IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.G02938

Gene Model: Eucgr.G02938.1.p
Description: EgrEXPA-18
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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SEQUENCES
Peptide
>EgrEXPA-18

MASVSRVVGLVSLILFSTLAEARIPGVYTGGPWQSAHATFYGGSDASGTMGGACGY
GNLYSQGYGVNTAALSTALFNNGFSCGACFEIKCANEPQWCHSGSPSILVTATNFCPP
NYALPNDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVSYRRVPCRKQGGIRFTIN
GFRYFNLVLVTNVAGAGDINKLWVKGSKTGWMSMSRNWGQNWQSNSVLAGQSLS
FRVTAGDRRTSTSWNIVPSNWQFGQTFTGKNFRV*

CDS (coding sequence)
>EQrEXPA-18

ATGGCTAGTGTTTCCCGTGTGGTTGGCCTTGTCTCTCTGATACTGTTTTCGACGCT
GGCCGAGGCCAGAATCCCGGGTGTCTACACCGGCGGTCCGTGGCAGAGTGCCCA
TGCCACATTTTATGGTGGCAGCGACGCATCCGGGACTATGGGTGGCGCGTGCGGG
TACGGCAACCTGTACAGCCAGGGCTACGGCGTCAACACCGCCGCGCTGAGCACG
GCGCTGTTCAACAACGGGTTCAGCTGCGGCGCGTGCTTCGAGATCAAGTGCGCGA
ACGAGCCCCAGTGGTGCCACTCCGGCAGCCCGTCCATCCTGGTGACGGCGACCAA
CTTTTGCCCCCCGAACTACGCCCTGCCCAACGACAACGGCGGGTGGTGCAACCCC
CCGCGGCCGCACTTCGATCTCGCCATGCCCATGTTCCTCAAAATCGCCGAGTACC
GCGCAGGGATCGTCCCCGTGTCCTACCGCCGCGTGCCGTGCCGCAAGCAAGGAG
GGATCAGGTTCACGATCAACGGGTTCAGGTACTTCAACCTGGTGCTGGTCACCAA
CGTGGCCGGCGCAGGGGACATCAACAAGCTGTGGGTGAAAGGGTCGAAGACCGG
GTGGATGAGCATGAGCCGCAACTGGGGCCAGAACTGGCAGTCCAACTCCGTCCTC
GCCGGCCAGTCCCTCTCCTTCCGGGTCACCGCCGGCGACCGCCGCACCTCCACCT
CCTGGAACATCGTCCCGTCCAATTGGCAGTTCGGCCAGACCTTCACCGGCAAGAA
CTTCAGGGTCTAG

Nucleotide
>EgrEXPA-18

CTCACAAGTCACGCACACCCCCCACCACAACTGCTCTAACAGCTCCTCCACTTCCT
TTCCGTTTCCTGATACTGACTCTAGGAGGAGCCAAGCCCATGGCTAGTGTTTCCCG
TGTGGTTGGCCTTGTCTCTCTGATACTGTTTTCGACGCTGGCCGAGGCCAGAATCC
CGGGTGTCTACACCGGCGGTCCGTGGCAGAGTGCCCATGCCACATTTTATGGTGG
CAGCGACGCATCCGGGACTATGGGTACTATAATTGGCTCAGTCCTGATTCTTCAA
AATCTTGTCGTCTTTCAATCTTGGTTATCATGAGTTTCTTCACTTTCCGTTCCGTTC
AGCAAAATCTCTGGTTGACCTGAGAGAACTTTTCAAAATGATGTCCCTCATCTGC



ATTTTTTTCCCGCTTCACCATAGTGAACACATGATCTCTCGAACTGCATTTCCCAG
GACAGTTAGGATCACAACCCTCAATTTCAAGCTACATTCCACGAAACTGCTTTGG
CAGAGTGCATCTTAACAAGAAGCCGACTTTACCACTTGGACTTCCTTCCCATTTTC
CCAAACACCTAGCAAGCATTGTTGTGTTCTTGGCGATCCGCTATTCAGATGTCAG
ACCCTAATTTGAAATCAAGCACATTATTCTGTTTTGGACCAAATCTGGTTTTACTA
TTACTCCAGGAAACATCAAGAACCTGAGTTTTCCATTTTAACACTTGCTCTCACAC
GCACTTCATCAAACACCTCGCACACAGCAAACGCATTTACGAAAAACAGTCGCTC
ACCCGCTTTTTCCCTGACTCTTCGCAGGTGGCGCGTGCGGGTACGGCAACCTGTA
CAGCCAGGGCTACGGCGTCAACACCGCCGCGCTGAGCACGGCGCTGTTCAACAA
CGGGTTCAGCTGCGGCGCGTGCTTCGAGATCAAGTGCGCGAACGAGCCCCAGTG
GTGCCACTCCGGCAGCCCGTCCATCCTGGTGACGGCGACCAACTTTTGCCCCCCG
AACTACGCCCTGCCCAACGACAACGGCGGGTGGTGCAACCCCLCLCGLCGGLCGCAC
TTCGATCTCGCCATGCCCATGTTCCTCAAAATCGCCGAGTACCGCGCAGGGATCG
TCCCCGTGTCCTACCGCCGGTGAGTCGGTGACCGAGCGGCTCGCTTTTCCCGCATT
TTCTGGGTCAAAATCTGTTAATGGGCCTCGAATTCTTCATGGGCTTTTCTTGAACT
TCGGGTCATCCGAGATTTTCGTTCCACGTGGGACCGCATGGTCAATTTTAGTGACT
TACGGTCGTCTTTCTTGAATTTGCCAATGAACATATTAACTCAAGTTGTCCGATTT
GTTATGTCGGCAGCGTGCCGTGCCGCAAGCAAGGAGGGATCAGGTTCACGATCA
ACGGGTTCAGGTACTTCAACCTGGTGCTGGTCACCAACGTGGCCGGCGCAGGGGA
CATCAACAAGCTGTGGGTGAAAGGGTCGAAGACCGGGTGGATGAGCATGAGCCG
CAACTGGGGCCAGAACTGGCAGTCCAACTCCGTCCTCGCCGGCCAGTCCCTCTCC
TTCCGGGTCACCGCCGGCGACCGCCGCACCTCCACCTCCTGGAACATCGTCCCGT
CCAATTGGCAGTTCGGCCAGACCTTCACCGGCAAGAACTTCAGGGTCTAGCCTCA
CTCCCAACCAAAAAAAAAAAAAAAAAAGAAAGCTCGGCCTCTCGGCGGGCAAAC
CTAAAATTACCAACTTGATTATACTTTTATCTCTCTTTTTTAATGACTTTCTTTTTA
TTTTCTTGGAAAGCGGATGATTGAGAGAGAGAGAGAGAAAATGGAAGTGTGAGA
ATATATGAGAGAAAGTGGGGGGGTATAGTTTGTGTGGCTGTTTGTGTTTTGCGTC
CGGGGTGGGGGAGAAACACTTTTTTGACTCTTGGGGACTAGGAGGGAGAAGGGG
AATCCTATAAACCGAAAAGAAAGAAAAGAAAGCGTTTGATGTCGGGAGCTGAAG
TGGCTTCGGAGGACGTATAATCGCCCGCAGCTTTGTTCCATTTAATGGACGTTCAC
ATTTGATTAATGTTGATGTTATATATATGTGATGATGATCATACTTTGTGTCCTCG
AAATCTCACTCTGCTCTTTCTCTTACGTCCTCTGCTTTTTGTTCGATTTTGTTCTCG
CTCTTTTGCCCCGCTTTCGATAAAGGTAGATCTGCGATGGGACATTGAGAAATTA
TCGTGTCCCTCCTTCATTTCCAACTTTCTTGATTGCCCC






