IDENTIFICATION

Species: Spirodela polyrhiza
Locus: Spipo22G0037800

Gene Model: Spipo22G0037800
Description: SpEXPA-06
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

DOMAIN ARCHITECTURE

5 100 125 150 178 200 228 250 261
P A S STy T S SO SN NS S T Stel AU S SO SO SR A S T N ) AT SO S SN AT SO TR TS T N ST ST S AT SR S T S A S| |

Query seq,
Superfanilies PLNOOOS0O

+ Name Accession Description Interval E.value
[+] PLN00050 super family 31535 expansin A; Provisional 31-258 235e-122
SEQUENCES

Peptide

>SpEXPA-06

MASRGVLLAVAVLLPTYMSMVAARIPGVYTGGAWQTAHATFYGGSDASGTMGGA
CGYGNLYSQGYGVETAALSTALFNDGLSCGACFEIKCADDPKWCHGGSPSIFITATNF
CPPNFALPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVAYRRVPCRKAGGIRF
TINGFRYFNLVLISNVAGAGDIVRVSVKGTRTGWLPMSRNWGQNWQSNAVLVGQA
LSFRVTGSDHRTSTSWNVAPADWQFGKTYSGKNFRV*

CDS (coding sequence)
>SpEXPA-06

ATGGCGTCCCGAGGCGTCCTACTGGCCGTCGCGGTCCTTCTCCCAACGTACATGT
CCATGGTTGCCGCTCGCATTCCGGGAGTGTACACTGGTGGAGCATGGCAGACCGC
CCACGCCACCTTCTACGGCGGCAGTGACGCCTCCGGCACCATGGGAGGGGCGTGT
GGATACGGGAACCTGTACAGCCAGGGATACGGCGTGGAGACGGCGGCGCTGAGC
ACGGCGCTGTTCAACGACGGCCTTAGCTGCGGGGCCTGCTTCGAGATCAAGTGCG
CGGACGACCCCAAGTGGTGCCATGGCGGAAGCCCCTCCATCTTCATCACGGCCAC
CAACTTCTGCCCGCCGAACTTCGCCCTGCCCTCGGACAACGGCGGCTGGTGCAAT
CCCCCGCGCCCTCACTTCGACCTGGCCATGCCGATGTTCCTCAAGATCGCCGAGT
ACCGCGCCGGCATTGTCCCCGTCGCCTACCGCAGGGTGCCGTGCAGGAAGGCCGG
GGGGATCAGGTTCACCATCAACGGCTTCCGGTACTTCAACCTGGTGCTCATCTCG
AACGTCGCCGGCGCCGGCGACATCGTCCGGGTGAGCGTGAAGGGCACGCGCACG
GGGTGGCTGCCGATGAGCCGCAACTGGGGCCAGAACTGGCAGTCCAACGCGGTG
CTGGTGGGGCAGGCGCTCTCCTTCCGCGTCACGGGCAGCGACCACCGCACCTCCA
CTTCCTGGAACGTCGCGCCGGCCGACTGGCAGTTCGGCAAGACCTACTCCGGCAA
GAACTTCCGAGTCTGA

Nucleotide
>SpEXPA-06

ATGGCGTCCCGAGGCGTCCTACTGGCCGTCGCGGTCCTTCTCCCAACGTACATGT
CCATGGTTGCCGCTCGCATTCCGGGAGTGTACACTGGTGGAGCATGGCAGACCGC
CCACGCCACCTTCTACGGCGGCAGTGACGCCTCCGGCACCATGGGTAAGCCTCCT
TCACTCCGGCCGCCCTGCATTGTGCCCTCTACGGCCGAATGCCTCCCTATATGGCC
TCTTCTTCTTCTCCTTCCCCGCCAGCTCTCACTCCGGATCTCTGGTGTGGCTGCAG



GAGGGGCGTGTGGATACGGGAACCTGTACAGCCAGGGATACGGCGTGGAGACGG
CGGCGCTGAGCACGGCGCTGTTCAACGACGGCCTTAGCTGCGGGGCCTGCTTCGA
GATCAAGTGCGCGGACGACCCCAAGTGGTGCCATGGCGGAAGCCCCTCCATCTTC
ATCACGGCCACCAACTTCTGCCCGCCGAACTTCGCCCTGCCCTCGGACAACGGCG
GCTGGTGCAATCCCCCGCGCCCTCACTTCGACCTGGCCATGCCGATGTTCCTCAA
GATCGCCGAGTACCGCGCCGGCATTGTCCCCGTCGCCTACCGCAGGTCTGCGCTC
ACTCCTCTCTTCGTCCACTCCTTGCTGCGCACTCTCTGGGCTCGGATCTCCAGGCG
CCAGTGAGACCGCATTGGTCGACCATGGGAGACGAACGAGGCTCCTTCCTCGAG
AATCTGGACGGCCAGAGCGAAAAGTTGGCGCGATCTTCTTTCCCGGCCGAGTATC
CCGCGCTTTCTCTGAGCTTGCTCTGTTCTGTCCCACTCGCCTGGATTGACGAGAAT
GCCATTCCGCCCTAGGGATAGGGCGGGCACCTACCGAACGCATTTACCCTCCCCC
CGATTTCTGAGGTGCCCGCCATGGTCGGTCCCCTAATAACTGCACTGTAGATCCA
CGTGACCCGGGCGGCGGTGGGGGTCCACCGCCGCCGCTGCTCCGATTCACCGGAG
GATTTCGACCGACTCGCCGCCCTACTGGCGGCGCCGCCTGATTTCTTTCCCGCGTG
GTGGTGCAGGGTGCCGTGCAGGAAGGCCGGGGGGATCAGGTTCACCATCAACGG
CTTCCGGTACTTCAACCTGGTGCTCATCTCGAACGTCGCCGGCGCCGGCGACATC
GTCCGGGTGAGCGTGAAGGGCACGCGCACGGGGTGGCTGCCGATGAGCCGCAAC
TGGGGCCAGAACTGGCAGTCCAACGCGGTGCTGGTGGGGCAGGCGCTCTCCTTCC
GCGTCACGGGCAGCGACCACCGCACCTCCACTTCCTGGAACGTCGCGCCGGLCCGA
CTGGCAGTTCGGCAAGACCTACTCCGGCAAGAACTTCCGAGTCTGA



