IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.E03359

Gene Model: Eucgr.E03359.1.p
Description: EgrEXPA-10
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-10
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Query seq.
Superfanilies PLNO0O0OS50

PLN00050 s:’et’::mn "cc'.”mn expansin A: Provisional — I“;—‘;’J‘;M Eﬁl‘:‘-‘gs
SEQUENCES

Peptide

>EgrEXPA-10

MAVHEVFLILAMAVVVSAIDGTWYDARATFYGDMGGGETMQGACGYGDLIKQGY
GLATTALSTALFNEGLSCGACFEIYCSNAPKSCIPKAAPIIVTATNFCPPNYTKTKDIW
CNPPQKHFDLSMPMFTKIAYYKAGVIPVRYRRVLCSKRGGVKFEIKGNPNWTLVLIY
NVGGAGDVNAVSIKGSNTQWIAMTRNWGOQNWQTGTVLTGQSLSFQVTVSDGTKIEF
DNAVPAGWQFGQTYDGGKNF*

CDS (coding sequence)
>EgQrEXPA-10

ATGGCTGTTCACGAGGTCTTCCTCATATTAGCTATGGCGGTGGTAGTTTCTGCTAT
AGATGGTACTTGGTACGATGCGCGTGCGACTTTTTACGGTGACATGGGCGGTGGC
GAAACCATGCAGGGAGCTTGCGGATATGGAGATCTCATCAAACAAGGTTATGGA
CTAGCGACAACAGCACTAAGCACCGCCCTTTTCAACGAAGGACTTAGCTGCGGTG
CTTGTTTCGAGATCTACTGTAGCAACGCCCCCAAGTCGTGCATTCCCAAGGCTGCT
CCAATCATAGTCACGGCAACAAATTTTTGCCCTCCGAACTACACTAAGACGAAGG
ACATCTGGTGCAATCCTCCGCAAAAGCATTTCGACCTGTCTATGCCCATGTTCACC
AAGATCGCGTACTATAAGGCCGGCGTCATTCCTGTCCGCTATCGCCGCGTCTTGT
GTTCCAAGCGAGGAGGAGTCAAGTTCGAGATTAAAGGAAATCCGAACTGGACCC
TTGTGCTAATCTATAACGTCGGTGGCGCCGGCGACGTGAATGCAGTGAGCATCAA
GGGCTCGAACACGCAATGGATTGCTATGACTCGTAACTGGGGGCAAAACTGGCA
GACTGGAACTGTTTTGACGGGGCAGAGCTTGTCATTCCAAGTCACCGTGAGTGAC
GGGACGAAGATAGAATTTGATAATGCGGTGCCTGCAGGGTGGCAATTTGGGCAG
ACATATGATGGGGGAAAGAACTTCTAG

Nucleotide
>EQrEXPA-10

ATGGCTGTTCACGAGGTCTTCCTCATATTAGCTATGGCGGTGGTAGTTTCTGCTAT
AGATGGTACTTGGTACGATGCGCGTGCGACTTTTTACGGTGACATGGGCGGTGGC
GAAACCATGCGTAAGTAAAATCTCTTGGCAAGGAGAAAGAAAGGAGAGCCTTTT
CCTAATTTTATTATCCTTTTTTTGTACTCCTTTGCGGGGACCTTTAGGCAGATGGAT
GATTGAGCTATTTCATGTCACTGGTGTTTACTGATTTGTTTCTCGTTCATGGTCATT
GCCTGCAGAGGGAGCTTGCGGATATGGAGATCTCATCAAACAAGGTTATGGACT



AGCGACAACAGCACTAAGCACCGCCCTTTTCAACGAAGGACTTAGCTGCGGTGCT
TGTTTCGAGATCTACTGTAGCAACGCCCCCAAGTCGTGCATTCCCAAGGCTGCTC
CAATCATAGTCACGGCAACAAATTTTTGCCCTCCGAACTACACTAAGACGAAGGA
CATCTGGTGCAATCCTCCGCAAAAGCATTTCGACCTGTCTATGCCCATGTTCACCA
AGATCGCGTACTATAAGGCCGGCGTCATTCCTGTCCGCTATCGCCGCGTCTTGTGT
TCCAAGCGAGGAGGAGTCAAGTTCGAGATTAAAGGAAATCCGAACTGGACCCTT
GTGCTAATCTATAACGTCGGTGGCGCCGGCGACGTGAATGCAGTGAGCATCAAG
GGCTCGAACACGCAATGGATTGCTATGACTCGTAACTGGGGGCAAAACTGGCAG
ACTGGAACTGTTTTGACGGGGCAGAGCTTGTCATTCCAAGTCACCGTGAGTGACG
GGACGAAGATAGAATTTGATAATGCGGTGCCTGCAGGGTGGCAATTTGGGCAGA
CATATGATGGGGGAAAGAACTTCTAG





