IDENTIFICATION

Species: Citrus clementina
Locus: Ciclev10021887

Gene Model: Ciclev10021887m
Description: CclEXPA-05
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

CelEXPA-05

| 1 1 1 1 1 1
by 2kbp 400bp G0y B0bp 100bp 1200bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

1 50 100 150 200 248

Query seq.

Superfanilies PLNO0OOS50

Name Accession Description Interval E-value
[+] PLN00O50 super family ci31535 expansin A; Provisional 1-247 2.07e-148
SEQUENCES

Peptide

>CclEXPA-05

MDFLGIFLVASLSMLRTIHGYAGGWSSAHATFYGGGDASGTMGGACGYGNLYSQG
YGTSTAALSTALFNNGVTCGACFEIKCVNDNRWCLPGSIIVTATNFCPPNHALPNNAG
GWCNPPLQHFDLSQPIFQHIAHYKAGIVPVQYRRIACSKRGGIRFTINGHSYFNLVLIT
NVGGAGDVVSVSIKGSRTGWQPMSRNWGQNWQSNSYLNGQALSFKVTTSDGRSVIS
INVAPPNWSFGRTYNGRQF*

CDS (coding sequence)
>CclEXPA-05

ATGGACTTTCTTGGGATCTTTCTAGTGGCCTCTTTGTCAATGTTGAGAACAATTCA
TGGCTATGCCGGTGGATGGTCAAGTGCTCATGCTACGTTCTATGGCGGAGGCGAT
GCTTCTGGCACAATGGGAGGAGCTTGTGGCTATGGAAATCTTTACAGCCAAGGTT
ATGGCACAAGCACTGCCGCATTGAGCACTGCCCTATTCAACAACGGGGTGACTTG
TGGAGCTTGCTTTGAGATCAAATGTGTAAATGACAATAGGTGGTGTCTTCCAGGA
TCTATCATTGTCACAGCAACAAACTTCTGCCCCCCAAACCATGCCCTTCCGAATA
ATGCAGGAGGCTGGTGTAACCCTCCTTTGCAGCATTTTGATCTTTCTCAGCCTATT
TTCCAACACATAGCTCATTACAAAGCTGGAATCGTTCCTGTTCAGTACAGAAGAA
TTGCCTGCAGTAAGCGTGGTGGGATCAGATTCACAATAAATGGGCACTCATACTT
CAACCTTGTGCTCATAACAAACGTTGGTGGTGCCGGGGATGTTGTTTCTGTCTCCA
TTAAAGGCTCAAGAACCGGCTGGCAACCAATGTCTCGCAACTGGGGCCAAAATT
GGCAGAGCAATTCTTACCTTAATGGTCAAGCTCTCTCATTCAAGGTCACAACAAG
TGATGGACGCTCTGTTATCTCCATCAATGTGGCTCCTCCCAACTGGTCTTTTGGCC
GAACTTACAATGGGAGACAGTTTTAA

Nucleotide
>CclEXPA-05

ATGGACTTTCTTGGGATCTTTCTAGTGGCCTCTTTGTCAATGTTGAGAACAATTCA
TGGCTATGCCGGTGGATGGTCAAGTGCTCATGCTACGTTCTATGGCGGAGGCGAT
GCTTCTGGCACAATGGGTAAGATGAGAATCCTAACATTCAAAAGATACTCTTGAA
AACTCTTAGCGATAGTACTTAAAAACCTTTCAACTTTTCTTTCTTGGGCGCGCGTG



CGTACGCGTGTGTGTTACAGGAGGAGCTTGTGGCTATGGAAATCTTTACAGCCAA
GGTTATGGCACAAGCACTGCCGCATTGAGCACTGCCCTATTCAACAACGGGGTGA
CTTGTGGAGCTTGCTTTGAGATCAAATGTGTAAATGACAATAGGTGGTGTCTTCC
AGGATCTATCATTGTCACAGCAACAAACTTCTGCCCCCCAAACCATGCCCTTCCG
AATAATGCAGGAGGCTGGTGTAACCCTCCTTTGCAGCATTTTGATCTTTCTCAGCC
TATTTTCCAACACATAGCTCATTACAAAGCTGGAATCGTTCCTGTTCAGTACAGA
AGGTAAAATAACATATCAATCTAGTCTCCAACTCTCACTTAGTTCTATAACCTCAA
GAACGTGCGGTTTAATATGTTGGTTCTCCTAACGTGTACCTTTAGAATACGCGTTT
GAAGACTCTTGAGGTGCAGAACCTCAGAAAAGAGAAGCAATCCTACTGAAACGG
CTACATCTGATGCATTTAAATGAAATAATGGCTGCATGTGATGCATTTGAATGAA
ATTGCTATCTTGGGTATATTGATTTTTTTATTTTTTTTTTGTGTTGATGAAAGTTTT
CTTGTTACCGTAGAATTGCCTGCAGTAAGCGTGGTGGGATCAGATTCACAATAAA
TGGGCACTCATACTTCAACCTTGTGCTCATAACAAACGTTGGTGGTGCCGGGGAT
GTTGTTTCTGTCTCCATTAAAGGCTCAAGAACCGGCTGGCAACCAATGTCTCGCA
ACTGGGGCCAAAATTGGCAGAGCAATTCTTACCTTAATGGTCAAGCTCTCTCATT
CAAGGTCACAACAAGTGATGGACGCTCTGTTATCTCCATCAATGTGGCTCCTCCC
AACTGGTCTTTTGGCCGAACTTACAATGGGAGACAGTTTTAAACTCAGTTCCCAG
AAACTGACTAATATCCGCCATCATAGGAATAGATTTTTCAGCTCTCATTGTTAAAT
TGCACACATAACATTAGCTCTTTATCAGTATATGTAAATTTGGTATGTCGTGACAT
TGGCGTCACCAAGGGGCAAGAGCTTTTAGTGATGGCCCCGAATACCATGCCAGTT
TGATTTTCTTTGCTTTTTGTTTCTGATGGATTTCACTGCACGTTGTTGCCAACAAAG
GGTTGGTATAG




