IDENTIFICATION

Species: Boechera stricta

Locus: Bostr.25542s0010

Gene Model: Bostr.25542s0010.1.p
Description: BosEXPA-18
Family: Alpha Expansin
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+ Name Accession Description Interval  E-value
[+] PLN0O0050 super family 535 expansin A: Provisional 27-253 1.78e-81
SEQUENCES

Peptide

>BosEXPA-18

MDSGLQQLALCIFILCRLFQATAEDDWKIATATLSRDRDGSSSVATGGACGYGDLRQ
SSYGGYSAGLSGKLFNRGSSCGACLEVRCVNHIRWCLQGSPSVVVTATDFCPPNSGL
SSDYGGWCNFPKEHLELSHAAFTGIAETRAEMIPVQYRRVKCGRRGGLRFSLNGSSH
FFQVLISNVGLDGEVVGVKVKGHTTAWIPMARNWGQNWHSSLDLIGQSLSFEVTLK
GGKTIASYDVAPPYWRFGMTYQGKQFHS*

CDS (coding sequence)
>BosEXPA-18

ATGGATTCTGGGCTTCAGCAACTCGCATTGTGCATCTTTATTCTCTGCCGCCTCTT
TCAAGCCACCGCCGAGGATGACTGGAAGATAGCCACAGCCACGCTCTCCAGAGA
CAGGGACGGCTCATCCTCCGTCGCTACTGGAGGCGCTTGTGGGTATGGAGATCTG
AGGCAGAGCAGCTATGGCGGGTACAGCGCAGGCCTGAGCGGGAAGCTGTTCAAC
AGGGGAAGCAGCTGCGGAGCTTGTCTAGAAGTACGGTGCGTGAACCACATCCGG
TGGTGCCTCCAAGGCAGCCCCTCCGTGGTGGTCACCGCCACCGATTTCTGTCCTCC
CAATTCGGGACTGTCCTCCGATTACGGAGGTTGGTGCAACTTCCCAAAGGAACAC
TTGGAACTATCTCATGCCGCCTTCACAGGGATAGCAGAAACCAGAGCCGAGATG
ATACCTGTACAATACAGGAGGGTCAAGTGTGGGCGGAGAGGCGGGTTGAGATTC
AGCTTGAACGGGAGCTCCCACTTCTTCCAGGTGTTGATAAGCAATGTGGGCCTCG
ACGGGGAAGTGGTAGGAGTGAAAGTGAAGGGCCATACAACGGCTTGGATCCCAA
TGGCCAGAAACTGGGGACAGAACTGGCACTCCTCTCTCGATCTCATCGGACAGTC
TCTCTCTTTCGAGGTTACTCTCAAAGGCGGCAAAACCATTGCCTCTTATGATGTGG
CTCCTCCGTATTGGCGCTTTGGAATGACATACCAAGGAAAGCAGTTCCACTCCTG
A

Nucleotide
>BosEXPA-18

CTCACTCTAGATTTTAAGATCAATGAAACTCACACACTCGAGTCTGACCAAAACT
TGGATGTTAGTTTCCCTCTTGTGTGTCTCTTTGTCTTGATTCTTCACGGATTGAAAG
TGGGCCGCCGAATGAGATGGGCCTGGAATACGTATTGTTTGTTCCCATTTTTATGA



TTGGTCTGAAACGGGAACTGTCAAAGTCAAAACATGTCAGAGCAATCTTTTGTCG
CATCCCCACCACACCCAGTCTTGAAAAGCGGAGCCTGATGATGATCAAAAGGAA
CCCCAAAACCCTCTCAAACGCATCACTTTTGTCTGCCACCTTTGAGGATCCCAACA
ACACTGCTTGTTCATGGATTCTGGGCTTCAGCAACTCGCATTGTGCATCTTTATTC
TCTGCCGCCTCTTTCAAGCCACCGCCGAGGATGACTGGAAGATAGCCACAGCCAC
GCTCTCCAGAGACAGGGACGGCTCATCCTCCGTCGCTACTGGTTCTCTTCTCTCTC
TGTCCCCTATTTTTATTTCTTCTTTCCTCATGATTTAACTAGACTAATTGGTGGTGA
TAGGAGGCGCTTGTGGGTATGGAGATCTGAGGCAGAGCAGCTATGGCGGGTACA
GCGCAGGCCTGAGCGGGAAGCTGTTCAACAGGGGAAGCAGCTGCGGAGCTTGTC
TAGAAGTACGGTGCGTGAACCACATCCGGTGGTGCCTCCAAGGCAGCCCCTCCGT
GGTGGTCACCGCCACCGATTTCTGTCCTCCCAATTCGGGACTGTCCTCCGATTACG
GAGGTTGGTGCAACTTCCCAAAGGAACACTTGGAACTATCTCATGCCGCCTTCAC
AGGGATAGCAGAAACCAGAGCCGAGATGATACCTGTACAATACAGGAGGGTCAA
GTGTGGGCGGAGAGGCGGGTTGAGATTCAGCTTGAACGGGAGCTCCCACTTCTTC
CAGGTGTTGATAAGCAATGTGGGCCTCGACGGGGAAGTGGTAGGAGTGAAAGTG
AAGGGCCATACAACGGCTTGGATCCCAATGGCCAGAAACTGGGGACAGAACTGG
CACTCCTCTCTCGATCTCATCGGACAGTCTCTCTCTTTCGAGGTTACTCTCAAAGG
CGGCAAAACCATTGCCTCTTATGATGTGGCTCCTCCGTATTGGCGCTTTGGAATGA
CATACCAAGGAAAGCAGTTCCACTCCTGACTCCTCCTTATCATCATCATCAAGTC
ATAATTCACTTTCGGTGGTCAAAACAAAGTTGTGGCTTTATTATCACTTTGGAGAC
TTTAGATACCATCACTTCAACTCAAGCCTATAAATGACTTGCTACGAGTGGTCCAT
CTTTGCATTCTCTTTTCTTTTTCTCTTTCTTTTTATATTATATATATATCCTTCACGA
TCCACACTTGGACCTCATTTAGCTGTGTTCGTATATAATATGCTCATGAGTTTTGC
ATTTACAATCACGACTGGAAGGAAGAAAATACGCAGTGCAGACAAAATGCAATG
ACCCTCCGAATCTCACCATCCTTTTCTTAGTTTTTATAACAGTATCAATTACTTTCT
ATTAGCACTAGCAATCAACCGCACAAAACCTGTAAATCTCGCATTCTTCCGTCAA
TAGACACGAGAAGAAAAAACGAAAGAAGAAAAGAGTGATTTGGGTCTGCTCGTA
ATCTATCCTTCAGGTGCTCGAATGTCAAACTTCAATGCACTTACAACCATCCTATT
CTATTCACCCATCATTGGACCCATACATGTATGGAACACGGTGCTTAAGACTTGT
GGGACTTGTGAAGAGCTATGCTCACTCCGAACAAGCTCCACCAACAATGGGAAG
AAATTTGGTGCATACCTCTTGAATGAATCTCGTTTCAGTCCCCTCAGCACCTTCAG
CACTGCAACCACTAGTGGGGATCTCGCTGCTGCTTCTTCCTTCGATGTTGCTCCCA
TGGGTAGAATCCAGTTTTTGGGCTGCCTGGTTTCTTCCAACTCTGAACCCTGAAAC
AACGTGCATTTCAGGTACATCTTCAGTAATTGCACACACACTGTAATCAGTTTAG
ACTCTATGTTTAGCTCCAAGGACACTCCTGGGTTGTATGTCAGTAGGTCTTGAAG
AATGTCCAGGTAGTTCTGGTGTGTGTCATTTTCGAAATGAAGCATGGGAGGTTCA
GAGAGCTCCAAGATAGAGCATGCTCTCCTCATTTTCTTCTGCAGGATCAAATCAG
AATTTAGCTGGTGGGCATGTGATGAGATTGATGAAAGTATCTCCAGTATAACAGT
GACGTGAGATGCCAACAATGACTGCTGATTAATACGGTAGAGATCGGTCACTACC
TGAAAAC






