IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.19042474m

Gene Model: orangel.19042474m
Description: CisEXPA-01
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



https://phytozome-next.jgi.doe.gov/info/Csinensis_v1_1
https://www.genome.jp/entry/T02983
https://www.citrusgenomedb.org/organism/Citrus/sinensis

GENE STRUCTURE

CisEXPA-01
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Legend:

Exon — Intron
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Superfanilies PLN00133

Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 5-255 4.70e-130
SEQUENCES

Peptide

>CisEXPA-01

MEGFFAFSFVALILTLLSIKINAASAAWMQAHATFYGGSDASETMGGACGYGNLYTD
GYGTKTAALSTVLFNNGKSCGGCYHIVCDGRKVPQWCRRGTSIITATNFCPPNYDLP
NDNGGWCNPPRAHFDMSQPAFESIAIYRAGIVPVLYRKVGCMRSGGLRFTINGRDYF
ELVLVSNVGGAGEVSNVWIKGSKMSKWQVMSRNWGANWQSLTYLNAQSLSFRVQ
TSNGRTRTAYNVAPSNWRFGQSFKSNVQF*

CDS (coding sequence)
>CisEXPA-01

ATGGAAGGTTTCTTTGCTTTCAGTTTTGTGGCGCTGATCTTAACGTTACTTTCCATT
AAAATTAATGCAGCTTCTGCTGCTTGGATGCAAGCCCATGCAACTTTCTACGGTG
GAAGTGATGCTTCAGAAACAATGGGTGGTGCTTGTGGATATGGAAACTTATACAC
AGATGGTTATGGCACAAAAACTGCAGCATTGAGCACAGTTTTGTTCAATAATGGA
AAGTCTTGTGGTGGGTGCTATCACATCGTTTGCGACGGGAGGAAGGTGCCGCAAT
GGTGCCGCCGGGGGACATCCATCATCATTACGGCTACAAACTTCTGCCCGCCAAA
CTATGATCTGCCTAACGACAACGGCGGTTGGTGCAACCCTCCACGGGCGCACTTT
GACATGTCTCAGCCTGCATTTGAGTCCATTGCCATTTACAGAGCCGGAATTGTAC
CCGTACTCTACAGAAAGGTTGGATGCATGAGAAGTGGAGGCCTTAGATTCACAAT
AAATGGAAGGGACTACTTTGAGCTTGTGCTTGTTTCAAATGTTGGAGGAGCTGGA
GAGGTTTCTAATGTGTGGATCAAGGGATCCAAAATGAGCAAATGGCAAGTGATG
TCAAGGAACTGGGGAGCTAATTGGCAGAGTTTGACTTATCTCAATGCTCAGAGCT
TGTCCTTTAGAGTCCAAACTAGCAATGGAAGGACCCGCACAGCCTATAACGTTGC
ACCTTCCAACTGGAGATTTGGCCAATCTTTCAAAAGCAATGTTCAATTCTAA

Nucleotide
>CisEXPA-01

ATGGAAGGTTTCTTTGCTTTCAGTTTTGTGGCGCTGATCTTAACGTTACTTTCCATT
AAAATTAATGCAGCTTCTGCTGCTTGGATGCAAGCCCATGCAACTTTCTACGGTG
GAAGTGATGCTTCAGAAACAATGGGTATGTTTTCTATTTATATAATGGCAAGAAT
AAACAATATGTCGCTTAATTCATTATTCATTTACATTCAATTTTATGCTAATGATT
TTGAACTTCGGCTTTCAGGTGGTGCTTGTGGATATGGAAACTTATACACAGATGG




TTATGGCACAAAAACTGCAGCATTGAGCACAGTTTTGTTCAATAATGGAAAGTCT
TGTGGTGGGTGCTATCACATCGTTTGCGACGGGAGGAAGGTGCCGCAATGGTGCC
GCCGGGGGACATCCATCATCATTACGGCTACAAACTTCTGCCCGCCAAACTATGA
TCTGCCTAACGACAACGGCGGTTGGTGCAACCCTCCACGGGCGCACTTTGACATG
TCTCAGCCTGCATTTGAGTCCATTGCCATTTACAGAGCCGGAATTGTACCCGTACT
CTACAGAAAGTATGTTCATTCTTCATTAAAAAAATTTGCATTTTTGTTTCTTCTTTG
GTGGGCGTCTTCTGTATATATACTGAGGTTTCTTGTCGTTCACCAGGGTTGGATGC
ATGAGAAGTGGAGGCCTTAGATTCACAATAAATGGAAGGGACTACTTTGAGCTTG
TGCTTGTTTCAAATGTTGGAGGAGCTGGAGAGGTTTCTAATGTGTGGATCAAGGG
ATCCAAAATGAGCAAATGGCAAGTGATGTCAAGGAACTGGGGAGCTAATTGGCA
GAGTTTGACTTATCTCAATGCTCAGAGCTTGTCCTTTAGAGTCCAAACTAGCAATG
GAAGGACCCGCACAGCCTATAACGTTGCACCTTCCAACTGGAGATTTGGCCAATC
TTTCAAAAGCAATGTTCAATTCTAA






