IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.1g044280m

Gene Model: orangel.1g044280m
Description: CisEXPB-03
Family: Beta 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
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DOMAIN ARCHITECTURE
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Superfanilies PLN00193
DPBB_R1pA_EXP_N-like superfamily

Name Accession Description Interval E-value
[+] DPBB_EXPB_N cd22275 N-terminal double-psi beta-barrel fold domain of the beta-expansin subfamily; Beta-expansins 40-163  2.88e-70
[+] PLN00193 super family ci33423 expansin-A; Provisional 10-266  2.39e-31

SEQUENCES
Peptide
>CisEXPB-03

MQCQPEYSVSQVLTFFLLLAFKCSVVAPTQLNHQLSEPHWLPATATWYGSPEGDGSD
GGACGYGSLVDVKPLRARVGAVSPVLFKNGGGCGACYKVRCLDKSICSRRAVTIIVT
DECPGGYCSNGRTHFDLSGAAFGRMAIAGESGELRNRGELPVIYRRAPCKYPGKNIA
FHVNEGSTDYWLSLLVEFEDGDGDVGSMHIREASSSEWLQMNHVWGANWSIIGGPL
KGPFSVKLATLSTGRTLSARAVIPSNWSPKATYTSRLNFSP*

CDS (coding sequence)
>CisEXPB-03

ATGCAGTGCCAGCCGGAGTACAGCGTCAGCCAAGTCTTGACCTTTTTTCTTCTGTT
GGCGTTCAAGTGTTCAGTTGTTGCTCCAACGCAGCTAAATCACCAACTGTCGGAA
CCACATTGGCTTCCAGCTACCGCCACTTGGTACGGCAGCCCCGAAGGCGACGGCA
GCGACGGAGGGGCTTGTGGGTACGGTTCATTAGTGGACGTGAAGCCACTTAGGG
CGCGAGTGGGTGCAGTGAGCCCGGTGCTGTTCAAGAACGGAGGGGGATGTGGAG
CATGCTACAAAGTTAGGTGCCTTGACAAGAGCATTTGCTCAAGGCGGGCCGTCAC
AATCATTGTAACGGACGAGTGCCCCGGTGGCTACTGCTCCAACGGTCGCACCCAC
TTTGACCTCAGTGGTGCAGCCTTTGGTCGCATGGCCATTGCTGGTGAGAGTGGCG
AGCTCCGTAACCGAGGCGAGCTCCCAGTCATCTATAGACGGGCCCCATGTAAATA
TCCTGGGAAGAATATTGCGTTCCATGTGAATGAAGGTTCAACAGATTATTGGCTT
TCCCTTTTGGTGGAATTTGAAGATGGAGATGGTGATGTTGGCTCAATGCACATAA
GGGAGGCAAGTTCAAGTGAGTGGCTGCAGATGAATCATGTATGGGGTGCAAATT
GGTCTATTATTGGGGGACCGTTAAAAGGACCATTCTCAGTGAAACTAGCAACATT
ATCAACAGGAAGAACCCTCTCGGCCAGGGCTGTCATTCCAAGCAATTGGTCACCA
AAAGCAACTTACACTTCTCGCCTCAACTTCTCTCCCTAA

Nucleotide
>CisEXPB-03

ATGCAGTGCCAGCCGGAGTACAGCGTCAGCCAAGTCTTGACCTTTTTTCTTCTGTT
GGCGTTCAAGTGTTCAGTTGTTGCTCCAACGCAGCTAAATCACCAACTGTCGGAA



CCACATTGGCTTCCAGCTACCGCCACTTGGTACGGCAGCCCCGAAGGCGACGGCA
GCGACGGTAGGGCCCACACTACGTACCCTTTTGTTCATTACTAGTAACTCTAGGCT
CTAACTACTATTCTTGAGTCAAGATCTGTTTTAAGCTATAGCTAATTTAAGTTCAG
TTGTGGGCGCGGACGGGGTCATAATATATGACACCAATTTTGAGGGACGCATAAC
ATATTCATTATCAATTTGAGGGATCAAAAAATAAAAATTTACATAAATTCCGTTTT
AGTTGTTTGCTGATTTGTGATTTGACACAGAACCCGACTGTGTCAACTCAGTTAAT
TGACAAGCATTTTGTGTAATTTGGGTAGTTATCATAATGTGCAGGAGGGGCTTGT
GGGTACGGTTCATTAGTGGACGTGAAGCCACTTAGGGCGCGAGTGGGTGCAGTG
AGCCCGGTGCTGTTCAAGAACGGAGGGGGATGTGGAGCATGCTACAAAGTTAGG
TGCCTTGACAAGAGCATTTGCTCAAGGCGGGCCGTCACAATCATTGTAACGGACG
AGTGCCCCGGTGGCTACTGCTCCAACGGTCGCACCCACTTTGACCTCAGTGGTGC
AGCCTTTGGTCGCATGGCCATTGCTGGTGAGAGTGGCGAGCTCCGTAACCGAGGC
GAGCTCCCAGTCATCTATAGACGGTATTCTCTTTGACTTTAAACGCCTCTCCTCTC
TTTTGTCACCTTAGGCTCGTTTATTTGTTCGTTAATTTTTATAATTATTAAATATTT
TTGGCTAATCTTTTAGGGCCCCATGTAAATATCCTGGGAAGAATATTGCGTTCCAT
GTGAATGAAGGTTCAACAGATTATTGGCTTTCCCTTTTGGTGGAATTTGAAGATG
GAGATGGTGATGTTGGCTCAATGCACATAAGGGAGGTAAATTTTGTTTATCTTTT
AAATTTTTACTTTTGCTTAGTAAAGCATTTTCCCCCATGTCGTTTAAGACAGTAAA
GTGTAAAGACGTATATGCTTGCCACTTTCTCATTTCCCAAGAAGGAACTGTATAG
AAAGGACAGCAACAGGCTCCACTAGTGGTATGTTGCTGTGACAGGGCGTAAGTT
AAGATTTAAAAAAAATGCTTAGAAAACTTTCAGCAACGTTAAATAGTAGCACATG
AAATTAAGTTGGTAGCGCATCCAAAATTAAAAAAAAAAAGTATGGTCGATTTTTT
TTTGGTAGATTAAATATTTAAACCCATTAATTAAGAAGACAGCTCCTAACATTGC
GGACATCACTCTTCTTAATCATGTGCCACTGACCAACAATTTGAAGAAGACATTG
CCCCTGCATATTCTTCACAAAAGAATTATTGTTTAATGGTAATATTTTTTATGGTT
ACGCTGCTTGTAATGGTGCCAATGTGCAATGTGCCCAAAAGCACTTTTGCTCTGTC
TATTCTTCTGTTCAATTGCATGGTAAAATTAGTTAAAGAGTGCTTTTATATAACTA
GATGTGCTTTCTTTTTCTTTAAAAGGAACACTTACGCTAATTTTTATATATATTGTT
TGGCAGGCAAGTTCAAGTGAGTGGCTGCAGATGAATCATGTATGGGGTGCAAATT
GGTCTATTATTGGGGGACCGTTAAAAGGACCATTCTCAGTGAAACTAGCAACATT
ATCAACAGGAAGAACCCTCTCGGCCAGGGCTGTCATTCCAAGCAATTGGTCACCA
AAAGCAACTTACACTTCTCGCCTCAACTTCTCTCCCTAA






