IDENTIFICATION

Species: Capsella grandiflora
Locus: Cagra.0003S0041

Gene Model: Cagra.0003S0041.1.p
Description: CgrEXPA-01
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cgrandiflora_vi_1
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List of domain hits .
Name Accession Description Interval E-value
[+] PLNO0050 super family 1535 expansin A Provisional 31-258 237e-124
SEQUENCES

Peptide

>CgrEXPA-01

MAISSSILLTHPLFLLLSLTHAGIPGVYSGSSWLTAHATFYGGNDASGTMGGACGYGD
LYSQGYGTNTAALSTALFNSGQSCGACFEVKCVNDPKWCHPGSPSVFVTATNFCPPN
LAQPSDNGGWCNPPRAHFDLAMPVFLKIAQYRAGIVPISYRRVACRKSGGIRFTINGH
RYFNLVLITNVAGAGDIVKASVKSSKSGWMGLTRNWGQNWQSNAVLVGQSLSFRV
TSSDRRTSTSWNIVPSNWQFGQTFVGKNFRV*

CDS (coding sequence)
>CgrEXPA-01

ATGGCAATCAGTTCATCGATTCTCTTAACCATAATCCCTCTCTTTCTCCTCTTAAG
CCTCACCCACGCCGGAATCCCTGGCGTTTACTCTGGCAGCTCTTGGCTAACCGCTC
ACGCCACTTTCTACGGCGGCAATGACGCTTCCGGAACCATGGGTGGCGCTTGCGG
ATACGGGGATTTATACAGCCAAGGGTACGGAACAAACACGGCAGCGCTAAGCAC
AGCGTTGTTCAACAGTGGCCAAAGCTGCGGGGCATGCTTTGAAGTTAAATGTGTC
AATGATCCCAAATGGTGTCACCCGGGTAGTCCTTCCGTCTTCGTAACCGCAACCA
ACTTTTGCCCTCCAAACTTAGCCCAACCTAGCGACAATGGCGGCTGGTGCAACCC
GCCACGTGCTCACTTCGACCTTGCAATGCCCGTTTTTCTCAAGATCGCTCAGTATC
GCGCCGGCATTGTCCCCATCTCTTACCGCAGGGTGGCATGTAGGAAGAGTGGAGG
GATAAGGTTCACGATCAACGGCCACCGTTACTTCAACTTAGTGCTGATCACGAAC
GTGGCAGGAGCAGGAGACATCGTGAAGGCGAGCGTGAAAAGTTCAAAGAGTGGT
TGGATGGGTTTGACTAGGAACTGGGGACAGAACTGGCAGTCAAATGCCGTTCTTG
TTGGTCAGTCACTTTCTTTCCGTGTCACATCCAGTGACCGCAGAACCTCTACTTCA
TGGAACATCGTTCCTTCGAACTGGCAGTTTGGACAAACCTTTGTCGGAAAGAATT
TCAGAGTCTAA

Nucleotide
>CgrEXPA-01

CCAAGTTCCTCCCTTAGCCTTCTTTCTAGTTTAACAATCTTCTTATTCTCTCTCCAT
TTCAATCCACAATGGCAATCAGTTCATCGATTCTCTTAACCATAATCCCTCTCTTT
CTCCTCTTAAGCCTCACCCACGCCGGAATCCCTGGCGTTTACTCTGGCAGCTCTTG



GCTAACCGCTCACGCCACTTTCTACGGCGGCAATGACGCTTCCGGAACCATGGGT
TAGTCTCCACTCTCCTTAACACATACATTTCAAAAACCATACTTGATCAAAATCAT
TCATTATACTAGGCTCTTTAAAAAACAGAGTACTCTGTTTTCTCTTTTTAATTCAG
TTTTGTGTTATATAGGTGGCGCTTGCGGATACGGGGATTTATACAGCCAAGGGTA
CGGAACAAACACGGCAGCGCTAAGCACAGCGTTGTTCAACAGTGGCCAAAGCTG
CGGGGCATGCTTTGAAGTTAAATGTGTCAATGATCCCAAATGGTGTCACCCGGGT
AGTCCTTCCGTCTTCGTAACCGCAACCAACTTTTGCCCTCCAAACTTAGCCCAACC
TAGCGACAATGGCGGCTGGTGCAACCCGCCACGTGCTCACTTCGACCTTGCAATG
CCCGTTTTTCTCAAGATCGCTCAGTATCGCGCCGGCATTGTCCCCATCTCTTACCG
CAGGTATACTCACAAATCCTACTATATAGGTTAACTTAGTTTTATACCATCGTTGT
AAAGTACAATTCGAGTAATGGTTAATGTGTTTTTTTTTACAATGAACAAAAAAGC
TAAGCTTGAGTTTTGTTGTATAGGGTGGCATGTAGGAAGAGTGGAGGGATAAGGT
TCACGATCAACGGCCACCGTTACTTCAACTTAGTGCTGATCACGAACGTGGCAGG
AGCAGGAGACATCGTGAAGGCGAGCGTGAAAAGTTCAAAGAGTGGTTGGATGGG
TTTGACTAGGAACTGGGGACAGAACTGGCAGTCAAATGCCGTTCTTGTTGGTCAG
TCACTTTCTTTCCGTGTCACATCCAGTGACCGCAGAACCTCTACTTCATGGAACAT
CGTTCCTTCGAACTGGCAGTTTGGACAAACCTTTGTCGGAAAGAATTTCAGAGTC
TAAAGTGAATCGATGAAATCAAAACATACGAAGTGGTAGAAACAAATTAAGAAA
CCTCACTTTCAAATTTCGAACATATTTGTAATTTGTATTTTCTGTTAATGGTTTTTT
TTATACTGTGATTTGGAATGTAATTGGGAGTTATACGGTGGTGTGGTGTGGTAAT
AGGGGAGTGTGGTTAAACGAGAAGCTGAAGTGGCTGTTGCAAAAATTGTAAACA
GCCCGCAGCTCTTAATTTACATGGTTTGCTTGTAATGTGTGAATTTTCATCATA




