IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.2098S0064

Gene Model: Cagra.2098S0064.1.p
Description: CgrEXPA-17
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_vi_1
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https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_v1_1
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List of domain hits *
Name Accession Description Interval E-value
[+] PLN00050 super family 1535 expansin A, Provisional 40-263 8.97e-36
SEQUENCES

Peptide

>CgrEXPA-17

MQRLLLPLLFLTLLQPAISHYSSSTSSPSSSSVSSDASEWRPARATYYAATNPRDAVGG
ACGYGDLVKSGYGMATVGVSETLFERGQICGACYELRCVDDLRWCIPGTSIILTATN
FCAPNYGFDPEAGGHCNPPNKHFVLPIEAFEKIAIWKAGNMPVQYRRINCRREGSMR
FTVDGGGIFISVLITNVAGSGDIAAVKIKGSRTGWLPMGRNWGQNWHINADLKNQAL
SFEVTSSDRSTVTSYNVSPKNWNYGQTFEGKQFETP*

CDS (coding sequence)
>CgrEXPA-17

ATGCAACGGTTGCTTCTACCTTTACTCTTCCTTACACTATTACAGCCGGCGATTTC
TCATTACTCTTCGTCAACCTCTTCACCTTCATCTTCCTCCGTATCTTCCGACGCCTC
AGAATGGCGGCCAGCTCGAGCCACCTACTACGCGGCGACGAATCCTCGGGACGC
GGTGGGCGGTGCGTGTGGATACGGAGATCTCGTCAAATCTGGATACGGAATGGCT
ACGGTTGGTGTGAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTTGTT
ACGAGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCTATCATT
CTCACCGCTACTAATTTTTGTGCTCCTAATTACGGATTTGATCCAGAAGCTGGTGG
TCACTGTAATCCACCCAACAAACATTTCGTGCTTCCCATCGAAGCGTTTGAGAAG
ATCGCTATTTGGAAAGCTGGCAACATGCCGGTGCAGTATCGGAGGATCAACTGCA
GAAGGGAAGGGAGCATGCGGTTTACAGTTGATGGTGGGGGCATTTTCATCTCGGT
TCTTATCACCAATGTTGCGGGATCCGGTGATATAGCTGCTGTGAAGATCAAAGGG
TCGAGAACCGGGTGGTTACCTATGGGTCGGAATTGGGGACAAAATTGGCATATCA
ATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAACTTCTAGTGACAGGTC
AACCGTGACATCTTACAATGTCTCCCCTAAAAACTGGAATTACGGACAGACCTTC
GAAGGGAAACAATTCGAGACTCCGTG

ANucleotide
>CgrEXPA-17

CAAATCTCTCTCAAAAATCAAACGATTTGTTGTACTTTACTCCTCTCTCGCCGGAG
AGATGCAACGGTTGCTTCTACCTTTACTCTTCCTTACACTATTACAGCCGGCGATT
TCTCATTACTCTTCGTCAACCTCTTCACCTTCATCTTCCTCCGTATCTTCCGACGCC
TCAGAATGGCGGCCAGCTCGAGCCACCTACTACGCGGCGACGAATCCTCGGGAC



GCGGTGGGCGGTGCGTGTGGATACGGAGATCTCGTCAAATCTGGATACGGAATG
GCTACGGTTGGTGTGAGCGAGACTCTGTTTGAGCGTGGTCAGATCTGTGGTGCTT
GTTACGAGCTCAGATGTGTTGATGATCTCCGTTGGTGTATCCCTGGAACTTCTATC
ATTCTCACCGCTACTAATTTTTGTGCTCCTAATTACGGATTTGATCCAGAAGCTGG
TGGTCACTGTAATCCACCCAACAAACATTTCGTGCTTCCCATCGAAGCGTTTGAG
AAGATCGCTATTTGGAAAGCTGGCAACATGCCGGTGCAGTATCGGAGGTGCGTTT
TCTCTCTCTCTCTCATAACATTGTTTTGTTTTTTTTTTTAAATTTCCAATTTGTTTCG
CGTTTTGGGAGAAAATGCGTTTGCGGTGGTGGGAACGCGGTTTTGCTTTTTCTTTG
TTTGGCCCTCCTCTTTCGATTTAAAAATGGAGGCGAAGATGCCTTTTTTTGCTTTT
GTGTTTTCCGTCTTCTTCGATATCCGTGTGCTTTATATGAGCTGGGTTTACCCTAG
GTGATGTCTCGAATCAGCTATTTACTTTTTTGCCCTTGATCGCTCTATTCGAGTAG
TTTAGTGTTTACAGATTATTATACAAGAGAAATTTGTATTGGATAGGTTTGATTGG
ATTGATGACAACATTGTAGATCATCTGAATAGTATTGCCTCTCATTTCAAATGCTA
GGAAGGTTAGTCTGTATAATACAGGGGTGTAGATAAAATGTTTATCTTAGACATT
TTCATCTTACCAATGAGATGAAGAAAAGAGGAAACCAAATGATATGACTGAAAT
TGATCGCTTTGGTAAAGTTTTAGTCATGAGGCGATAATCAACTCTTTAGGTTCATG
ATTGTCTGGATCGTTGGACACTTGTTGGTTTGCCAATCGTTTGGAGTTGAACCTGT
AAAGAGTAGTTGCATATTACTTCAAGTATGTAATTATTCTTGTTGGTTTTACTAAA
ACAGGATCAACTGCAGAAGGGAAGGGAGCATGCGGTTTACAGTTGATGGTGGGG
GCATTTTCATCTCGGTTCTTATCACCAATGTTGCGGGATCCGGTGATATAGCTGCT
GTGAAGATCAAAGGGTCGAGAACCGGGTGGTTACCTATGGGTCGGAATTGGGGA
CAAAATTGGCATATCAATGCTGATCTCAAGAACCAAGCTCTCTCATTTGAGGTAA
CTTCTAGTGACAGGTCAACCGTGACATCTTACAATGTCTCCCCTAAAAACTGGAA
TTACGGACAGACCTTCGAAGGGAAACAATTCGAGACTCCGTGAGACAAACACGG
GTTTATGGAGATATCTCGTGATTCTTTTTTCCTGGTCGGAATTTTTTTGATGGCAA
GTATATCGATCTTGGTCTAAGGTTATCTTCTTAGGGTTGAAAAGGAAGGAACTTG
GGTCAGACTTTTGCATTTCATCGTCTCTCTCTTTTCCCACGCATAGGTACAAATAT
CACCAATGTACTAAGAACAGTGATCACACAAACATCACTACTGTATCTATTTGTT
TACAATACTAAAGGAGCTTAAGCTTCCTTTCAAATGCTTAAAGCTAATGATGAGC
ATTGAGTCTTGCAG




