IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.G03134

Gene Model: Eucgr.G03134.1.p
Description: EgrEXPA-19
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. GTNTAAL STAL FNOGL SCGSCYEMKCNDDPKUCLPGS I TVTATNFCPPNYALSNONGGWCNPPLOHF DMAE PAFLQ TAOYKAGI VP ISFRRYPCYKKGGVRF T INGHSYF NLVL ISNYAGAGD YHSY S TKG SKTGUQTHS RNWG ONWO SNSYL NGOSLSFQYTTSDS
Superfanilie:

LN00193
List of domain hits .

as Name Accession Description Interval E-value
[+] PLN00193 super family 42 expansin-A; Provisional 1-170 6.54e-100
SEQUENCES

Peptide

>EQrEXPA-19

SQGYGTNTAALSTALFNDGLSCGSCYEMKCNDDPKWCLPGSITVTATNFCPPNYALS
NDNGGWCNPPLQHFDMAEPAFLQIAQY KAGIVPISFRRVPCVKKGGVRFTINGHSYF
NLVLISNVAGAGDVHSVSIKGSKTGWQTMSRNWGQNWQSNSYLNGQSLSFQVTTSD
S*

CDS (coding sequence)
>EQrEXPA-19

ATGGCGGTCGCGGCGTTCTCGGCATTCTCTCTCCTCATGTTGGCGGTGGTCGGTTT
GTGCCTCCGAGGTGCTTATGCCGACTCCGGCGGGTGGCAAAGCGCTCACGCCACC
TTCTACGGCGGTGGTGATGCATCCGGCACCATGGGGGGCGCTTGTGGGTACGGCA
ACTTGTACAGCCAGGGCTACGGCACCAACACCGCGGCCCTCAGCACCGCCCTGTT
CAACGACGGCCTGAGCTGCGGGTCCTGCTACGAGATGAAGTGCAACGACGACCC
CAAGTGGTGCCTCCCCGGCAGCATCACCGTCACCGCCACCAACTTCTGCCCTCCT
AACTACGCCCTTTCCAACGACAACGGCGGCTGGTGCAACCCCCCGCTCCAGCACT
TCGATATGGCCGAGCCGGCATTCCTCCAAATCGCCCAATACAAAGCCGGGATCGT
CCCCATCTCCTTCAGAAGGGTCCCCTGTGTGAAGAAAGGAGGCGTGAGGTTCACG
ATCAACGGCCACTCCTACTTCAACCTGGTGCTGATCTCGAACGTGGCCGGGGCCG
GAGACGTGCACTCGGTGTCGATCAAGGGCTCGAAGACCGGGTGGCAGACCATGT
CCCGGAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCAACGGCCAGTCCCT
CTCCTTCCAGGTCACCACCAGCGACAGCTAG

Nucleotide
>EQrEXPA-19

GCACCCACCAAGCCTCCAAGCAACAAAGAAGCCTCTCTCCCTCTCCTTTTCTCTCC
CTCCCTCCCTCCCTCCCTCCTTACAATTCTAGTTTTGAGTAGCGAAGAGAGGCAAT
GGCGGTCGCGGCGTTCTCGGCATTCTCTCTCCTCATGTTGGCGGTGGTCGGTTTGT
GCCTCCGAGGTGCTTATGCCGACTCCGGCGGGTGGCAAAGCGCTCACGCCACCTT
CTACGGCGGTGGTGATGCATCCGGCACCATGGGTACGTCTATCTTACAAGCCCAT

ATGCCCTTCACTTATCATCGCTCAATATTCCCCGCTTGTCTTTACTGAAGAGCTCG

CCTAATGTGCCAAATTTGCCGCCCTCCCCAGAAATCCACTGATTAAGGAAGATAA
TTGTCTAAGGAGTGGTTACGATGAATTTACGATTGTACCCTCACCTCTTCTGAATT
GACTTTTGCATGCTAAAGTAGGGATTTTTTGCATTTTAATCCACTAAATTAATTCT

CTTTATTCTATTTTTATGCAGGGGGCGCTTGTGGGTACGGCAACTTGTACAGCCAG



GGCTACGGCACCAACACCGCGGCCCTCAGCACCGCCCTGTTCAACGACGGCCTGA
GCTGCGGGTCCTGCTACGAGATGAAGTGCAACGACGACCCCAAGTGGTGLCCTCCC
CGGCAGCATCACCGTCACCGCCACCAACTTCTGCCCTCCTAACTACGCCCTTTCCA
ACGACAACGGCGGCTGGTGCAACCCCCCGCTCCAGCACTTCGATATGGCCGAGCC
GGCATTCCTCCAAATCGCCCAATACAAAGCCGGGATCGTCCCCATCTCCTTCAGA
AGGTAACACAAAACTCGAACCCGAGCCCTTCCCTTGCCTCCAAAATCAATCAACC
AATCACAAAAGTTTTTAGAAGTTAGATTTGCTGATTTATATATATGGTCATGGGC
GTTGACGCTGCAGGGTCCCCTGTGTGAAGAAAGGAGGCGTGAGGTTCACGATCA
ACGGCCACTCCTACTTCAACCTGGTGCTGATCTCGAACGTGGCCGGGGCCGGAGA
CGTGCACTCGGTGTCGATCAAGGGCTCGAAGACCGGGTGGCAGACCATGTCCCG
GAACTGGGGCCAGAACTGGCAGAGCAACTCCTACCTCAACGGCCAGTCCCTCTCC
TTCCAGGTCACCACCAGCGACAGCTAGACCATCACCAGCTACAACGTCCTGCCCT
CCAACTGACAATTCGGCCAGACTTTCGAAGGGAGCCAGTTCTGAAACCGAGATA
AACTTGGCGTCCAGATGGGAACATGGTGGAGCCAGAAGCAGGGTTAGGAGAAGA
AATTCAACGTTTTGGCCACTTTTGGCCGGCTATTGCTGAGGTGGCCGTTGTGCACC
CGCTAGGCATTTTACTTTATTTATATGTAATGATTTATATATACAGATAGATATAG
TGAAGAAGGGTTATCACAATCAAGAAAAGAACAGGGGGGGTATTCTTAGTTGCC
TTTGGATTGAGTGGAAGGCCATGGATACCACTCCGAGGTTCTGCAGATTGTAATT
CCAAAAGTTGGGTTTGAATTTGGACGACTTTTTTATGGTATCTAGTCGGATTGATG
ATC






