IDENTIFICATION

Species: Spirodela polyrhiza
Locus: Spipo1G0052100

Gene Model: Spipo1G0052100
Description: SpEXPA-01
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

SpEXPA-01

L 1 1 1 1 1 1
tibp 200y 300bp Giinp Bikbp 1000bp 1200bp

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNG0193

SEQUENCES
Peptide
>SpEXPA-01

MRVMVVLLQKHALLTVLHSLLRLAAAHQTTSPYPQEVLGEWKPGRATYYSVSDPRD
TVSGACGYGDLGRSGYGLGTLGLSEALFEKGQICGACFEVRCVEELRYCIPGTSIKLT
VTNFCPPNYGLPVDAGGHCNPPNHHLVMPIEAFEKIAIWKAGNMPIQFRRNVAGAGD
VTEVKVKGSRTGWLQMARNWGQNWHINADLRGQPLSFEVTTSDGATVTSYSVAPP
DWSFGQTYLGKQFDA*

CDS (coding sequence)
>SpEXPA-01

ATGAGGGTGATGGTGGTCCTGTTGCAGAAACATGCCCTCCTGACGGTCCTGCATT
CCCTCCTCCGGCTGGCGGCGGCGCACCAGACGACGTCGCCCTACCCCCAAGAGGT
CCTGGGCGAGTGGAAGCCCGGGCGCGCTACCTACTACTCCGTCTCAGATCCTCGA
GACACCGTCTCTGGGGCCTGCGGGTACGGCGATCTTGGGCGGAGCGGCTATGGAC
TGGGGACATTGGGGCTGAGCGAGGCTCTGTTCGAGAAGGGCCAGATCTGCGGGG
CGTGCTTCGAGGTGAGGTGCGTCGAGGAGCTCCGCTACTGCATCCCGGGGACTTC
CATCAAGCTGACGGTGACCAACTTCTGCCCCCCCAACTACGGCCTCCCTGTCGAC
GCCGGGGGGCACTGCAACCCTCCCAACCACCACCTGGTGATGCCCATCGAGGCCT
TCGAGAAGATCGCCATCTGGAAGGCCGGCAACATGCCCATCCAGTTCCGCCGCAA
CGTCGCCGGCGCCGGCGACGTGACGGAGGTGAAGGTGAAGGGCTCGAGGACGGG
GTGGCTGCAGATGGCCCGCAACTGGGGCCAGAACTGGCACATCAACGCGGACCT
ACGGGGCCAGCCGCTGTCCTTCGAGGTCACCACCAGCGACGGCGCCACCGTCACC
TCCTACAGCGTCGCGCCCCCGGACTGGTCCTTCGGCCAGACCTACTTGGGCAAGC
AGTTCGACGCATGA

Nucleotide
>SpEXPA-01

ATGAGGGTGATGGTGGTAGCGGCTTCCTTTCCGACAACCCTCCTACGGACGGCCA
GTCGCTTCTCACTCCTCTCCTCACGCCTCCTTCAGGGCTCTCCACCTTCGTACATG
CCGGAAGTCCCCAGTAAGGGCTGAGGAACCAGACTGGGAGGCACAAGGGAAGA
CGGGAGATGCCAAGCCCAAGCCCCCGTCGTCGCCACCGCAACGGCTACTTCGCCG
GCGGCCTCCAGGTCCTGTTGCAGAAACATGCCCTCCTGACGGTCCTGCATTCCCTC
CTCCGGCTGGCGGCGGCGCACCAGACGACGTCGCCCTACCCCCAAGAGGTCCTGG



GCGAGTGGAAGCCCGGGCGCGCTACCTACTACTCCGTCTCAGATCCTCGAGACAC
CGTCTGTAAGTTGGACAGAGCTCAAATCCGTTTGAATCCCCCTTCTCTCTCGTCTC
CGGCGATGGCGTTTTTAATGGATGGGGTGGGTTGGATCTCGCAGCTGGGGCCTGC
GGGTACGGCGATCTTGGGCGGAGCGGCTATGGACTGGGGACATTGGGGCTGAGC
GAGGCTCTGTTCGAGAAGGGCCAGATCTGCGGGGCGTGCTTCGAGGTGAGGTGC
GTCGAGGAGCTCCGCTACTGCATCCCGGGGACTTCCATCAAGCTGACGGTGACCA
ACTTCTGCCCCCCCAACTACGGCCTCCCTGTCGACGCCGGGGGGCACTGCAACCC
TCCCAACCACCACCTGGTGATGCCCATCGAGGCCTTCGAGAAGATCGCCATCTGG
AAGGCCGGCAACATGCCCATCCAGTTCCGCCGGTCAGTCATTCCTCCTCTTTTTTC
CCCTTTCTCTTTTGCTTTTCTCTCTCCGTTTCCCTCTTTCTCGCCATGGTCTGCCTCC
GAATGGGCCATTTCCTTCGTTTCTCTCCCATCTGGTTGCTCATTTCAGACCCTCCTC
TTCTGAATGATGATCCAGGATCAGGTGTGTCCGGCAAGGGGGGGATACGGTTCAC
AGTCGACGGCTACGGTGTGTTTCACTCAGTGCTGATCAGCAACGTCGCCGGLGCC
GGCGACGTGACGGAGGTGAAGGTGAAGGGCTCGAGGACGGGGTGGCTGCAGATG
GCCCGCAACTGGGGCCAGAACTGGCACATCAACGCGGACCTACGGGGCCAGLCCG
CTGTCCTTCGAGGTCACCACCAGCGACGGCGCCACCGTCACCTCCTACAGCGTCG
CGCCCCCGGACTGGTCCTTCGGCCAGACCTACTTGGGCAAGCAGTTCGACGCATG
A




