IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.A00721

Gene Model: Eucgr.A00721.1.p
Description: EgrEXPA-01
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/



https://phytozome-next.jgi.doe.gov/info/Egrandis_v2_0
https://www.genome.jp/entry/T03547
https://eucgenie.org/

GENE STRUCTURE

EgrEXPA-01 —
-

| 1 1 L 1 L 1
Obp 2y 300p G00bp 8(0bp 000D 130000

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

250 287
1 ]

Query seq,

Superfanilies PLNO00S50

+ Name Accession Description Interval E-value
[+] PLN00050 super family 535 expansin A: Provisional 22-256 7.94e-123
SEQUENCES

Peptide

>EgrEXPA-01

MRTPSAIPSLPLLSLLFIMHAALFRSVAGNYGPWQSAHATFYGGHDASGTMGGACGY
GNLYSQGYGTQTAALSTALFNSGLSCGSCYELRCSGDPKWCLPHAIMVTATNFCPPN
YALAGDNGGWCNPPRAHFDLAEPAFLQIAQYRAGIVPVSFRRVPCVKKGGMRFTING
HSYFNLVLVTNVAGAGDVRSVSIKGSRTGWMPMSRNWGQNWQSNSYLNGQSLSFT
VTASNGRTLTTYNVVPAGWQFGQTFEGDQF*

CDS (coding sequence)
>EgrEXPA-01

ATGAGAACTCCTAGTGCTATTCCAAGCTTGCCACTACTCTCTCTCTTGTTCATCAT
GCATGCTGCGCTCTTTCGGAGCGTCGCCGGCAACTACGGCCCCTGGCAGAGTGCC
CACGCGACGTTCTACGGCGGCCATGATGCATCCGGCACGATGGGAGGAGCGTGC
GGCTACGGCAACTTGTACAGCCAGGGCTACGGGACCCAAACGGCGGCTCTGAGC
ACCGCTCTGTTCAACAGCGGCTTGAGCTGTGGGTCGTGCTACGAGCTCCGATGCA
GCGGCGACCCGAAATGGTGCCTCCCCCACGCGATCATGGTGACCGCCACCAACTT
CTGCCCCCCTAACTACGCGTTGGCCGGCGACAACGGAGGGTGGTGCAACCCTCCT
CGCGCGCACTTCGACTTGGCCGAGCCCGCGTTCTTGCAGATCGCCCAGTACCGGG
CCGGGATTGTTCCCGTGAGCTTCAGGAGGGTCCCCTGTGTGAAGAAAGGAGGCAT
GAGGTTCACGATCAATGGCCATTCATACTTCAACCTGGTGCTGGTCACCAATGTG
GCTGGTGCAGGGGATGTCCGATCGGTGTCCATCAAGGGTTCAAGGACTGGGTGG
ATGCCAATGTCAAGGAACTGGGGCCAGAATTGGCAGAGCAATTCGTACCTGAAC
GGCCAGAGCCTCTCCTTCACGGTCACCGCCAGCAACGGCCGGACCCTCACGACCT
ACAACGTTGTCCCGGCAGGTTGGCAGTTCGGACAGACTTTCGAAGGCGACCAGTT
TTAG

Nucleotide
>EgrEXPA-01

CCTCCTCCTCCTCCCTCTCTTTTTGTCTACAGTAGAAAATGAGAACTCCTAGTGCT

ATTCCAAGCTTGCCACTACTCTCTCTCTTGTTCATCATGCATGCTGCGCTCTTTCGG
AGCGTCGCCGGCAACTACGGCCCCTGGCAGAGTGCCCACGCGACGTTCTACGGCG
GCCATGATGCATCCGGCACGATGGGTAAGTTAGAACGTGGCGAGAATTTTCATAT
ATACAGTCGAACCGGCTAGACATTGTCTTTGGCATCACATATTGGCATGAGAAAA



TAGCATAGAAGATGAGTGTCTTTTCCTCTGTTGCAGGAGGAGCGTGCGGCTACGG
CAACTTGTACAGCCAGGGCTACGGGACCCAAACGGCGGCTCTGAGCACCGCTCTG
TTCAACAGCGGCTTGAGCTGTGGGTCGTGCTACGAGCTCCGATGCAGCGGCGACC
CGAAATGGTGCCTCCCCCACGCGATCATGGTGACCGCCACCAACTTCTGCCCCCC
TAACTACGCGTTGGCCGGCGACAACGGAGGGTGGTGCAACCCTCCTCGCGCGCAC
TTCGACTTGGCCGAGCCCGCGTTCTTGCAGATCGCCCAGTACCGGGCCGGGATTG
TTCCCGTGAGCTTCAGGAGGTAAATTACATGACTCAAAACTAACGATCGAGCTTG
AGCTTGCCCGTTTCCGATGCGCTAACCATCGTCGGCTGCATTGCGCCGTGCCATTG
TGACAGGGTCCCCTGTGTGAAGAAAGGAGGCATGAGGTTCACGATCAATGGCCA
TTCATACTTCAACCTGGTGCTGGTCACCAATGTGGCTGGTGCAGGGGATGTCCGA
TCGGTGTCCATCAAGGGTTCAAGGACTGGGTGGATGCCAATGTCAAGGAACTGG
GGCCAGAATTGGCAGAGCAATTCGTACCTGAACGGCCAGAGCCTCTCCTTCACGG
TCACCGCCAGCAACGGCCGGACCCTCACGACCTACAACGTTGTCCCGGCAGGTTG
GCAGTTCGGACAGACTTTCGAAGGCGACCAGTTTTAGGTGAATGAAAATGATCTA
TCCGAGGAGGGCGTAGATCGATGTATAACACATAAACATGTATCCCTAGTTCATA
TATGAGACGAGGCTTATAAATGTACAATCCTGGAATCTACCTCAAAAAGGAAATG
GAAAAACCAGTCATTAAAAGTATTATCGCTTGTGTGTTCCTTTTTTATGTACTTAC
AAAACTGAATGCTTAGAAAGTTGCCTTGATCAGGC





