IDENTIFICATION

Species: Spirodela polyrhiza
Locus: Spipo23G0016200

Gene Model: Spipo23G0016200
Description: SpEXPA-07
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Spolyrhiza_v2
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Spolyrhiza_v2

GENE STRUCTURE
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Legend:

Exon — Intron
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Query seq.
Superfanilies PLNOOOS0O

+ Name Accession Description Interval E.value
[+] PLN00050 super family 31535 expansin A; Provisional 14-241 4.45e-121
SEQUENCES

Peptide

>SpEXPA-07

MASAHARIPGVYSGGPWQSAHATFYGGSDASGTMGGACGYGNLYSQGYGVETAAL
STALFNDGLSCGSCFEIKCADDPRWCHSGSPSIFITATNFCPPNLALPSDNGGWCNPPR
PHFDLAMPMFLKIAEYRAGIVPVAYRRVPCRRAGGIRFTINGFKYFNLVLITNVAGAG
DVLRVSVKGSKTGWMPMSRNWGQNWQSNAVLVGQSISFRVTGSDHRTSTSWNVAP
ADWKFGQTFSGKNFAA*

CDS (coding sequence)
>SpEXPA-07

ATGGCCTCTGCCCACGCCCGCATTCCCGGAGTGTACTCCGGCGGGCCCTGGCAGA
GCGCCCACGCTACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGGGGEGE
CATGCGGGTACGGCAACCTGTACAGCCAGGGCTACGGCGTGGAGACGGCGGCGC
TGAGCACGGCCCTCTTCAACGACGGGCTGAGCTGCGGGTCTTGCTTCGAGATCAA
GTGCGCCGACGATCCCCGTTGGTGTCACAGCGGAAGCCCCTCCATCTTCATCACC
GCCACCAACTTCTGCCCCCCGAACCTCGCCCTCCCCTCCGACAATGGCGGCTGGT
GCAACCCGCCCCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGC
CGAGTACCGCGCCGGCATTGTCCCCGTCGCGTACCGCAGGGTGCCGTGCCGGAGG
GCCGGCGGAATCAGGTTCACCATCAACGGCTTCAAGTACTTCAACCTAGTGCTCA
TCACGAACGTCGCCGGCGCCGGCGACGTGCTCCGGGTGAGCGTGAAGGGCTCCA
AGACCGGATGGATGCCGATGAGCCGCAACTGGGGGCAGAACTGGCAGTCCAACG
CCGTCCTCGTGGGGCAGTCCATCTCCTTCCGCGTCACCGGCAGCGACCACCGCAC
CTCCACCTCCTGGAACGTCGCCCCCGCCGACTGGAAGTTCGGCCAGACCTTCTCC
GGCAAGAACTTCGCCGCCTGA

Nucleotide
>SpEXPA-07

ATGGCCTCTGCCCACGCCCGCATTCCCGGAGTGTACTCCGGCGGGCCCTGGCAGA
GCGCCCACGCTACCTTCTACGGCGGCAGCGACGCCTCCGGCACCATGGGTAGCTC
TCCTCGCCTTCCCTTCTTCGTGCCGACTCCTCCTTTCCTCCACATTGTCGGCGAAA
GTTCACCGAGAATCGCTCCACATTGATGGGTTGATCTCTCTTGGCTCTGGTTCTTT
GGTTCTCCAGGGGGGGCATGCGGGTACGGCAACCTGTACAGCCAGGGCTACGGC
GTGGAGACGGCGGCGCTGAGCACGGCCCTCTTCAACGACGGGCTGAGCTGCGGEG



TCTTGCTTCGAGATCAAGTGCGCCGACGATCCCCGTTGGTGTCACAGCGGAAGCC
CCTCCATCTTCATCACCGCCACCAACTTCTGCCCCCCGAACCTCGCCCTCCCCTCC
GACAATGGCGGCTGGTGCAACCCGCCCCGCCCCCACTTCGACCTCGCCATGCCCA
TGTTCCTCAAGATCGCCGAGTACCGCGCCGGCATTGTCCCCGTCGCGTACCGCAG
GTCTGTCCCATGTCCATCATCGTCTCCCGAAGGAGAGCGCTCTCGGTTTGACTTGA
ATGAGCTTCTGTGATGTGGCGGCGGTGCAGGGTGCCGTGCCGGAGGGCCGGCGEG
AATCAGGTTCACCATCAACGGCTTCAAGTACTTCAACCTAGTGCTCATCACGAAC
GTCGCCGGCGCCGGCGACGTGCTCCGGGTGAGCGTGAAGGGCTCCAAGACCGGA
TGGATGCCGATGAGCCGCAACTGGGGGCAGAACTGGCAGTCCAACGCCGTCCTC
GTGGGGCAGTCCATCTCCTTCCGCGTCACCGGCAGCGACCACCGCACCTCCACCT
CCTGGAACGTCGCCCCCGCCGACTGGAAGTTCGGCCAGACCTTCTCCGGCAAGAA
CTTCGCCGCCTGA



