IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.E01626

Gene Model: Eucgr.E01626.1.p
Description: EgrEXPB-02
Family: Beta Expansin

3D structure:

GENOME DATABASES

Phytozome: https://phytozome-next.jgi.doe.gov/info/Egrandis_v2 0
KEGG: https://www.genome.jp/entry/T03547

EXTERNAL RESOURCES

https://eucgenie.org/
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq. MEEKISF ARGT OGYGNGYODALFPSIVST GOPSLFKAGRGOGACYE VKT ENAAC SGNPYTWY T TOEC PAMANLGKANELRNAGY L TQWCRVE ONFPGYKA TRFHVD SGENPNPNY FRAL TEVE DGOGKLGAVNLKDALHED SULPMIHL WGAVWKLDGAGOL RALFS TKLT SLOSGKTLYANNY IPTGUCPGO TYRS VWY vk
Superfanilie: OPBE_R1ph_EXP_N-1ike superfamily

PLNO3023
List of domain hits e

Name Accession Description Interval E-value
[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barrel fold of RIpA, N-terminal domain of expansins, and similar domains; The 10-95 1.12e-42
[+] PLN03023 super family Expansin-like B1; Provisional 9-201 1.28e-25

>EgrEXPB-02

MSEKQSFARGTCGYGNGVDQALFPSMVSTGGPSLFKAGKGCGACYEVKCTENAACS
GNPVTVVITDECPAMANLGKANELRNAGVLQIQWQRVECNFPGVKATFHVDSGSNP
NPNYFAALIEYEDGDGKLGAVNLKQALHSDSWLPMQHLWGAVWKLDGAGQLRAL

FSIKLTSLDSGKTLVANNVIPTGWQPGQTYRSVVNYAV*

CDS (coding sequence)
>EgQrEXPB-02

ATGAGTGAGAAACAATCGTTTGCTCGTGGTACATGTGGGTATGGGAATGGGGTCG
ACCAAGCTCTGTTCCCTTCAATGGTGTCCACAGGAGGGCCTTCTCTTTTCAAAGCC
GGGAAAGGATGTGGAGCTTGTTACGAGGTGAAATGCACCGAAAATGCGGCTTGC
TCCGGGAACCCGGTGACGGTCGTTATAACTGATGAATGCCCTGCCATGGCGAACC
TCGGCAAGGCCAATGAACTTCGCAATGCCGGGGTGCTGCAGATTCAATGGCAAA
GAGTAGAGTGCAATTTCCCTGGCGTGAAGGCGACCTTCCACGTGGACTCCGGCTC
CAACCCCAACCCCAACTATTTCGCTGCGCTAATTGAGTACGAGGACGGGGACGGT
AAGCTTGGCGCCGTCAACCTGAAGCAGGCTCTACACTCTGACTCTTGGCTTCCGA
TGCAACATTTGTGGGGTGCGGTTTGGAAGTTGGACGGCGCGGGCCAGCTTCGCGC
CCTGTTCTCAATCAAGCTCACCTCTCTCGACTCCGGCAAGACTCTGGTTGCCAACA
ACGTGATCCCCACCGGGTGGCAGCCCGGACAGACATACCGATCAGTCGTCAACTA
TGCTGTCTGA

Nucleotide
>EgrEXPB-02

ATGAGTGAGAAACAATCGTTTGCTCGTAAGTCATGAATGATCGATTTTGGTCCCT
TAATTAGGGCTCAAAATGGTAATTCGCATTTTGACTCGATAAGTCGCAAAATTGA
ATGTGTAGGGCGGATTTAAAATAGTTCATAAACCAAATGTCGAAGAAAGAACTA
TACCTAATTATGACTAACATAAAAGTAATTTTATTTTTGATTGATTTAGAACCTAA
AACTGAAAAATTCAAAAATTAAGGTTCTTAATTGAATTTTATAAAATTTTTGATA
GAAAGGTTAGATTGGCATTAAAAGAAATGTATTTATACATTTTTGATTTTTTGGTC
AAAGGTTTAACCAAAAGTCAACTATTTTGTTGATTTTTCCTAAAATGTTGATTTTT
TGGTTAAATCTTTGAATTTTTGAGAAATTGAGAGTAAAATTAAGGCGAAATAGAA
TCTTTTTGGATAAAAAGTTAATTTTTGACCCGAGATTGACTTTTAGTCAAAGAGTT
GAGCAAAAAGTCAACCGTTTGGCCTTTCAGATTTTTCTTGAAAATGAATTAGAAA




TTGTTTAAAAATGACAATGCAAAAGAAAGAAGCTAGAAACGTCACTTTTTAGCCA
AGAAATTGGTGCTCCATCACGATCGGAATCCCAAATCTCGATTTTTACCTTTAATG
ACGCGTCGACTAAAAATCATGTGTTAACAATACATAAATTATATATATATATATA
TATAGATATATATATATATATATATTATATGCTTTGTATTATATTTTGTACGTAGG
TGGTACATGTGGGTATGGGAATGGGGTCGACCAAGCTCTGTTCCCTTCAATGGTG
TCCACAGGAGGGCCTTCTCTTTTCAAAGCCGGGAAAGGATGTGGAGCTTGTTACG
AGGTTTCTCTCTTGCTAGAAAAGTGTCTCTCGATTTAACTTTATATTCGACGTCAT
CGGAGAAATTTTGCCACGGAGAAAGTTAATATATGTTCACGAGATACGCTTTTCC
TAAATTAATAATCGCGGAATAAAAGTCATGAAAACATCTACTGCAGCAAGCTTTC
TAGACTCCCAGTAAAAGTAGTTTGAATTCTTTGTATTTAAACAGATTATTTGACTC
GGTGCATATTGTCCTATTCAAACATATTATTAAGTAGTAGTTAGGAAGTGCAGTC
TTTTGAGCTCTTGTTGATTAAATTTCAGGTGAAATGCACCGAAAATGCGGCTTGCT
CCGGGAACCCGGTGACGGTCGTTATAACTGATGAATGCCCTGGTGGCTCCACGAG
TCGCTGAATCTGCTCACTTCGATTTGAGGGGCACGGCTTTTGGAGCCATGGCGAA
CCTCGGCAAGGCCAATGAACTTCGCAATGCCGGGGTGCTGCAGATTCAATGGCAA
AGGTTCGTACAATTGATCATTTCTCTATGGATCCCTTCGAGTGAATTCCAATTTTA
ACAGGCGCAAAGGGAAAAAAGAAAGATAAAACGGATTGAAAAGTGCTTTAAATT
AACAAGAAACTTTGGTTTCACCAGATTTATACTAATCAGCAAATAGTCTAACTTG
CTTATTAAAAGTCTTTTTATTTATTTTTTTATTTTTTGGTCGATTATTAAAAATCTA
TTTGTGTGCACGTATTTTCAATGCCAAGCAGAGTAGAGTGCAATTTCCCTGGCGT
GAAGGCGACCTTCCACGTGGACTCCGGCTCCAACCCCAACCCCAACTATTTCGCT
GCGCTAATTGAGTACGAGGACGGGGACGGTAAGCTTGGCGCCGTCAACCTGAAG
CAGGCTCTACACTCTGACTCTTGGCTTCCGATGCAACATTTGTGGGGTGCGGTTTG
GAAGTTGGACGGCGCGGGCCAGCTTCGCGCCCTGTTCTCAATCAAGCTCACCTCT
CTCGACTCCGGCAAGACTCTGGTTGCCAACAACGTGATCCCCACCGGGTGGCAGC
CCGGACAGACATACCGATCAGTCGTCAACTATGCTGTCTGA






