IDENTIFICATION

Species: Eucalyptus grandis
Locus: Eucgr.101493

Gene Model: Eucgr.101493.1.p
Description: EgrEXLA-01
Family: Expansin Like Alpha

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

EgrEXLA-0I

| 1 1 1 L
Obp S00bp 10006p 150060 2M0bp

Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE
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Superfanilies PLNO3023
DPBB_R1pA_EXP_N-like superfamily

List of domain hits .
Name Accession Description Interval  E-value
[+] DPBB_EXLA_N 2 N-terminal double-psi beta-barrel fold domain of the expansin-like A subfamily; Expansin-like 14-140 6.65e-75
[+] PLN03023 super family 3362 Expansin-like B1; Provisional 26-279 1.70e-67

>EgrEXLA-01
MALLLCFLLSLFISSATACDRCVHQSKAAYFSKASALSSGACGYGSLAVGFNSGFLAA
AIPSLYKDGAGCGACFQIRCKNANLCTKGGTRVIVTDLNRNNNTDFVLSSRAFAAMA
RQGMSQDILRQGIVDVEYKRVPCDYKDRNLAVRVEESSRKPNYLAIKVLYQGGQTEI
VAMDVAQVSLHPLYHQIHFPFKSIRHFLGPSCQITSRFPYSQVGSSYWTYMSRNYGA
VWNTSRVPDGALQFRFVVTSGYDGKWIWAKSVLPADWQNGVVYDSGIQITDIAQEG
CSQCDDGSW*

CDS (coding sequence)

>EQrEXLA-01
ATGGCCTTGCTTCTCTGCTTCCTCCTCTCTCTCTTCATCTCATCCGCCACTGCTTGC
GATCGCTGCGTCCACCAGTCCAAGGCCGCTTACTTCAGCAAGGCCTCTGCACTTT
CGTCTGGAGCATGTGGGTATGGCTCTTTGGCTGTGGGCTTCAACAGTGGCTTTCTC
GCAGCAGCCATTCCTTCCCTTTACAAAGATGGTGCTGGTTGTGGTGCTTGCTTTCA
GATAAGGTGCAAGAACGCCAATCTGTGCACCAAAGGAGGGACTAGAGTGATCGT
GACCGATCTCAACCGCAACAACAACACAGACTTCGTGCTCAGCAGCCGAGCTTTC
GCGGCCATGGCTCGCCAGGGGATGAGCCAGGACATCTTGAGACAAGGCATTGTC
GACGTCGAATATAAAAGAGTCCCTTGCGACTACAAGGACCGGAATCTGGCCGTTC
GGGTGGAGGAGTCGAGCCGAAAGCCAAATTACCTCGCCATCAAAGTGCTGTACC
AAGGCGGCCAGACCGAAATCGTGGCCATGGACGTAGCACAAGTGAGCCTCCACC
CTTTATATCACCAAATCCACTTTCCCTTCAAATCAATCCGACATTTTCTTGGCCCG
TCATGTCAAATAACATCTCGATTTCCATATTCACAGGTCGGTTCGTCATATTGGAC
CTACATGAGCAGGAACTACGGCGCTGTTTGGAACACGAGCCGCGTCCCCGATGG
GGCATTGCAGTTCCGGTTCGTGGTGACCTCTGGCTACGATGGGAAGTGGATCTGG
GCCAAGAGCGTCCTTCCCGCGGATTGGCAGAACGGGGTCGTCTACGATTCAGGAA
TCCAAATTACCGATATCGCACAAGAGGGTTGCTCTCAATGTGACGACGGGAGCTG
GTGA

Nucleotide

>EgrEXLA-01

GTCCGACCCGAAGGAAAAAAAATAAAGAATCGTTGTCAATCCAAATCCTTTTTGG
AAGGGCTGACCTGTAGTCCACACTCAAAGCTCTTACCTTCGGCTACTCGCCACTCT
ATAAATACCGCGTTTCTCCATCAGTCTTTCATTCGACACTGACTCGACAACAATAA



GAACCAAGATGGCCTTGCTTCTCTGCTTCCTCCTCTCTCTCTTCATCTCATCCGCCA
CTGCTTGCGATCGCTGCGTCCACCAGTCCAAGGCCGCTTACTTCAGCAAGGCCTC
TGCACTTTCGTGTAAGCAATCGGTTCTTGGTCTTCTCGTTTGTCGTTCCCTTTCTTC
AAAACCCAGATGGATTTTATGGCGAAATGTGTAGTTTTGGCTCGGACCCAGATGA
TGTTTTTGTATGAGTTGGGGGGATTGATCTTTTCTGGGTGAAACTTTTGCAGCTGG
AGCATGTGGGTATGGCTCTTTGGCTGTGGGCTTCAACAGTGGCTTTCTCGCAGCA
GCCATTCCTTCCCTTTACAAAGATGGTGCTGGTTGTGGTGCTTGCTTTCAGGTGCG
TCTCGAAATTTCTTTCCTTTCTACCATCCTCGGTAGACTCAGCTGATCACAGTACG
ACATCGATGGATGTGATGGGCCAAATTTTCTAAATTATTAAGCTGTTAGTATAGT
GTGTACATGCCTTTTTAATGTTGTTTGTGACACCTTTTTGACTGATCCGTGGAAAA
AACTATTGATTTGCAGATAAGGTGCAAGAACGCCAATCTGTGCACCAAAGGAGG
GACTAGAGTGATCGTGACCGATCTCAACCGCAACAACAACACAGACTTCGTGCTC
AGCAGCCGAGCTTTCGCGGCCATGGCTCGCCAGGGGATGAGCCAGGACATCTTG
AGACAAGGCATTGTCGACGTCGAATATAAAAGGTGAGCAACGAAGAGCAAATAA
TGCAGTTTCGCCAATCATTGGAGACTAGGATAGAAAACTAACGAATGACGACATC
CGTTATGTTTTTTTTTTTTTTTTGGGTCTTTGTCTTTGTTTCGGCGTCTGTTCATGTG
GATTCCTCTTCTGATGGTTTTGGTACAACGACTACTCTCGCACGACCACACAATGG
CATCTGGCCAGGGGAAGTAAAGTCACTGTACTCTGATGCAGGCTGACACCTAGCA
CATTGATTGCTTCCTAACGTTACTCTGTTTCGTATAGTCAGACCTGTACATGTGCT
TTATAAATGATATTTACATTAATGATTAAGCTGTGAATTACGCGTTCAAAGCTCAC
GATCAGTCGGTCGCGCAGAGTCCCTTGCGACTACAAGGACCGGAATCTGGCCGTT
CGGGTGGAGGAGTCGAGCCGAAAGCCAAATTACCTCGCCATCAAAGTGCTGTAC
CAAGGCGGCCAGACCGAAATCGTGGCCATGGACGTAGCACAAGTGAGCCTCCAC
CCTTTATATCACCAAATCCACTTTCCCTTCAAATCAATCCGACATTTTCTTGGCCC
GTCATGTCAAATAACATCTCGATTTCCATATTCACAGGTCGGTTCGTCATATTGGA
CCTACATGAGCAGGAACTACGGCGCTGTTTGGAACACGAGCCGCGTCCCCGATGG
GGCATTGCAGTTCCGGTTCGTGGTGACCTCTGGCTACGATGGGAAGTGGATCTGG
GCCAAGAGCGTCCTTCCCGCGGATTGGCAGAACGGGGTCGTCTACGATTCAGGAA
TCCAAATTACCGATATCGCACAAGAGGGTTGCTCTCAATGTGACGACGGGAGCTG
GTGATGAGGAGTTTTTGGACCGACCCTTGATTTAATTATCGCCGATACTAACGTCT
ATATAGATGAATTGTCATATAGATCATGTTCTTGATTTTCTTTTTCCGGTGATCTAT
GCGATTTCTTCTGCATATAGCGAATAAAGAGTAATGGTGTACGTATAATTGGGGA
CGGTGAAATGCTGGCCAGGGGTATCTGACTCGGGCGTAACATAGATAGGAAAGG
TTTTCTTAAAGTATCAGTGATACAAATTGTACTCTGGTGACATGTTAATGAGAATG
TTTGGTAATAAGTTTCATATA






