IDENTIFICATION

Species: Chenopodium quinoa
Locus: AUR62043276

Gene Model: AUR62043276
Description: CQEXPA-02
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cquinoa_v1 0
KEGG: https://www.genome.jp/entry/T05764

EXTERNAL RESOURCES
https://www.cbrc.kaust.edu.sa/chenopodiumdb/
http://quinoa.kazusa.or.jp/index.html
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List of domain hits ol

+ Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 34-257 2.07e-81

SEQUENCES
Peptide
>CqEXPA-02

MKSSLLGNILAVLFLVVFVSNVHAKRPNFRPGPWRIGRATFYGGPDGSGTYEGACGY
GDISTKEGKGGFGVQTAAISTALFNNGAACGSCYELSCEEPAKGCKAGASTITITGNN
WCPDGGWCSPPQEHFDLTQPAFLQIAEYKAGVVPIKYRRVPCIRTGGIRFSISPHSNPY
YLLVLIWNVAGAGDVESVMIKGDKGKPFKPMKRNWGQNWESDDNYVGQSITFRVR
TSDGKKSTSWHVVPNTWQFGQTYEGKNFR*

CDS (coding sequence)
>CqEXPA-02

ATGAAGTCATCTCTTCTAGGCAACATTTTGGCCGTGTTATTTCTTGTGGTGTTTGT
CTCTAATGTTCATGCCAAGAGGCCAAACTTCCGGCCTGGTCCGTGGAGAATCGGT
AGGGCTACCTTTTACGGTGGCCCAGATGGTTCAGGAACTTATGAGGGAGCATGTG
GATATGGGGATATATCAACCAAAGAAGGCAAAGGGGGGTTTGGGGTGCAAACTG
CAGCTATAAGCACAGCATTGTTCAACAATGGAGCAGCTTGTGGCTCTTGTTATGA
GCTCAGTTGTGAAGAGCCTGCAAAGGGCTGCAAAGCTGGTGCGTCCACCATCACC
ATTACCGGCAACAACTGGTGCCCTGATGGAGGGTGGTGCAGCCCTCCCCAGGAGC
ATTTTGATCTCACTCAACCAGCCTTTCTTCAAATTGCTGAGTACAAGGCTGGCGTT
GTCCCAATTAAATATCGCAGGGTTCCATGCATAAGAACAGGAGGAATCCGTTTCA
GCATATCTCCGCATTCGAACCCCTACTACCTGCTCGTGTTGATATGGAATGTCGCA
GGTGCAGGAGATGTAGAAAGCGTAATGATAAAGGGAGATAAGGGTAAGCCATTT
AAACCAATGAAGCGCAACTGGGGCCAAAACTGGGAGAGCGATGACAATTATGTA
GGGCAATCAATTACCTTCAGAGTCAGAACCAGCGATGGCAAGAAGTCTACTTCAT
GGCATGTTGTCCCAAACACTTGGCAGTTTGGTCAGACATACGAAGGCAAGAACTT
CAGATAA

Nucleotide
>CgEXPA-02

ATGAAGTCATCTCTTCTAGGCAACATTTTGGCCGTGTTATTTCTTGTGGTGTTTGT
CTCTAATGTTCATGCCAAGAGGCCAAACTTCCGGCCTGGTCCGTGGAGAATCGGT
AGGGCTACCTTTTACGGTGGCCCAGATGGTTCAGGAACTTATGGTAATTACTCCTT
CATATTATTACTCCATCCATCTCTAAAAGTTTTTCTATTTGGACAATAATTGTTTCA
CAATAAACCAAAGCATAAAGAACTTATAGAAACCGGAGTATTATTTAGTCATGTC




GCTATTATTGTTATTATTAATAAATTACATAGCTAGATTCCATTGAGTACATATGC
ATATATGTGTTCATAGATTACGCATGCATGGTGAATTTAAATAGCAATGTGAGAA
ATGATGAACCTTTTCCTAAGAAAATTTATGTGCCGCTTGACACTCCTTTCTCTTTG
AAATGGTAAATGAGAGTTGAGCACAATTTAGTATGAAATTATTTTTAATATTTCA
AAATAAAAGATTATAGAGCTTTATATACTCTATATACTACCTCCGATACATATTAT
TTGCAACGATTTGACATAAAGTAGAGAGGAAAAATGTCTAATCGTTGCAAATAAT
ATGTAACGGAGGTAGTATTAAAGCTACGATTCTTAATAATCAGAGGTGGTTTTAA
GCATGTGCAGGACAGTTGATCACACAAGGCCCTAAAGCGAAATTACTTACAAAA
AAAAAAAAAAGGGTTCCATTTTTTGAAATTTACTTATATACAAAATAAAGAGAAA
ACTTGTTAAAATCTGTAATCTATTCTTCAATTTTGTCCTAAAATTTATATTTTAATT
TAGTATTACCTTGAATTTTTATTAGTCGCAACTTTTGGGTATTATTTGTGAGATAT
AAAATATTCCAAAGTAGAAACTAATAAAAATCGAAGGTAGTATAATATTTTTCCT
TACACAAAAGATTTTAAGGCCTAATTTAACAAAATTGCACAGGGTCATTTTTCAG
TGTTAGCATTTGTAGCCCTGCTTGTAATTATATAGTTGAGCATCTTACCACCAAGC
AATGTTACCTTTTGATACAAAATATTAACATCTATAACAAATTTATTTACAAGAA
AAAATGTAATAACCCAGGCCATCACCCAAGCCCAAATACTAGGTTTTTTTCAAAA
GAAACATAACTCACAAATGAGTTGACATTATTTGTCTCACCTTAAATAAATAAGA
AAAAAAAAATATCACACTACTACTCCCATTATAAATTGGTTTTAGGAACAATCAT
ATTGGACTTGTATGTGGTCAAACTCTCCTCCAATACGAATTTATAATTTATATACG
GCCCAACAAGATCTATCAGTTTTACTTAAAAGTTCAATTCCATGGGTGAACGCAT
TTGCATAGAGTACATGAAAGTGCACAAAGTTGATTAATGTTGATTTGAATGTAAA
CAGAGGGAGCATGTGGATATGGGGATATATCAACCAAAGAAGGCAAAGGGGGGT
TTGGGGTGCAAACTGCAGCTATAAGCACAGCATTGTTCAACAATGGAGCAGCTTG
TGGCTCTTGTTATGAGCTCAGTTGTGAAGAGCCTGCAAAGGGCTGCAAAGCTGGT
GCGTCCACCATCACCATTACCGGCAACAACTGGTGCCCTGATGGAGGGTGGTGCA
GCCCTCCCCAGGAGCATTTTGATCTCACTCAACCAGCCTTTCTTCAAATTGCTGAG
TACAAGGCTGGCGTTGTCCCAATTAAATATCGCAGGTTTGTAACTCATGAAGTAC
TCTATTTGTTTGGATTATTTGTCACACTATCCTAAATCCTAAGAATCTTACTCCTCA
TAATGCTGCATATTCTCTTAAGTCGCTATTCATGAAGCAATGAGCTAAGGAGTTA
TTTACAGAACTTCAGAGAAATCAATCTTCTTGAGAACTTTCAAACACTGGCTTTAT
TTTCATAAAATATAAATTATTTTCTACTGTATTTAGCTTGTAAAGCTGCAAAGTTG
ATACATTACTTACCACAATTTTCTTTCTTTCTTTTTTTTTTCCTTCCATATTGCAAA
ACTAATAAAAACAGAGAATCAGAGTAACTGAATCGAATGTTTATGCATGACATG
CAGGGTTCCATGCATAAGAACAGGAGGAATCCGTTTCAGCATATCTCCGCATTCG
AACCCCTACTACCTGCTCGTGTTGATATGGAATGTCGCAGGTGCAGGAGATGTAG
AAAGCGTAATGATAAAGGGAGATAAGGGTAAGCCATTTAAACCAATGAAGCGCA
ACTGGGGCCAAAACTGGGAGAGCGATGACAATTATGTAGGGCAATCAATTACCT
TCAGAGTCAGAACCAGCGATGGCAAGAAGTCTACTTCATGGCATGTTGTCCCAAA
CACTTGGCAGTTTGGTCAGACATACGAAGGCAAGAACTTCAGATAA




