGTTTACAGTATTCAGAGAAATAGAATTTGGATAGGTTTCAATTGATGGCAAT
ATTGTAGTAAATCTGAATGGTTTTGGCTCTCATTTCAAATGCTAGGAAGGTTAGTC
TGTATTATACAGGAGTGTCTATAAATTGTTTATTTAGACATTTTCATCTTAGCAAT
GAGATGAAGAAGAGAGGAAACCAAATGATAGGACTGAAATTGATCGTTTTGGTA
AAGTTCTAGGCACGAGGCGATAATCAACTCTTTAGGTTCATGATAGTATGGTTCA
TTGGATACTTATTGGTTTGTGAAGTGTTTTGGAGCTGAACCTGTAAATAGTTGCAT
ATTACTTAAGTTATGGCTTACAAAACATGTAACCATTGTTGTTGGTTTTACCAAAA
CAGGATCAACTGTAGAAGGGAAGGGAGCATGCGGTTTACAGTCGATGGTGGAGG
CATTTTTATCTCGGTTCTGATCACCAATGTTGCAGGCTCTGGTGATATAGCTGCTG
TGAAGATCAAAGGGTCGAGAACCGGGTGGTTACCTATGGGTCGTAATTGGGGAC
AAAATTGGCATATCAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAAC
TTCTAGTGACAGGTCAACCGTGACAGCTTACAATGTCTCCCCTAAAAACTGGAAT
TACGGACAGACCTTCGAAGGGAAACAATTCGAGACTCCGTGAGACAGACCCGGG
TTTATCGAGATATCTCGTGATTCTTTTTGCCCGGTCGGAATTTTTTTGATCAATCTT
GGTCTAAGGTTATCTTTAGGTTTGAAAAGGAAGTAACTTGGGTCAGACTTTTGCA
TTTCATAGTCTCTCTCCCACGCATAGGTACAAAAATCACCAATGTACTAAGAGCA
TTGATCACACAACCATCACTATTGTATCTATTTGTTTACATTACGAAGGAGCGAA
AGCATCCTTTCAAATGCTTAAAGCTAATAATCAGCATTGAGTCTTATGGTTTTCGA
TCAAAACCAC






