IDENTIFICATION

Species: Citrus clementina
Locus: Ciclev10032484

Gene Model: Ciclev10032484m
Description: CclEXPA-07
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
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Superfanilies PLNOOOS0

Name Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A: Provisional 31-258  1.24e-120
SEQUENCES

Peptide

>CclEXPA-07

MGVAVGIICIVTFVTFSSLSVDARIPGVYGGEAWQSAHATFYGGNDASGTMGGACG
YGNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANDPQWCHAGSPSIFVTATNFC
PPNFAQPSDNGGWCNPPRPHFDLAMPMFLKMAEYRAGIVPVSYRRVPCRKRGGIRFT
INGFRYFNLVLITNVAGAGDIVKASVKGSRTGWMSLSRNWGQNWQSNSVLVGQSLS
FRVTGSDRRTSTSWNIVPANWQFGQTFTGKNFRV*

CDS (coding sequence)
>CclEXPA-07

ATGGGTGTCGCTGTGGGCATCATTTGTATTGTGACTTTTGTTACATTTTCCTCCCTT
AGTGTTGATGCGAGAATCCCCGGCGTTTACGGTGGCGAGGCATGGCAAAGCGCTC
ATGCTACATTCTATGGAGGCAATGATGCCTCAGGAACAATGGGAGGTGCTTGTGG
GTACGGCAATCTCTACAGTCAAGGATACGGCGTTAACACGGCAGCGCTAAGCAC
AGCACTGTTCAACAACGGGTTGAGCTGCGGTGCGTGTTTTGAGATTAAGTGTGCG
AATGACCCTCAATGGTGCCACGCTGGGAGCCCTTCAATCTTCGTCACTGCCACCA
ACTTTTGCCCTCCGAATTTCGCTCAACCCAGCGACAATGGGGGGTGGTGCAACCC
TCCTCGCCCTCACTTCGATCTCGCCATGCCCATGTTCCTCAAGATGGCCGAATACC
GCGCCGGAATTGTCCCTGTCTCTTACCGCAGGGTCCCTTGCAGGAAGAGAGGCGG
CATCAGGTTCACCATCAACGGTTTCCGTTACTTCAACTTGGTCTTGATCACCAACG
TTGCTGGTGCTGGGGATATTGTCAAGGCTAGCGTCAAAGGTTCCAGGACTGGGTG
GATGAGCTTGAGCAGGAACTGGGGACAGAACTGGCAGTCTAATTCTGTTTTGGTT
GGTCAGTCTCTCAGCTTCAGGGTCACTGGCAGTGACCGCCGTACTTCCACTTCTTG
GAACATTGTCCCTGCTAATTGGCAATTTGGTCAAACTTTCACCGGAAAGAATTTC
AGGGTTTAG

Nucleotide
>CclEXPA-07

CTGTCACCCACAACACCAAGTCTTAATTTTGTTTTTCTTGGGGGAGCATCTTATTC
TTAATTAGTTGGGTTGAAATTAAAACCAAATGGGTGTCGCTGTGGGCATCATTTG
TATTGTGACTTTTGTTACATTTTCCTCCCTTAGTGTTGATGCGAGAATCCCCGGCG
TTTACGGTGGCGAGGCATGGCAAAGCGCTCATGCTACATTCTATGGAGGCAATGA




TGCCTCAGGAACAATGGGTACGCGTGCACTTAAATTTCACAGTGATTTATTTGCG
TTTTGCATCAACATACATGATTATTTACCACCAGTCAACTGTTTCTGATTTGTTCG
GTTGTGTGTAATTGTATATTTAACAAACAGGAGGTGCTTGTGGGTACGGCAATCT
CTACAGTCAAGGATACGGCGTTAACACGGCAGCGCTAAGCACAGCACTGTTCAA
CAACGGGTTGAGCTGCGGTGCGTGTTTTGAGATTAAGTGTGCGAATGACCCTCAA
TGGTGCCACGCTGGGAGCCCTTCAATCTTCGTCACTGCCACCAACTTTTGCCCTCC
GAATTTCGCTCAACCCAGCGACAATGGGGGGTGGTGCAACCCTCCTCGCCCTCAC
TTCGATCTCGCCATGCCCATGTTCCTCAAGATGGCCGAATACCGCGCCGGAATTG
TCCCTGTCTCTTACCGCAGGGTCCCTTGCAGGAAGAGAGGCGGCATCAGGTTCAC
CATCAACGGTTTCCGTTACTTCAACTTGGTCTTGATCACCAACGTTGCTGGTGCTG
GGGATATTGTCAAGGCTAGCGTCAAAGGTTCCAGGACTGGGTGGATGAGCTTGA
GCAGGAACTGGGGACAGAACTGGCAGTCTAATTCTGTTTTGGTTGGTCAGTCTCT
CAGCTTCAGGGTCACTGGCAGTGACCGCCGTACTTCCACTTCTTGGAACATTGTCC
CTGCTAATTGGCAATTTGGTCAAACTTTCACCGGAAAGAATTTCAGGGTTTAGTTT

CAAGCACTTTCCCCCACTCCATGTTTTGTTGTTTTTTCGCTTTTTTTGTTTTATCCCG
GAAAGTGAGAAAGAAAATGAGGGAAAGTATACTGTGTAACTCTGTCCCTGTGAG
TGTGAACTTTTTGACTTTGACGGATTTGGTTGGGGACTGGGTTTGGTTTCTGTTTT

GGTTGAAGTGAAATGTAAAAGCTGAAGTGGCTTCAAAGTAATAGAGAGCCCGCA
GCTTCCAAGTTAAATAGATTCGGTTTTATATTATATGTTTACAGTTTACTTCACAT
GATAGTGATAATCATCTACGTACAAGTGTCTTAATTTAATCTCATAAGTTATTCTT
GTTTGAATTTATGACTGGTGATGTGCAAGTGTTTCAAGTGTTTTCTTTCAGAGTTC
TAACCAAATTTGACCACAGGCCATTGCCCACTGACATCTACTCAATTCACTTGCA
CTTACAGGTATTTTAAGAAGATTACAATTGTAATAATTTTCTCATTTTCAAGAAAT
GAGTTCATCACTAGCTACAAAGCCAGAAGGTGTGTGACGGTAACTCATGTTCAGA
GGTGAGGCTGTGAGGGTGGGGCTCGTTGTTCTTCTAATCTGATTATGAGGTTTCTC
TCTTGTTCTGATGAGTCCATGAAGGTTTCAGTTCAAATTACTAGCAAAAAATGCA
AAGAAATCGCATCAAGAATGCCTAGGTTGCTTTATATTGTAACTGGGAATGCTTA
TTCTTTTGTCAACATTACACTTGAGCTTGCAACCCACAAGCACAAGTTCAACCATG
GGATTTCAAATCAGCCAAACTATTCCAACCATTCTTGCTAAGGTCATTGTTTGATG
AGGAATCCTCCAAGATGGTCACTGTTGCCGTTGAGCTCTTCAAGTATGGCAGAAT
CAAAGGGTTAGCTTGGTTTGCTTATTCCAAATCCAACTTCTATTCAGAGCTTCAAC
ACACTGCACACTGGAACCACTTAACCCAAGCACCAAAACGACCACACAATAACT
CTCAACGGGCGTTTGCTTTGCACAAAGCTAAGAACTGATCAAGCCACTGATTCAG
CAATACTAATAGGTACCACCCTCAAGCAATGGCAACTGCATCAACTATCTACTAG
TAGCAGATTGCATTATTCTCTTCAATCAAGGCCGTCTAAACTAAAATCGCAGAAC
ATTTACAGCCCCGCCCAAAAGATAAGTAAATGAAGAAGAAAATGTGAGATGGAA
TCAGTAGATAAAAACAGGATTAAAAAACCTGTCATCTGTGGATCCATCACTACGG
TTGTCTGG




