IDENTIFICATION

Species: Citrus clementina
Locus: Ciclev10029905

Gene Model: Ciclev10029905m
Description: CclEXLA-02
Family: Expansin Like Alpha

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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

1 50 100 150 200 260
Query seq. o s e T

Superfanilies PLN03023

List of domain hits "
Name Accession Description Interval E-value
[+] PLN03023 super family cl33621 Expansin-like B1; Provisional 25-244 1.86e-65
SEQUENCES
Peptide
>CclEXLA-02

MAILLCFLFFLLSSATACDHCVHQSKVSYFSKTSALSKGACGYGSLALGLGSGHIAAA
VPSIYKNGAACGGTCFQVRCKNRALCSRKGTRVIVTDLNHNNKTDMVLSRRAFRAL

ANKGMDNEILKQRAVDVEYIRVPCEYKHHNLAVRVEESSKNPNYLAIKVLYQGGKT
EILGVVLSEYGSPVRIDMRRKFGAVWETDRAPKGPLQFGFPIVQGFDVKWIWAKNPV
PADWKIGVTYDAGVQITDVDFTDGCAECGPWN*

CDS (coding sequence)
>CclEXLA-02

ATGGCTATCTTGCTTTGCTTTCTCTTCTTTCTCTTATCATCTGCCACTGCTTGTGAT
CACTGTGTGCACCAATCCAAGGTTTCCTACTTCTCCAAAACCTCCGCACTTTCAAA
GGGGGCATGTGGGTATGGCTCGTTGGCATTAGGGTTAGGTAGTGGACACATTGCT
GCTGCTGTTCCTTCCATTTACAAAAACGGAGCTGCCTGTGGTGGTACATGCTTTCA
GGTAAGGTGCAAGAACAGAGCTCTATGTAGCAGAAAAGGAACCAGAGTGATTGT
GACCGATCTCAATCACAACAACAAAACAGACATGGTCCTCAGCAGGAGAGCTTT
CAGGGCACTGGCCAACAAGGGCATGGACAATGAAATCTTGAAACAGAGAGCTGT
GGATGTGGAATACATAAGGGTTCCATGTGAATACAAACACCATAATTTAGCTGTG
CGCGTAGAAGAATCAAGCAAAAACCCAAATTACTTGGCGATTAAAGTGCTATAC
CAAGGCGGTAAAACAGAAATATTAGGAGTTGTTTTATCTGAGTATGGATCTCCCG
TTCGGATCGACATGCGCAGAAAATTTGGTGCTGTTTGGGAAACGGACAGAGCACC
GAAAGGGCCATTGCAGTTTGGATTTCCAATAGTACAAGGGTTTGATGTGAAGTGG
ATTTGGGCGAAGAACCCTGTTCCAGCTGACTGGAAGATTGGGGTCACATATGACG
CTGGAGTTCAGATTACTGACGTTGATTTTACGGATGGTTGTGCTGAATGTGGTCCT
TGGAACTGA

Nucleotide
>CclEXLA-02

ATGGCTATCTTGCTTTGCTTTCTCTTCTTTCTCTTATCATCTGCCACTGCTTGTGAT
CACTGTGTGCACCAATCCAAGGTTTCCTACTTCTCCAAAACCTCCGCACTTTCAAG
TAAGCACTAAGCATCGATCTTGCTTTCATCCATTGTCCTTAATGATACCTTTTTTCT
TTTCTTTTCATAAAAAACAAATCTTTTTCTTTTCTTTTAATCAAAATCAAAACTGC




ATTGACCCATATGATATTTTAATAAGATTTTCAATGGGTACTCTTCATTTTTTGGA
TATGATGCAGAGGGGGCATGTGGGTATGGCTCGTTGGCATTAGGGTTAGGTAGTG
GACACATTGCTGCTGCTGTTCCTTCCATTTACAAAAACGGAGCTGCCTGTGGTGGT
ACATGCTTTCAGGTGTGTATAAATTATAATATACCCTCATTCATTTTTCCCCCCTTT
TTATTACTGTTTCTGTTATATGAAAATATGTTTTTAACTTGGGTAGATACTATAAT
TATTACTTTTGACAGGTAAGGTGCAAGAACAGAGCTCTATGTAGCAGAAAAGGA
ACCAGAGTGATTGTGACCGATCTCAATCACAACAACAAAACAGACATGGTCCTCA
GCAGGAGAGCTTTCAGGGCACTGGCCAACAAGGGCATGGACAATGAAATCTTGA
AACAGAGAGCTGTGGATGTGGAATACATAAGGTAATAGTAAGCAGATTATATGA
ACTTCAACTTAATTGATTATTATTATTACTATAATTTTAATGTGCAGACTAAGAGA
[TTTTTTTTTTTTTTTAAGTCTGATATTGCTGTCATCTAATGGATTTATTCTATATGC
TGCGTTGAATTAATTGTTCAGGGTTCCATGTGAATACAAACACCATAATTTAGCT
GTGCGCGTAGAAGAATCAAGCAAAAACCCAAATTACTTGGCGATTAAAGTGCTA
TACCAAGGCGGTAAAACAGAAATATTAGGAGTTGTTTTATCTGAGGTTAGTGACA
AAATTGAGAGAAGTCTGATTGGGTGTTTCTGGTGTATACACTCGCCGCAAAGTAA
TATGATCATATTTACGTAAGAGCAAATATGCGTGCACTTGAAGGAGTATACACCA
TAAATACTTAAACATTTTTCATATCATCATAGAATTTAATCAAAAAAAAAAATCC
TTAACTAATGAATGCTGCCGTATTTACAGTATGGATCTCCCGTTCGGATCGACATG
CGCAGAAAATTTGGTGCTGTTTGGGAAACGGACAGAGCACCGAAAGGGCCATTG
CAGTTTGGATTTCCAATAGTACAAGGGTTTGATGTGAAGTGGATTTGGGCGAAGA
ACCCTGTTCCAGCTGACTGGAAGATTGGGGTCACATATGACGCTGGAGTTCAGAT
TACTGACGTTGATTTTACGGATGGTTGTGCTGAATGTGGTCCTTGGAACTGA




