IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.1g025025m

Gene Model: orangel.1g025025m
Description: CisEXPA-16
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Csinensis_v1 1
Kegg: https://www.genome.jp/entry/T02983

EXTERNAL RESOURCES

https://www.citrusgenomedb.org/organism/Citrus/sinensis
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Superfanilies PLNOOO0OS0

Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 30-257 3.26e-120
SEQUENCES

Peptide

>CisEXPA-16

MALFRMLCFFSVALSLFATANAKIPGVFAGGPWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGLSCGACFELKCGGDPQWCNPGNPAILITATNFCP
PNFAQPSDNGGWCNPPRPHFDLAMPMFLKLAQYRAGIVPVSYRRVPCRKRGGIRFTI
NGFRYFNLVLVTNVAGAGDIVRVSVKGANTQWLSMSRNWGQNWQSNAQLVGQAL
SFRVTGSDRRTSTSWNVAPANWQFGQTFSGKNFRV*

CDS (coding sequence)
>CisEXPA-16

ATGGCTCTTTTCAGAATGCTCTGCTTTTTCTCAGTGGCACTCTCCTTATTTGCGACG
GCCAACGCCAAGATTCCCGGTGTCTTCGCCGGTGGCCCCTGGCAATCGGCCCACG
CCACTTTTTACGGTGGCAGCGACGCTTCCGGCACTATGGGTGGTGCTTGTGGGTA
CGGGAATCTGTACAGCCAGGGCTATGGAGTGAACACGGCGGCTCTCAGTACGGC
GCTGTTCAACAACGGCTTGAGCTGCGGCGCGTGCTTCGAGTTAAAGTGCGGCGGC
GACCCGCAATGGTGTAACCCGGGTAACCCGGCCATTCTGATCACGGCGACCAACT
TTTGCCCCCCGAACTTCGCTCAGCCCTCCGATAATGGCGGGTGGTGCAACCCTCCT
CGCCCTCATTTCGATCTGGCCATGCCTATGTTCCTCAAGCTCGCCCAGTACCGCGC
TGGTATCGTCCCCGTTTCTTACCGCAGGGTGCCCTGCAGAAAGCGAGGCGGAATC
AGATTCACAATTAACGGTTTCCGTTACTTCAACTTGGTCTTGGTCACCAACGTCGC
GGGCGCAGGGGATATCGTGCGCGTGAGCGTGAAAGGGGCCAACACCCAATGGCT
GAGCATGAGCCGCAACTGGGGACAAAACTGGCAATCCAACGCTCAGCTCGTGGG
CCAGGCACTTTCGTTTAGAGTCACGGGCAGTGACAGAAGGACCTCAACCTCTTGG
AACGTGGCGCCAGCGAATTGGCAGTTCGGTCAAACCTTTTCGGGAAAGAATTTCC
GCGTCTAG

Nucleotide
>CisEXPA-16

CTGCGCGCTCACTCACTCACTCACTCAACTCTCTGTCTCCCTCTCTTCAACTCCAA
CAATGGCTCTTTTCAGAATGCTCTGCTTTTTCTCAGTGGCACTCTCCTTATTTGCGA
CGGCCAACGCCAAGATTCCCGGTGTCTTCGCCGGTGGCCCCTGGCAATCGGCCCA



CGCCACTTTTTACGGTGGCAGCGACGCTTCCGGCACTATGGGTATACTTTAGTTCT
ATCTCCTTACATCTCTCCATTTCTCATTTCTTTTTTTTCTTTTTTTTCAAAGAACTTT
TCTAACGGTGATATGTGTATATATTTTTTTGTGCAGGTGGTGCTTGTGGGTACGGG
AATCTGTACAGCCAGGGCTATGGAGTGAACACGGCGGCTCTCAGTACGGCGCTGT
TCAACAACGGCTTGAGCTGCGGCGCGTGCTTCGAGTTAAAGTGCGGCGGCGACCC
GCAATGGTGTAACCCGGGTAACCCGGCCATTCTGATCACGGCGACCAACTTTTGC
CCCCCGAACTTCGCTCAGCCCTCCGATAATGGCGGGTGGTGCAACCCTCCTCGCC
CTCATTTCGATCTGGCCATGCCTATGTTCCTCAAGCTCGCCCAGTACCGCGCTGGT
ATCGTCCCCGTTTCTTACCGCAGGTGAGTGTTAGAGTTGCTGTCGATTTTACTCAA
ATGCCCCTGCTAAAGTTTACATTTTTATTTAATATGTGGTTTCTTTTCTTTGTCTCC
AAGTTTTGTTTGAATGTCTTCTTTGGAAGAAATACCGGAAACCCGGGAAAAAGTC
GGGCTGTTTAATGTGTGTTTTTATTTTAATATTTTCCCTTTTCTTTTCTTCGCAAAC
AAACAGAACCCGGAAATAAGTTTACTGATCAGTAGTTTATGTCGTTTATCCCAAC
ACAGCCAACGGCAAACCGTTCAGCCCTTGTGCCCTTTTCACCCTTGTACTTTTCGG
TGTTGTTTAAATTATAATTATTTTTATAACTAAAATATGCTCGCATGTATGTAATT
GTTTAATTTCTACGAGGACATTGTCGTCAAATAAAATAAGGGTGCTTTAGTAATTT
TACGTTTCTCAAATATTACCGGAAAATCAGGATTGGGTGGTGGTTCTAAGTCAGA
AAATCTGGGGCACAGTTCACGTTCTCCCACGCGTGTGTCTGTTCACCATTTTTTGG
GACCTTGTACCTAATTACTGAAGTATTTATTTTTTAATTTTTTTAATTTATTTTAAC
CAGTCAAGGTTTTAGTCTTCAAACGGGGCCTAAAAGTTGCCCTCAAACCGTAGGG
CACTGTTATGGCAGGTCTTAACTGCGACGTTACCCATTTTTTAAATAATAATTATT
ATTTTGTCTTTGCAGGGTGCCCTGCAGAAAGCGAGGCGGAATCAGATTCACAATT
AACGGTTTCCGTTACTTCAACTTGGTCTTGGTCACCAACGTCGCGGGCGCAGGGG
ATATCGTGCGCGTGAGCGTGAAAGGGGCCAACACCCAATGGCTGAGCATGAGCC
GCAACTGGGGACAAAACTGGCAATCCAACGCTCAGCTCGTGGGCCAGGCACTTTC
GTTTAGAGTCACGGGCAGTGACAGAAGGACCTCAACCTCTTGGAACGTGGCGCC
AGCGAATTGGCAGTTCGGTCAAACCTTTTCGGGAAAGAATTTCCGCGTCTAGTGA
TATTTAATCTTTTTTCAACATTTTCATGTTTCCCGCCTTCCAAGATTTTTTTCTCCTT
TATTTTCCCGGAAAAAAAATTGAAGCGAAGGAAAAGGGGGTTATGGGGGGTCGT
GTTAGGTTTTTAAAGTAAAAGTGGGTCAAAATCAAAATGATGGTGATAGGTAGTA
GAAAAAAGTGACAAAAGGATGTAGTGTGTGTGGGTGGGGTAACTTCTGTTTATTT
TCAGTTTTTACTGTTTTTGTTTTGTTTGACTTGTTTACCGGGGCTGGTGGTAATAGT
AAAAACCAGTCTCGTGGGTGAAAGTGTAGTGGCTGAAGTGGCTGCAGGAACAAA
CTAAAAAAACATGTAGCCCGCAGCTGATATGATTTACTATATATGGTATAATTAA
TCTTCAATGTTTCAAATGTCTATTGTTAAGTAATAATGCTAATGTTGTTATAAGTA
ATAATGCTAAAGTTGTTATACTTTGAG






