IDENTIFICATION

Species: Citrus clementina
Locus: Ciclev10029135

Gene Model: Ciclev10029135m
Description: CclEXPA-18
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

GENE STRUCTURE

CclEXPA-18
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DOMAIN ARCHITECTURE

1 S0 100 150 200 251

Query seq. | ——

Superfanilies PLNO0O0O50

+ Name Accession Description Interval E-value
[+] PLN00050 super family 31535 expansin A; Provisional 7-250 1.03e-91
SEQUENCES

Peptide

>CclEXPA-18

MGAPQAIVFFLILLQTCKTAAQHEEWNSATATYTKETNGSIHIEGACGYGDLHRATYG
KYSAGLSTMLFNRGSTCGACFELRCVDHILWCRPGSPSVILTATDFCPPNYGLSSDYG
GWCNFPKEHFEMSEAAFVEIAERRADIVPVQYRRVKCERRGGLRFTVSGSSHFYQVL
VTNVGLDGEVIAVKVKGSKTGWIPMARNWGQNWQSNVNLTGQPLSFEVTTSNRKT

LTSYNVAPANWQFGQTYEGKQF*

CDS (coding sequence)
>CclEXPA-18

ATGGGAGCTCCTCAAGCCATTGTTTTCTTCTTGATTTTACTTCAAACATGCAAGAC
TGCAGCACAGCATGAAGAATGGAACTCTGCTACGGCTACATACACCAAAGAAAC
AAATGGGTCTATCATCATTGAAGGTGCTTGTGGTTATGGGGACCTTCACAGGGCC
ACCTACGGAAAATACAGTGCTGGGCTTAGTACAATGTTATTCAACAGAGGGAGTA
CTTGTGGAGCTTGCTTTGAGCTCAGATGTGTCGACCACATCTTGTGGTGCCGGCCT
GGTAGCCCATCTGTCATACTCACCGCCACAGATTTCTGCCCTCCCAATTACGGGCT
TTCGTCGGATTATGGTGGCTGGTGTAACTTTCCCAAAGAACACTTTGAGATGTCA
GAGGCCGCATTCGTTGAAATTGCAGAGAGAAGAGCTGATATTGTACCAGTTCAAT
ACAGAAGGGTGAAGTGTGAACGCAGGGGTGGGTTGAGATTCACAGTGAGTGGAA
GCTCTCACTTCTATCAAGTTCTTGTAACCAATGTGGGTTTGGATGGTGAAGTCATT
GCTGTGAAAGTGAAGGGATCAAAAACAGGATGGATACCTATGGCAAGAAACTGG
GGCCAAAACTGGCAGTCCAACGTCAATCTTACAGGGCAGCCTCTGTCTTTTGAGG
TGACCACCAGTAACCGGAAAACACTCACATCATACAATGTTGCTCCAGCAAACTG
GCAGTTTGGTCAGACATATGAGGGGAAACAGTTCTAG

Nucleotide
>CclEXPA-18

ATGGGAGCTCCTCAAGCCATTGTTTTCTTCTTGATTTTACTTCAAACATGCAAGAC
TGCAGCACAGCATGAAGAATGGAACTCTGCTACGGCTACATACACCAAAGAAAC
AAATGGGTCTATCATCATTGGTACTTTCTTGCAAATTACTTTATTTAATATTGTGTT
TCATGTCCACTGAAGACTGATAGGCCATCTGTTTAATGTTGCAGAAGGTGCTTGT
GGTTATGGGGACCTTCACAGGGCCACCTACGGAAAATACAGTGCTGGGCTTAGTA



CAATGTTATTCAACAGAGGGAGTACTTGTGGAGCTTGCTTTGAGCTCAGATGTGT
CGACCACATCTTGTGGTGCCGGCCTGGTAGCCCATCTGTCATACTCACCGCCACA
GATTTCTGCCCTCCCAATTACGGGCTTTCGTCGGATTATGGTGGCTGGTGTAACTT
TCCCAAAGAACACTTTGAGATGTCAGAGGCCGCATTCGTTGAAATTGCAGAGAGA
AGAGCTGATATTGTACCAGTTCAATACAGAAGGTACAGCAATGCTTTTTCCTTTTT
CTGCTAGCTTGTTGGATTTTAGTTAGGCACATGCTGTGATTCCGAAATTTGTGCAG
GGTGAAGTGTGAACGCAGGGGTGGGTTGAGATTCACAGTGAGTGGAAGCTCTCA
CTTCTATCAAGTTCTTGTAACCAATGTGGGTTTGGATGGTGAAGTCATTGCTGTGA
AAGTGAAGGGATCAAAAACAGGATGGATACCTATGGCAAGAAACTGGGGCCAAA
ACTGGCAGTCCAACGTCAATCTTACAGGGCAGCCTCTGTCTTTTGAGGTGACCAC
CAGTAACCGGAAAACACTCACATCATACAATGTTGCTCCAGCAAACTGGCAGTTT
GGTCAGACATATGAGGGGAAACAGTTCTAG




