IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.J02048

Gene Model: Eucgr.J02048.1.p
Description: EgrEXPA-23
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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DOMAIN ARCHITECTURE

Query seq,
Superfanilies PLN0O00OS0O

[] PLN00050 s:‘c‘e"“i:m y lf‘{“l“"l expansin A, Provisional — Ir;:fzravrl E.zvvu.:::zo
SEQUENCES

Peptide

>EQrEXPA-23

MAAARVMALALAFLGVALSATRMAEARIPGIYTGGPWQSAHATFYGGADASGTMG
GACGYGNLYSQGYGVNTAALSTALFNNGFSCGACFEIKCANDPQWCHSGSSSIFVTA
TNFCPPNYAQPSDNGGWCNPPRPHFDLAMPMFLKIAEYRAGIVPVAYRRVPCRKRG
GIRFTINGFRYFNLVLISNVAGAGDIVRVSVKGSRTGWMSMSRNWGQNWQSNSVLV
GQSLSFRVTGSDRRTSTSWNIVPAGWQFGQTFTGKNFRV*

CDS (coding sequence)
>EgrEXPA-23

ATGGCTGCAGCAAGAGTGATGGCTCTGGCTCTTGCATTTCTCGGTGTCGCCCTGTC
CGCAACACGGATGGCTGAAGCAAGAATACCGGGCATCTACACTGGAGGGCCGTG
GCAGAGTGCTCACGCCACCTTCTACGGTGGCGCTGACGCCTCCGGCACTATGGGT
GGAGCCTGCGGCTACGGCAACCTCTACAGCCAGGGCTACGGCGTGAACACCGCC
GCGCTGAGCACCGCGCTGTTCAACAACGGGTTCAGCTGCGGCGCGTGCTTCGAGA
TCAAGTGCGCCAACGACCCGCAGTGGTGCCACTCGGGCAGCTCCTCCATATTCGT
CACAGCCACCAACTTCTGCCCCCCGAACTACGCGCAGCCCAGCGACAACGGLGG
GTGGTGCAACCCTCCCCGCCCCCACTTCGACCTCGCCATGCCCATGTTCCTCAAGA
TCGCCGAGTACCGTGCCGGGATCGTCCCCGTCGCGTACCGCAGGGTGCCCTGCCG
GAAGCGGGGCGGCATCAGGTTCACGATCAACGGCTTCCGGTACTTCAACCTGGTG
CTGATCTCCAACGTGGCGGGCGCGGGGGACATCGTGAGGGTGAGCGTCAAGGGC
TCGCGCACGGGATGGATGAGCATGAGCCGCAACTGGGGCCAGAACTGGCAGTCC
AACTCCGTCCTCGTCGGCCAGTCGCTATCGTTCCGGGTCACGGGCAGCGACCGCC
GCACCTCCACCTCCTGGAACATCGTCCCCGCCGGCTGGCAGTTCGGCCAGACCTT
CACCGGCAAGAACTTCAGGGTTTGA

Nucleotide
>EQrEXPA-23

ATCGCCAAACACACACCCCTCTCTCTCTCCCCCTCTCCCTCTCTCTCTCTCTCTCTC
TCTCTCCAAGTCCAGCTTCACTAGCAGCTTAGAGCAGAGACAATGGCTGCAGCAA
GAGTGATGGCTCTGGCTCTTGCATTTCTCGGTGTCGCCCTGTCCGCAACACGGATG
GCTGAAGCAAGAATACCGGGCATCTACACTGGAGGGCCGTGGCAGAGTGCTCAC
GCCACCTTCTACGGTGGCGCTGACGCCTCCGGCACTATGGGTACTTCCTTCATTTT
CTGCTCTTTCAACACTTCTTCTACTCTTGTGCCTACGAAACATGCACCTAGTTTGG
TCTCATTCCCCTGTTTTCACCCACTAGTGCCCACTGCCCATGCTTACCTCTCACAC



AACAAGCAGAGCCCGCTTCCCACAATTCCAACCTTCACAAAAGAATTAGCCAATC
TCGTCGAGAAAATGTTAAATGGCTGTAGCTAATTAACTTACTGTCGCTTTCATGA
AGAAAAGTATTGACCAAGGAACTTGCTAACAGTACAGATTCCAGGAACTTTAACT
AGTGGCCGCCTGCTTGTATCTTTCATGACATAGCATGATGACCCTCATCCAAATCC
AAGTTCGCGTTCGAATCTCTTCATTTACCATCGAATCTCCTCACCAATGTACATGA
TATCCACAAACACGTCACAAACTGCAGAGTCACATACTTCAAACGGAATCTGATA
CTTGTACTGACCTTCTCCTTTACCAATTCATAGGTGGAGCCTGCGGCTACGGCAAC
CTCTACAGCCAGGGCTACGGCGTGAACACCGCCGCGCTGAGCACCGCGCTGTTCA
ACAACGGGTTCAGCTGCGGCGCGTGCTTCGAGATCAAGTGCGCCAACGACCCGC
AGTGGTGCCACTCGGGCAGCTCCTCCATATTCGTCACAGCCACCAACTTCTGCCC
CCCGAACTACGCGCAGCCCAGCGACAACGGCGGGTGGTGCAACCCTCCCCG L
CCACTTCGACCTCGCCATGCCCATGTTCCTCAAGATCGCCGAGTACCGTGCCGGG
ATCGTCCCCGTCGCGTACCGCAGGTAAAGGTCCCATTTTTGAACACGATTCCCCC
CCTTCTCCACGACTCTTTCGAATATAGCTACAATTTCACGGCTCGAATGTCGGAAG
ATGCATACCCTCTTTTCCATTTTATCTCTGTAGATGGTCTTGGGAATAGTGACAGA
GATTATGCGTACAAAAAACAGTTTAACTGTCGAGACAGAAATCGAGCATTGAAT
AGTCTAAGCTGCTAAAACAGAGCGATTGGGTTAGATTCCATTATGTGGGCCTTCC
TCGTATTCCCTTTCCTTGTCAGACCATCGGGAGGAATCTCTATATTTCCACATTAA
CGGTCGATCCTAACCGTCGTCCCTCCTGCGTCGTCGTTTCGATACTCTCCGATGAG
GTCGCTTTCGCCTGCTCATTTTCCCGACTCGAGCTTGAGCCCATCTGAAAATTTCA
ACTTTCTCGCCCTGCCGTTTTCAGGGTGCCCTGCCGGAAGCGGGGCGGCATCAGG
TTCACGATCAACGGCTTCCGGTACTTCAACCTGGTGCTGATCTCCAACGTGGCGG
GCGCGGGGGACATCGTGAGGGTGAGCGTCAAGGGCTCGCGCACGGGATGGATGA
GCATGAGCCGCAACTGGGGCCAGAACTGGCAGTCCAACTCCGTCCTCGTCGGCCA
GTCGCTATCGTTCCGGGTCACGGGCAGCGACCGCCGCACCTCCACCTCCTGGAAC
ATCGTCCCCGCCGGCTGGCAGTTCGGCCAGACCTTCACCGGCAAGAACTTCAGGG
TTTGACTCCGGCGTTGACCGGGGGCTCATTTTATCAAGATTTTTATTTAAGGGATA
CAACATCAGGGTCCGAGACTGATGGTTTACTGATTATTGTAAGGCGAGTGAGGTA
TAGAAATGTAGCTGAAGCGGCCGCACGAACGCATTGTAGCCCGCAGCTTATGATA
GTGATATAGGGTGTGATATATTTATACTTTCGATATGGGTGTGTACGTCTCAACGA
CCCTATTATAATCATATGATTTGAGAAAATTTGTGTTTTGGTGGTCTACATTTGGA
ATTTGGAATGGTGTTTATCTTGCTTAAGATTGAAGGTTGGACTAGCTTAAAAATTG
TATTTTAGTTGACTGAAAATTGG






