IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.A00988

Gene Model: Eucgr.A00988.1.p
Description: EgrEXPA-04
Family: Alpha 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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GENE STRUCTURE

EgrEXPA-04

| 1 1 1 1 1 1
Obp 3y 300bp G0bp R00DD 10006p 1 3000p

Legend:
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DOMAIN ARCHITECTURE
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..............................................

Query seq, MGIKTAVMSTALFNDSKSCSGCYQIVCOAIQVHIWCLRGTS I TMPP I SARQTMLAPMTMADDLAKYRAGI VP IL YRKVGCRRDGG IRL TFNSROHFELFL ISNVGGAGE I SNVS TKGSKMNEWET I SRNWEANWQSL SYLNGOSLSFRLEASNGRT I TALNVAPSOWKF GOSFSSSTOF ¥
Superfanilies PLN00193

Name Accession Description Interval E-value
[+] PLN00193 super family 3342 expansin-A; Provisional 2-179 7.06e-65
SEQUENCES
Peptide

>EgrEXPA-04

MGIKTAVMSTALFNDSKSCSGCYQIVCDAIQVHQWCLRGTSITMPPISARQTMLAPM
TMADDLAKYRAGIVPILYRKVGCRRDGGIRLTFNSRDHFELFLISNVGGAGEISNVSIK
GSKMNEWETISRNWEANWQSLSYLNGQSLSFRLEASNGRTITALNVAPSDWKFGQSF
SSSTQF*

CDS (coding sequence)
>EgrEXPA-04

ATGGGAATCAAGACGGCGGTGATGAGTACGGCTCTGTTCAATGACAGCAAGTCG
TGCAGCGGATGTTATCAGATAGTCTGTGATGCCATACAGGTTCATCAGTGGTGTC
TCAGGGGCACTTCTATAACCATGCCACCAATTTCTGCCCGCCAAACTATGCTCGC
CCCAATGACAATGGCGGATGACCTTGCCAAGTACAGGGCCGGAATTGTTCCAATT
TTGTACAGGAAGGTTGGATGCAGGAGAGATGGAGGTATAAGGTTGACATTCAAC
AGTAGGGACCACTTCGAGCTCTTCCTCATATCCAATGTAGGGGGAGCCGGTGAAA
TCTCGAACGTATCGATCAAAGGGTCCAAGATGAACGAGTGGGAAACCATATCGA
GAAACTGGGAGGCGAACTGGCAAAGCCTCAGCTATCTCAACGGCCAGAGCCTGT
CCTTCAGACTCGAGGCCAGCAATGGCCGAACCATCACAGCCCTTAACGTGGCACC
TTCAGATTGGAAGTTTGGCCAGTCCTTCTCCAGCAGCACCCAATTTTAA

Nucleotide
>EgrEXPA-04

ATGGGAATCAAGACGGCGGTGATGAGTACGGCTCTGTTCAATGACAGCAAGTCG
TGCAGCGGATGTTATCAGATAGTCTGTGATGCCATACAGGTTCATCAGTGGTGTC
TCAGGGGCACTTCTATAACCATGCCACCAATTTCTGCCCGCCAAACTATGCTCGC
CCCAATGACAATGGCGGATGGTGCAATCCCCCAAGGCCTCACTTGGACATGTCTC
AACCTGCATTTGAGACCTTGCCTGGACATGTCTCAACCTGCATTTGAGACCTTGCC
AAGTACAGGGCCGGAATTGTTCCAATTTTGTACAGGAAGTGTGTCCTATTCTTGT
GCACTCGTACAGTTTCTCGGTCTTTTCTGAAGTTAGTTTGCCTAGTTTGCAACATG
ATTCGAGAAAATTTATTAACCGGGTTTTCCCGGGCCATAGTGCTAGACGAGAAAT
TCCAGTGAAACCAGACTAAGCCGATCATTTCCATATGTTTTTTCTGGCTTCTGAGT
ATATTTCAAATTGCAAGTTGGGTTACTTAAATATAGAACCTTCTTCTGCATTTGGC
CTGCTGAATCCCATTTAGTCTTCTTAACTGGACAAGGATATGTAGACTGGAGACT
CCCAACCTCTAGTTTTGGCTCAAATTTGGCCCTAAGAAAATCCGTTAAAACTTGCT
TAACCAGATTATACTACATTACACTTGTACAAGAATAGTTACAGCCACAAAAACA



GGACGAAGAGAAAGGATTTCGATGAGATTAACATATTCTATTTCTCCCGTATCTT
TCATCAGGGTTGGATGCAGGAGAGATGGAGGTATAAGGTTGACATTCAACAGTA
GGGACCACTTCGAGCTCTTCCTCATATCCAATGTAGGGGGAGCCGGTGAAATCTC
GAACGTATCGATCAAAGGGTCCAAGATGAACGAGTGGGAAACCATATCGAGAAA
CTGGGAGGCGAACTGGCAAAGCCTCAGCTATCTCAACGGCCAGAGCCTGTCCTTC
AGACTCGAGGCCAGCAATGGCCGAACCATCACAGCCCTTAACGTGGCACCTTCAG
ATTGGAAGTTTGGCCAGTCCTTCTCCAGCAGCACCCAATTTTAAGAAGAAGGGTG
CAAATACTACTATTGATGCAGCCTCATCAATCAACTATAGAAAGGTTGTGCTTAT
CTCCCTTTGCCGTATGTATCTACACTTCATTTTACAATTGTATATATGGGGTTGTG
CCGAGTACCTTCAAGGACCAACCCGTGATGCAGAACTTTTTGAAGCTGGAGCTGT
TAGCTGATGTTCAAAGGTTCAAGAAAGCAAAAGAA





