IDENTIFICATION

Species: Citrus clementina
Locus: Ciclev10012518

Gene Model: Ciclev10012518m
Description: CclEXPA-13
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Cclementina_vl 0
KEGG: https://www.genome.jp/entry/T02982

EXTERNAL RESOURCES
https://www.citrusgenomedb.org/organism/Citrus/clementina



https://phytozome-next.jgi.doe.gov/info/Cclementina_v1_0
https://www.genome.jp/entry/T02982
https://www.citrusgenomedb.org/organism/Citrus/clementina
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Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 30-257 2.69e-120
SEQUENCES

Peptide

>CclEXPA-13

MALFRMLCFFSLALSLFATANAKIPGVFAGGPWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGACFELKCGGDPQWCNPGNPAILITATNFCP
PNFAQPSDNGGWCNPPRPHFDLAMPMFLKLAQYRAGIVPVSYRRVPCRKRGGIRFTI

NGFRYFNLVLVTNVAGAGDIVRVSVKGANTQWLSMSRNWGQNWQSNAQLVGQAL
SFRVTGSDRRTSTSWNVAPANWQFGQTFSGKNFRV*

CDS (coding sequence)
>CclEXPA-13

ATGGCTCTTTTCAGAATGCTCTGCTTTTTCTCACTGGCACTCTCCTTATTTGCGACG
GCCAACGCCAAGATTCCCGGTGTCTTCGCCGGTGGCCCCTGGCAATCGGCCCACG
CCACTTTTTACGGTGGCAGCGACGCTTCCGGCACTATGGGTGGTGCTTGTGGGTA
CGGGAATCTGTACAGCCAGGGCTATGGAGTGAACACGGCGGCTCTCAGTACGGC
GCTGTTCAACAACGGCTTGAGCTGCGGCGCGTGCTTCGAGTTAAAGTGCGGCGGC
GACCCGCAATGGTGTAACCCGGGTAACCCGGCCATTCTGATCACGGCGACAAACT
TTTGCCCCCCGAACTTCGCTCAGCCCTCCGATAATGGCGGGTGGTGCAACCCTCCT
CGCCCTCATTTCGATCTGGCCATGCCTATGTTCCTCAAGCTCGCCCAGTACCGCGC
TGGTATCGTCCCCGTTTCTTACCGCAGGGTGCCCTGCAGAAAGCGAGGCGGAATC
AGATTCACAATTAACGGTTTCCGTTACTTCAACTTGGTCTTGGTCACCAACGTCGC
GGGCGCAGGGGATATCGTGCGCGTGAGCGTGAAAGGGGCCAACACCCAATGGCT
GAGCATGAGCCGCAACTGGGGACAAAACTGGCAATCCAACGCTCAGCTCGTGGG
CCAGGCACTTTCGTTTAGAGTCACGGGCAGTGACAGAAGGACCTCAACCTCTTGG
AACGTGGCGCCAGCGAATTGGCAGTTCGGTCAAACCTTTTCGGGAAAGAATTTCC
GCGTCTAG

Nucleotide
>CclEXPA-13

CTCTTTACCCTAACGTACCCCTTTAAGTACCCCCACTTCCTTCCCGCTTTCTCCATT
CGCCACCTCCTGCGCGCTCACTCACTCACTCACTCAACTCTCTGTCTCCCTCTCTTC
AACTCCAACAATGGCTCTTTTCAGAATGCTCTGCTTTTTCTCACTGGCACTCTCCT



TATTTGCGACGGCCAACGCCAAGATTCCCGGTGTCTTCGCCGGTGGCCCCTGGCA
ATCGGCCCACGCCACTTTTTACGGTGGCAGCGACGCTTCCGGCACTATGGGTATA
CTTTAGTTCTATCTCCTTACATCTCTCCATTTCTCATTTCTTTTTTTTCTTTTTTTTCA
AAGAACTTTTCTAACGGTGATATGTGTATATATTTTTTTGTGCAGGTGGTGCTTGT
GGGTACGGGAATCTGTACAGCCAGGGCTATGGAGTGAACACGGCGGCTCTCAGT
ACGGCGCTGTTCAACAACGGCTTGAGCTGCGGCGCGTGCTTCGAGTTAAAGTGCG
GCGGCGACCCGCAATGGTGTAACCCGGGTAACCCGGCCATTCTGATCACGGCGAC
AAACTTTTGCCCCCCGAACTTCGCTCAGCCCTCCGATAATGGCGGGTGGTGCAAC
CCTCCTCGCCCTCATTTCGATCTGGCCATGCCTATGTTCCTCAAGCTCGCCCAGTA
CCGCGCTGGTATCGTCCCCGTTTCTTACCGCAGGTGAGTGTTGGAGTTACTGTCGA

TTTTACTCAAATGCCCCTGCTAAAGTTTACATTTTTATTTAATATGTGTTTTCTTTT
CTTTGTCTCCAAGTTTTGTTTGAATGTCTTCTTTGGAAGAAATACCGGAAACCCGG
GAAAAAGTCGGGCTGTTTAATGTGTGTTTTTATTTTAATATTTTCCCTTTTCTTTTC

TTCGCAAACAAACAGAACCCGGAAATAAGTTTACTGATCAGTAGTTTATGTCGTT
TATCCCAACATAGCCAACGGCAAACCGTTCAGCCCTTGTGCCTTTTTCACCCTTGT
ACTTTTCGGTGTTGTTTAAATTATAATTATTTTTATAACTAAAATATGCTCGCATG
TATGTAATTGTTTAATTTGTACGAGGACATTGTCGTCAAATAAAATAAGGGTGCT
TTAGTAATTTTACGTTTCTCAAATATTACCGGAAAATCAGGATTGGGTGGTGGTTC
TAAGTCAGAAAATCTGGGGCACAGTTCACGTTCTCCCACGCGTGTGTCTGTTCAC
AATTTTTTTGGGACCTTGTACCTAATTACTGAAATATTTATTTTTTAATTTTTTTAA
CCAGTCAAGGTTTTAGTCTTCAAACGGGGCCTAAAAGTTGCCCTCAAACCGTAGG
GCACTGTTAGGGCAGGTCTTAACTGCGACGTTACCCATTTTTTAAATAATTATTAT
TATTTTGTCTTTGCAGGGTGCCCTGCAGAAAGCGAGGCGGAATCAGATTCACAAT
TAACGGTTTCCGTTACTTCAACTTGGTCTTGGTCACCAACGTCGCGGGCGCAGGG
GATATCGTGCGCGTGAGCGTGAAAGGGGCCAACACCCAATGGCTGAGCATGAGC
CGCAACTGGGGACAAAACTGGCAATCCAACGCTCAGCTCGTGGGCCAGGCACTTT
CGTTTAGAGTCACGGGCAGTGACAGAAGGACCTCAACCTCTTGGAACGTGGCGCC
AGCGAATTGGCAGTTCGGTCAAACCTTTTCGGGAAAGAATTTCCGCGTCTAGTGA

TTTTTAATCTTTTTTCAACATTTTCATGTTTCCCGCCTTCCAAGATTTTTTTCTCCTT
TATTTTCCCGGAAAAAAAATTGAAGCGAAGGAAAAGGGAGTTATGGGGGGTCGT
GTTAGGTTTTTAAAGTAAAAGTGGGTCAAAATCAAAATGATGGTGATAGGTAGTA
GAAAAAAGTGACAAAAGGATGTAGTGTGTGTGGGTGGGGTAACTTCTGTTTATTT
TCAGTTTTTACTGTTCTTGTTTTGTTTGACTTGTTTACCGGGGCTGGTGGTAATAGT
AAAAACCAGTCTCGTGGGTGAAAGTGTAGTGGCTGAAGTGGCTGCAGGAACAAA
CTAAAAAAACATTGTAGCCCGCAGCTGATATGATTTACTATATATGGTATAATTA
ATCTTCAATGTTTCAATTGTCTATTGTTAAGTAATAATGCTAATGTTGTTATAAGT
AATAATGCTAAAGTTGTTATACTTAGAGATAATTAATTTCTTTTGAATATTAACAT
ATTAATTATAATAATTTCACCAAATTTTCTACATGAAAACTTGTAATACTTCAAGC
TCAGGACAAGTCAAATAATTACCAAA




