IDENTIFICATION

Species: Chenopodium quinoa
Locus: AUR62007385

Gene Model: AUR62007385
Description: CQEXPA-25
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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DOMAIN ARCHITECTURE
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Superfanilies Mucin-like superfamily PLNO0OS0

Name Accession Description Interval  E-value
[+] PLN00050 super family cl31535 expansin A; Provisional 100-327 317e-84
[+ Mucin-like pfam16058 Mucin-like; This domain is found repeated at the C-terminus (C-tail) of bile salt-activated 32-96 5.94e-03
Peptide

>CQEXPA-25

MTTRLAVVDGSYGRSYDRHGRSYDHNKHRWYTPSTSYTPSTSDTPSTSYTTWANDM
PSASDTPSTSYTPWTSDAPSASYTPWTDTPSTSDIPSTSDVMPSTSFSSSSTWQSAHATF
YGDETASETMGGACGYGNLHDSGYGFETAALSTVMFNNGKACGACYEIKCVESKW
CFANAPSIKITATNLCPPNWYQASDAGGWCNPPRSHFDLSKPMFMKIAEWTAGIVPV
NYRKVSCGRQGGIRFQFQGNPYWLLVVVLNVGGDGDVSEMWVKGTLTDWISMSRN
WGASFQAFSKLGGQPLSFKLQONAAGETVYAYNVCPTYWSTGQTYEANTNFIN*

CDS (coding sequence)
>CqEXPA-25

ATGACTACAAGATTAGCCGTCGTAGATGGATCCTATGGACGGTCCTATGACCGCC
ATGGCCGGTCCTATGACCACAATAAACATAGATGGTACACGCCATCGACCTCCTA
CACGCCGTCAACCTCCGACACGCCATCAACCTCCTACACGACGTGGGCTAATGAC
ATGCCATCGGCCTCCGACACTCCATCGACCTCCTACACGCCATGGACCTCAGACG
CACCGTCAGCCTCCTACACACCGTGGACGGACACACCTTCGACATCTGATATTCC
CTCAACCTCTGACGTCATGCCATCAACTTCCTTCTCGTCATCGTCAACGTGGCAAT
CAGCCCATGCTACGTTTTATGGGGATGAAACTGCTTCCGAGACCATGGGAGGGGC
GTGTGGATACGGAAACTTGCATGATAGCGGGTACGGATTTGAAACAGCAGCGCTT
AGCACGGTGATGTTCAACAATGGGAAAGCTTGTGGGGCTTGTTACGAAATCAAAT
GTGTCGAGTCAAAATGGTGCTTCGCCAACGCACCTTCCATTAAGATCACGGCAAC
CAACCTCTGCCCTCCTAACTGGTACCAGGCCAGCGATGCCGGTGGGTGGTGCAAC
CCACCTCGCTCCCATTTCGACTTGTCTAAGCCCATGTTCATGAAGATTGCCGAATG
GACTGCCGGCATTGTCCCCGTCAACTATAGAAAGGTGTCTTGTGGAAGGCAAGGA
GGGATTAGATTTCAATTCCAAGGGAACCCGTATTGGTTGCTAGTGGTTGTGTTGA
ACGTGGGAGGAGATGGAGATGTATCCGAAATGTGGGTAAAAGGTACTCTAACAG
ATTGGATTAGCATGAGCCGGAATTGGGGAGCTTCTTTCCAAGCATTCTCCAAATT
AGGAGGCCAACCTCTCTCTTTCAAACTCCAAAATGCAGCCGGAGAAACTGTTTAT
GCTTATAATGTTTGCCCTACTTACTGGTCTACAGGGCAAACTTACGAAGCCAATA
CCAATTTTATAAACTAA



Nucleotide
>CgEXPA-25

ATGACTACAAGATTAGCCGTCGTAGATGGATCCTATGGACGGTCCTATGACCGCC
ATGGCCGGTCCTATGACCACAATAAACATAGATGGTACACGCCATCGACCTCCTA
CACGCCGTCAACCTCCGACACGCCATCAACCTCCTACACGACGTGGGCTAATGAC
ATGCCATCGGCCTCCGACACTCCATCGACCTCCTACACGCCATGGACCTCAGACG
CACCGTCAGCCTCCTACACACCGTGGACGGACACACCTTCGACATCTGATATTCC
CTCAACCTCTGACGTCATGCCATCAACTTCCTTCTCGTCATCGTCAACGTGGCAAT
CAGCCCATGCTACGTTTTATGGGGATGAAACTGCTTCCGAGACCATGGGTTAGTT
TTACTTCGATGTATTATACGTAGTATATGCTTTCATATTATATCTTTGTATAACTAT
TAGGAAGATTTTTCAATGACTACGTATACAAAACTTGTAGTCATTGTAATTTGATC
ATAGCAACAAGGCATGTATGTATGAAACTTGACCAAAACACTTGAGTAAAAATA
ATTATATACATCTGAGTGCATGGTACACTTAACGGTAATTTTTGCTCATTTGATGA
TTAAAGGAGCAATAATCATCAAAATGACCAAATAATACCCTTGAATGTACCGTGC
ACCCGGGTATATATAACAATCTCTCAATATATTGTTGTAATAAATTACGTATCAAT
CTTCATATACGTAGTAGTATATTTTTGGAGGATAAAAAAAATAACTAAATTTGGT
GATGAACAGGAGGGGCGTGTGGATACGGAAACTTGCATGATAGCGGGTACGGAT
TTGAAACAGCAGCGCTTAGCACGGTGATGTTCAACAATGGGAAAGCTTGTGGGG
CTTGTTACGAAATCAAATGTGTCGAGTCAAAATGGTGCTTCGCCAACGCACCTTC
CATTAAGATCACGGCAACCAACCTCTGCCCTCCTAACTGGTACCAGGCCAGCGAT
GCCGGTGGGTGGTGCAACCCACCTCGCTCCCATTTCGACTTGTCTAAGCCCATGTT
CATGAAGATTGCCGAATGGACTGCCGGCATTGTCCCCGTCAACTATAGAAAGTAC
GTATCCAATCCTCTATTCTACATACGAAACTTCTCTAATGGACTTTTTTGTATTAA
TTAACTTACTTAAATGTATACTTGTGTTGTACATTAATGTACGTAACAAACACATA
GATATAGTATATATGTCAATTTTAGATATGTAATTGTCGTCTATTTAAAACATGAT
CTTTGTTAATGGACCAACTCAACCAAAAACTTAAACTGATAGTTAAAGCCTAAGA
ATATGCTTTATACTCTATCAATCTTTTACTAATGCGTGTGTTTGACATTATCGCAG
GGTGTCTTGTGGAAGGCAAGGAGGGATTAGATTTCAATTCCAAGGGAACCCGTAT
TGGTTGCTAGTGGTTGTGTTGAACGTGGGAGGAGATGGAGATGTATCCGAAATGT
GGGTAAAAGGTACTCTAACAGATTGGATTAGCATGAGCCGGAATTGGGGAGCTT
CTTTCCAAGCATTCTCCAAATTAGGAGGCCAACCTCTCTCTTTCAAACTCCAAAAT
GCAGCCGGAGAAACTGTTTATGCTTATAATGTTTGCCCTACTTACTGGTCTACAGG
GCAAACTTACGAAGCCAATACCAATTTTATAAACTAA



