IDENTIFICATION

Species: Citrus sinensis

Locus: orangel.1g046524m

Gene Model: orangel.1g046524m
Description: CisEXPA-06
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
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GENE STRUCTURE

CisEXPA-06
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq. N ————

Superfanilies PLNO0OOS0

+ Name Accession Description Interval E-value
[+] PLN0O0050 super family ci31535 expansin A; Provisional 30-257  1.13e-119
SEQUENCES

Peptide

>CisEXPA-06

MAVVNWAGVILSLVCLMWVADARLPGDYSGGPWQSAHATFYGGSDASGTMGGAC
GYGNLYSQGYGVNTAALSTALFNNGLSCGACFEIKCANEPAWCHSGSPSILVTATNF
CPPNYALPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKKGGIRF
TINGFRYFNLVLVTNVAGAGDILRVNVKGSRTGWMSMSRNWGQNWQSNAVLVGQS
LSFRVKASDRRSSTSWNIVPANWQFGQTFVGKNFRV*

CDS (coding sequence)
>CisEXPA-06

ATGGCGGTGGTGAATTGGGCTGGCGTTATCCTCTCTTTAGTATGCTTAATGTGGGT
GGCTGATGCAAGACTCCCTGGCGATTACTCCGGTGGCCCATGGCAAAGCGCCCAT
GCCACCTTTTACGGCGGCTCTGACGCCTCCGGCACCATGGGAGGAGCGTGCGGTT
ACGGTAACTTGTACAGCCAGGGCTACGGCGTGAACACGGCGGCCCTGAGCACGG
CGCTGTTCAACAATGGCTTGAGCTGCGGTGCTTGCTTTGAGATCAAGTGTGCAAA
CGAACCCGCGTGGTGTCACTCCGGGAGCCCTTCCATTTTGGTTACCGCTACAAAC
TTTTGCCCGCCCAATTATGCACTCCCAAGTGACAATGGCGGCTGGTGTAACCCTC
CTCGCCCTCATTTTGACCTCGCCATGCCCATGTTCCTTAAGATTGCTGAGTACCGC
GCCGGCATCGTCCCCGTCTCCTACCGCCGGGTACCATGCCGCAAGAAGGGAGGA
ATCAGGTTCACAATAAACGGGTTCCGCTACTTCAACTTGGTTCTGGTCACCAACG
TGGCGGGTGCAGGGGATATCCTGAGGGTGAACGTGAAAGGGTCAAGAACTGGCT
GGATGAGCATGAGCCGTAACTGGGGCCAAAACTGGCAGTCTAACGCAGTGCTGG
TAGGGCAGTCACTTTCGTTTAGGGTGAAAGCGAGTGACCGACGCAGCTCCACCTC
GTGGAACATTGTGCCAGCTAACTGGCAGTTTGGTCAAACATTCGTTGGAAAGAAT
TTCAGAGTCTAA

Nucleotide
>CisEXPA-06

ATGGCGGTGGTGAATTGGGCTGGCGTTATCCTCTCTTTAGTATGCTTAATGTGGGT
GGCTGATGCAAGACTCCCTGGCGATTACTCCGGTGGCCCATGGCAAAGCGCCCAT
GCCACCTTTTACGGCGGCTCTGACGCCTCCGGCACCATGGGTACGTAGTGCCTTT



ACACAGGGCTCGAGTTTTTTTTGGTCAAGCGTTTTTGACATCATATGTTCTTACAA
TGTACTCACTGCAGGAGGAGCGTGCGGTTACGGTAACTTGTACAGCCAGGGCTAC
GGCGTGAACACGGCGGCCCTGAGCACGGCGCTGTTCAACAATGGCTTGAGCTGC
GGTGCTTGCTTTGAGATCAAGTGTGCAAACGAACCCGCGTGGTGTCACTCCGGGA
GCCCTTCCATTTTGGTTACCGCTACAAACTTTTGCCCGCCCAATTATGCACTCCCA
AGTGACAATGGCGGCTGGTGTAACCCTCCTCGCCCTCATTTTGACCTCGCCATGCC
CATGTTCCTTAAGATTGCTGAGTACCGCGCCGGCATCGTCCCCGTCTCCTACCGCC
GGTATGCTCTCTCAGTCTCTCTCTCTCTCTCTCTCACCTCTGTTTTTCCTCTGCTCC
GGCTCTGTTTTTCGTTTCATACGTCATGAATGCACCAAAAACGCTGCCGTTTTACC
CAAGTAATTTTCGCCAAATTACAGTTTTGTGGCTACTAAATCTAATTATCTTGCAT
TTTTTGTGTGTGGCATTTGTGGCATGTGGTGGTGGGGTCAGTCAGTAATTGGTGCA
TGTGGGTCGGATCCCGGATCTTTATTGTTTCCGTTGGACAATATTGCTTTTTGTCA
GATCGTACGCCGGTTTTTTTACCTCAACCGTCGATTGAAAGACCAAAATACCCTT
GTCTCTTTTAGATTTACTACTCTTTTTAACATCGTCAATAATTTGTACCGCGACTCT
TTTAACTTTTACGTTGGAACGTTTCAAAGATTTTCGTCATACCCTTAAAATTTTGT
TGCAGATTGTTAAAGAAATTTAGGTGCGTAACATTAAAATTTGGGGTTACCAAAA
AAAATGCAAAAATCTGTATTATAAAAATAGGATTGTTGTACTAGAAAATGTTATA

TATGGTGATCTAAAATTTTGCTCAATTTTTATGTTTAAGTGAGAGATTTTAGCTTA
TTGTTTGAGATCTTAGACGGTTGGACCGTTTCTGGTCACTTTCGTTAGTTTGTTTTC
TTTCTATATATATACGTTTAGTTTTTTTTTTCTCCAATTCCAACAGAAAAAACCAA

AAGGTCCATTTTCATATGTTTCTTCTTGTAACCAAATTTTCTCTTACAAAATGGAT
TTTTTTATTCATAAGACGTGCGTTGGCCGTTAGGTGCGAAAATAACTAAAATCGT
CCGACGTCAAAGTATTTTATTGTACGTCCCGATCAGCTTGACTTGGTGAATAAATT
AGTGGGAAGATCTGAGCCGTTGGATGATTGTATATTCTTCACGCAGAGAAAAATA
TTCAAAATGACATTATTTTCTATGTAGCAATTTCGTCAAATACGCCACACGGTCTC
CGAAGACATGAGAAGTCTTCTTCTCGATGATGTCGTGTCAGTCCAAGAACCGCGC
TCCTCGTTTGACGAACCCTTTTTACCGAATTGTCCTTGACGTGCTGTTGTTATTTAC
GCAGGGTACCATGCCGCAAGAAGGGAGGAATCAGGTTCACAATAAACGGGTTCC
GCTACTTCAACTTGGTTCTGGTCACCAACGTGGCGGGTGCAGGGGATATCCTGAG
GGTGAACGTGAAAGGGTCAAGAACTGGCTGGATGAGCATGAGCCGTAACTGGGG
CCAAAACTGGCAGTCTAACGCAGTGCTGGTAGGGCAGTCACTTTCGTTTAGGGTG
AAAGCGAGTGACCGACGCAGCTCCACCTCGTGGAACATTGTGCCAGCTAACTGGC
AGTTTGGTCAAACATTCGTTGGAAAGAATTTCAGAGTCTAA





