IDENTIFICATION
Species: Arabidopsis thaliana
Locus: AT5G39310

Gene Model: AT5G39310.1
Description: AtEXPA-31
Family: Alpha Expansin

3D structure:

GENOME DATABASES

TAIR: https://www.arabidopsis.org/
KEGG: https://www.genome.jp/entry/T00041



https://www.arabidopsis.org/
https://www.genome.jp/entry/T00041

EXTERNAL RESOURCES
https://www.gabipd.org/database/cgibin/GreenCards.pl.cgi?Mode=Show&QueryKey=197c0e
939ecd1d29302d8a4a92c1bc3&x.Overview=1&Start=1

GENE STRUCTURE

AEXPA-31 —
3

L 1 1 L 1 1 1 1
bp 2kbp A00bp G00bp $kibp 100bp 1300bp 14000

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE
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Superfanilies SelP_N PLN00193

List of domain hits *
Name Accession Description Interval E-value
[+] PLN00193 super family c133423 expansin-A, Provisional 88-312 7.65e-96
[+] SelP_N super family cl04615 Selenoprotein P, N terminal region; SelP is the only known eukaryotic selenoprotein that 37-87 4.05e-04
Peptide

>AtEXPA-31

MELLKRKLYAKILMMVMVIWIAPMTNGHDHASHVPGGRPGAHPSHGAHPAHGAHP
SHGAHPSHGAHPSHGAHPSHGALPSHGGQVPHSGWGHGRATFYGDINGGETQQGAC
GYGDLHKQGYGLETAALSTALFNNGSRCGACYEIMCEHAPQWCLPGSIKITATNFCP
PDFTKPNDNWCNPPQKHFDLSQPMFLKIAKYKAGVVPVKFRRVPCAKIGGVKFEIKG
NPHFLMILPYNVGGAGAVRAMQIKGTRTQWIAMKKNWGQIWSTGVVLTGQCLSFR
LTTSDGVMKEFIDVTPPDWKCNGQSFDGKVNF

CDS (coding sequence)
>AtEXPA-31

ATGGAACTCTTAAAAAGAAAATTATATGCAAAAATTTTGATGATGGTAATGGTGA
TATGGATTGCACCTATGACTAACGGTCATGATCATGCAAGCCACGTACCCGGTGG
AAGACCCGGTGCCCACCCATCCCATGGCGCCCACCCAGCCCATGGCGCCCACCCA
TCCCATGGTGCTCACCCATCCCATGGTGCCCACCCATCCCATGGTGCTCACCCATC
CCATGGCGCCCTCCCATCCCATGGTGGCCAAGTGCCGCATTCTGGTTGGGGTCAT
GGCCGTGCCACATTCTACGGTGACATCAATGGTGGAGAAACTCAACAGGGAGCTT
GTGGATATGGTGATCTACACAAACAAGGATATGGTCTAGAGACCGCAGCACTAA
GCACCGCACTATTTAACAACGGCTCAAGGTGTGGGGCTTGTTACGAGATCATGTG
CGAACACGCTCCACAATGGTGTTTGCCAGGTTCCATCAAGATCACAGCTACAAAC
TTCTGTCCACCAGATTTTACCAAGCCCAATGACAATTGGTGCAACCCGCCACAAA
AACACTTTGATCTCTCGCAACCAATGTTCCTCAAAATAGCTAAATACAAAGCCGG
GGTTGTCCCGGTTAAATTTAGACGTGTTCCTTGTGCGAAAATCGGAGGTGTCAAG
TTTGAAATCAAGGGAAATCCTCATTTCTTAATGATCTTACCGTACAATGTAGGAG
GAGCTGGAGCTGTTAGGGCTATGCAAATTAAGGGAACAAGGACCCAGTGGATTG
CGATGAAGAAGAATTGGGGACAGATTTGGAGCACTGGTGTTGTGTTGACCGGAC
AATGTTTATCGTTTAGGCTTACCACAAGTGATGGAGTTATGAAAGAGTTTATTGA
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TGTTACACCGCCGGACTGGAAATGTAATGGACAGAGTTTTGATGGAAAGGTTAAT
TTTTAG

Nucleotide
>AtEXPA-31

AATCAATAAGATTAGTAAGATTTAATATAAAAGAGATAAAGTCATGGAACTCTTA
AAAAGAAAATTATATGCAAAAATTTTGATGATGGTAATGGTGATATGGATTGCAC
CTATGACTAACGGTCATGATCATGCAAGCCACGTACCCGGTGGAAGACCCGGTGC
CCACCCATCCCATGGCGCCCACCCAGCCCATGGCGCCCACCCATCCCATGGTGCT
CACCCATCCCATGGTGCCCACCCATCCCATGGTGCTCACCCATCCCATGGLCGCCCT
CCCATCCCATGGTGGCCAAGTGCCGCATTCTGGTTGGGGTCATGGCCGTGCCACA
TTCTACGGTGACATCAATGGTGGAGAAACTCAACGTAAGCAGCTAAATATATACT
TAATATATAATTCAACAATCTCGAGACCTGTAAAAATGTTAAGATTGTTTTAGAC
GTATACAAAAGCCAACATGACGACGTAGTATACTCGTGAATCTTTGACCACTAAA
CTAATATTGTTTGCTTATGCATTTACATAAGTAACCATAAAGTTTAGAAAAGTTAT
TGACAGAAACGAACTTATAATAATTATAATTTGCAAACGCGAAAGTAAACACGT
GCATGCAAAAGAAAAATAACGAAGCCAAATAATTAGTTTTTTTTTTACACATAAT
TTGTTTTGTTTTTGAAAGTAGTACATACTTTCTTTTTCTATTTGATAGAGGGAGCTT
GTGGATATGGTGATCTACACAAACAAGGATATGGTCTAGAGACCGCAGCACTAA
GCACCGCACTATTTAACAACGGCTCAAGGTGTGGGGCTTGTTACGAGATCATGTG
CGAACACGCTCCACAATGGTGTTTGCCAGGTTCCATCAAGATCACAGCTACAAAC
TTCTGTCCACCAGATTTTACCAAGCCCAATGACAATTGGTGCAACCCGCCACAAA
AACACTTTGATCTCTCGCAACCAATGTTCCTCAAAATAGCTAAATACAAAGCCGG
GGTTGTCCCGGTTAAATTTAGACGTGTTCCTTGTGCGAAAATCGGAGGTGTCAAG
TTTGAAATCAAGGGAAATCCTCATTTCTTAATGATCTTACCGTACAATGTAGGAG
GAGCTGGAGCTGTTAGGGCTATGCAAATTAAGGGAACAAGGACCCAGTGGATTG
CGATGAAGAAGAATTGGGGACAGATTTGGAGCACTGGTGTTGTGTTGACCGGAC
AATGTTTATCGTTTAGGCTTACCACAAGTGATGGAGTTATGAAAGAGTTTATTGA
TGTTACACCGCCGGACTGGAAATGTAATGGACAGAGTTTTGATGGAAAGGTTAAT
TTTTAGAAAATGAATTTGAGTTTTGTTAGTTAATACTTGCAAGTAACTAAGAAGA
GAGGGTTACTGGTAGGTCAATTAATTTGTAATATAAAAATATTTGTTGTTATTGGT
TAACGAATTCCTGTTTTGAATTCTTGCTAAATATAATTGGTTTGATGATTTTGTAA
CTCTACTCAAACTTCTTTCTGATATTCTATGTACAATAAGTGTAACAAAGACTGCA
AACTGGAGTTAATAACATTCAAAACTTTTAG




