IDENTIFICATION

Species: Spirodela polyrhiza
Locus: Spipo1G0075200

Gene Model: Spipo1G0075200
Description: SpEXLA-01
Family: Expansin Like Alpha

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

SPEXLA-01 _— —
.

L 1 1 1 1 1
tibp 20kbp 200bp Gibp $iKbp 1000

Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Superfanilies PLN03023

+ Name Accession Description Interval E-value
[+] PLN03023 super family cl33621 Expansindike B1; Provisional 28-249 4.27e-68
SEQUENCES

Peptide

>SpEXLA-01

MASYVFLLLLSYLLVSSASACDRCVHKSKASYFSSPSSLAGGACGYGAMATELYGGR
YPVAAAGSSLYREGVGCGGCFQIRCKNGKFCTGAGVKVVVTDLNKSNQTDFVLSQP
AFLAMAKDGMGRTLKRLGNVDVEYKRVPCEYPTRHNLSFRVEESSRRPAHLVVKLL
YQGGQTDIVAVDVAQVGSSDWRYMTRDFGAVWSTGRAPAGALQFRLVVTGGYDG
KWVWAEKVLPLDWRTGAVYDAGVQISDIAQEGCSPCDSEVWK*

CDS (coding sequence)
>SpEXLA-01

ATGGCCAGCTATGTCTTCCTTCTCCTGTTGTCCTACCTTCTCGTCTCCTCTGCGTCT
GCATGTGACCGGTGCGTGCACAAGTCCAAGGCATCCTACTTCTCGTCACCGTCTT
CCCTCGCAGGCGGGGCCTGTGGGTATGGCGCTATGGCCACAGAGCTCTACGGAG
GAAGGTACCCTGTGGCGGCGGCGGGCTCTTCCTTATACAGAGAAGGGGTGGGCT
GTGGAGGCTGTTTTCAGATTCGGTGCAAGAACGGGAAGTTCTGCACCGGCGCGGEG
GGTGAAGGTTGTCGTGACGGACCTGAACAAGAGCAACCAGACAGACTTCGTGCT
CTCCCAGCCGGCGTTCCTGGCCATGGCCAAGGATGGAATGGGGAGGACCCTCAA
GAGACTCGGAAACGTCGACGTCGAGTACAAAAGGGTTCCCTGCGAATACCCGAC
CCGCCACAACCTGTCATTCAGGGTGGAGGAGAGCAGCCGAAGGCCCGLCTCACCT
GGTCGTCAAATTATTGTACCAGGGAGGCCAGACGGACATCGTCGCCGTCGACGTC
GCTCAGGTGGGCTCGTCGGATTGGCGGTACATGACCCGCGACTTCGGCGCCGTTT
GGAGCACCGGCCGCGCCCCCGCCGGCGCCCTCCAGTTCCGGCTGGTGGTGACGGG
CGGCTACGACGGGAAGTGGGTCTGGGCGGAGAAGGTCCTGCCGCTGGACTGGAG
GACTGGGGCCGTCTACGACGCCGGCGTCCAGATCAGCGACATCGCGCAGGAGGG
TTGCTCCCCCTGCGACTCCGAAGTCTGGAAGTGA

Nucleotide
>SpEXLA-01

ATGGCCAGCTATGTCTTCCTTCTCCTGTTGTCCTACCTTCTCGTCTCCTCTGCGTCT
GCATGTGACCGGTGCGTGCACAAGTCCAAGGCATCCTACTTCTCGTCACCGTCTT
CCCTCGCAGGTGCGCGCCGCAGTCGAATGACCCTCTCCCCCCTGCTGTTTCCGATA
GCTCCGGCGATCCTTATTTCTCTTTCCTGCATACAGGCGGGGCCTGTGGGTATGGC
GCTATGGCCACAGAGCTCTACGGAGGAAGGTACCCTGTGGCGGCGGCGGGCTCTT



CCTTATACAGAGAAGGGGTGGGCTGTGGAGGCTGTTTTCAGGTAGGTAGAAGAC
AGACGAACCTAAATGCCCTTCTGGGGAGGCTGTTTTCAAGTGCTTCTGTTCCTTTG
GTCAGATTCGGTGCAAGAACGGGAAGTTCTGCACCGGCGCGGGGGTGAAGGTTG
TCGTGACGGACCTGAACAAGAGCAACCAGACAGACTTCGTGCTCTCCCAGCCGGC
GTTCCTGGCCATGGCCAAGGATGGAATGGGGAGGACCCTCAAGAGACTCGGAAA
CGTCGACGTCGAGTACAAAAGGTGGGAGATGATCCGCCCAATCCTCTGCTGAGCT
CATCGATATCGTTTGCTAACTCGAGGCCCCTCCGATCATGGGGGACTATCGATCA
GGGTTCCCTGCGAATACCCGACCCGCCACAACCTGTCATTCAGGGTGGAGGAGAG
CAGCCGAAGGCCCGCTCACCTGGTCGTCAAATTATTGTACCAGGGAGGCCAGACG
GACATCGTCGCCGTCGACGTCGCTCAGGTGAGTAAGAATGCAGAAAGCTCTCTCT
GGGAACCTTACCTTCATCTCGCTCGCCGCCGGGGTTCCGGAATCTCCGCTGACGG
CGCCAGCGCTCGACGCAGGTGGGCTCGTCGGATTGGCGGTACATGACCCGCGACT
TCGGCGCCGTTTGGAGCACCGGCCGCGLCCCCGCCGGCGCLCCTCCAGTTCCGGLT
GGTGGTGACGGGCGGCTACGACGGGAAGTGGGTCTGGGCGGAGAAGGTCCTGCC
GCTGGACTGGAGGACTGGGGCCGTCTACGACGCCGGCGTCCAGATCAGCGACAT
CGCGCAGGAGGGTTGCTCCCCCTGCGACTCCGAAGTCTGGAAGTGA



