IDENTIFICATION

Species: Elaeis guineensis
Locus: XP_019705227

Gene Model: XP_019705227.1
Description: EQEXPB-01
Family: Beta Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.ncbi.nlm.nih.gov/genome/?term=txid51953[orgn]
KEGG: https://www.genome.jp/entry/T03921

EXTERNAL RESOURCES



https://www.ncbi.nlm.nih.gov/genome/?term=txid51953%5borgn
https://www.genome.jp/entry/T03921
http://www.ocri-genomics.org/bolbase/login.htm
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DOMAIN ARCHITECTURE

oo Y e e
Query seq. HIAAGSTSIFNKEKGCGSRY OWHMCT TPRACSGKYWTIVW T SHYSCPSTGOL RESAHFINF SSTRSGAMANPG TADELRSAG YL Q1 Y SRLACEYLGRTYTFHHEHGSNPY VL YAVEFEDGOGDLSAVE IKEGSGEWHAMRSC GYVURLOTASSYHGRF STOL TLOYSSKKL VANTY IPAGUKFGATY OSFYNY'S
Superfanilies 7 DPBE_RipA_EXP_N-like superfamily

PLNG3023
List of domain hits d
+ Name Accession Description Interval E-value
[+] DPBE_RIpA_EXP_N-like super family 4 double-psi beta-barrel fold of RIpA, N-terminal domain of expansins, and similar domains; The 1-80 2.88e-36
[+] PLN03023 super family 33621 Expansin-like B1; Provisional 4-188 1.93e-30
Peptide

>EgEXPB-01

MIAAGSTSIFNKGKGCGSRYQVMCTTPKACSGKVVTVVISNYSCPSTGCLRESAHFNF
SSTASGAMANPGIADELRSAGYLQIQYSRLACEYLGRTVTFHMEHGSNPYYLVAVEF
EDGDGDLSAVEIKEGSGEWHAMRQSCGVVWRLDTASSVHGPFSIQLTLQYSSKKLV
ANTVIPAGWKPGATYQSFVNYS

CDS (coding sequence)
>EgEXPB-01

GTGATGAAGCAAGATATGGAGGATATGTTTCAGCCGCCATTTCAGAGCTGCATCC
AGGAGCCATGCCAGTTGCTTGATGCGCTCTTATAATCAGATGAACGGGGTACCTG
CTTGTGCTTGGGGCGATCTCCTGTGGAAAACTCAAAAACAATGGGGATTTGAGGG
GAATGGATATCAACCCTGGAATATATATATCTGCTTCGATACACTGGTGAAGCAG
TTAAGTTAGGAATTGTTCGAGAAGAAGAGCCGGCAGACATTGCTTATATGGGAAT
GCCGTGGATCAAGTCCCCTTTTCTGCCATGATTGCCGCTGGAAGTACTTCTATCTT
CAACAAAGGCAAGGGCTGTGGTTCTCGCTATCAGGTGATGTGCACCACTCCCAAG
GCATGTTCAGGGAAGGTGGTGACGGTCGTGATCTCCAACTACTCATGCCCCAGCA
CTGGATGCTTAAGAGAATCCGCTCATTTCAATTTCAGCAGCACCGCATCTGGAGC
AATGGCCAACCCGGGCATAGCTGATGAGCTAAGGAGCGCTGGATACCTCCAAAT
CCAATACTCAAGACTTGCATGCGAGTATCTAGGCAGGACAGTCACCTTCCACATG
GAACATGGGTCCAATCCCTACTACTTGGTAGCAGTGGAGTTCGAGGACGGTGACG
GAGACCTGTCTGCTGTGGAGATTAAGGAAGGTTCTGGTGAGTGGCATGCCATGAG
ACAATCATGTGGTGTGGTATGGAGGCTCGACACTGCATCATCGGTCCATGGGCCA
TTCTCAATTCAGTTGACATTGCAGTACTCCAGCAAGAAGTTGGTGGCCAACACCG
TAATTCCGGCGGGGTGGAAGCCAGGAGCCACCTATCAGTCTTTTGTTAACTATAG
CTAGTTGTGAGAATTTGTGCATCTCCACGTAACATACCATATAAACAGTGCATGT
AGTTGTTACGCATGCCATGTATGGCTTCATAATTGTACTTTTATCTTGATGACCGC
ATGTGATCTAATATTAATGAAATGGCGATGGATTATGTTTT

Nucleotide

>EgEXPB-01



TCGCAACACACTTACGATTGGCTTATAGGACACTCTTCTTTCAATATTTCCTTTAT
ATATACCCCAAACTGATATGGACTGTGTAATGTATCAAAAGATAGCTCTAATTTT
GGTCTATAAAGTTTTGATATTGAAGCATCTTTTTTTATGTTGACAATTAGAAAAAT
GAAAAACAAACTTGAATAAAAAATTGCTGTCGTGAGGTTTCCTGCTTCCTACCCA
TGTTTATATCAGATTTTGTTATTCATGGTTTTATGCTTCCTGCTTCCTTTTATATTG
AGCAAGTTCTATTCTTTGCATATAATTTTCAGCTGTAAATATGATAAGTTTGTTAC
ACTATTTCAGGCTTTCCCTATAACATAGATGGTCGCCAAGCTTATCTCGAGGAAA
AGCAGACTACTGGTTCACGAGGCAAGTGTGGGATAAACTCTTTTTTAGTTTTTCAC
ACATGAATTTATGTCCTATTACATAAAACATTATGTAATAAAGCTATTTATTAGGT
GATGAAGCAAGATATGGAGGATATGTTTCAGCCGCCATTTCAGAGCTGCATCCAG
GAGCCATGCCAGTTGCTTGATGCGCTCTTATAATCAGATGAACGGGGTACCTGCT
TGTGCTTGGGGCGATCTCCTGTGGAAAACTCAAAAACAATGGGGATTTGAGGGGT
GCGTCTTCGCCTCTTACTTCTATACTTGTTAGTTTATTTGTTCAACAAAGAGTATGT
TAACCCAAAAAAAAAAAAGAAACAAAGAGTAGAATGCACCACTTATATTTGATA
GTATTGCGGACTCATTTCTATATGGTCTTTTCATGGACACATTGAATTCGAATCTA
AATTAATGTAGGTATATTACTTCTGATTGTGATGCTGTTGCCATAATTCATGAAAA
CCAAAGCTACACTAATTCGCTTGAAGCTTCCAGAGCTGATGTGTTAAAAGCGAGT
ATCGATGTGCATGCCAAAGGGACTACTTGCTTGCTTTGGCTAAAAGAATTTTATG
ACATGCTTTGAAAGTTTGTGGACTGATTTGCCTCTCTTTTTGGGAAGGAATGGATA
TCAACCCTGGAATATATATATCTGCTTCGATACACTGGTGAAGCAGTTAAGTTAG
GAATTGTTCGAGAAGAAGAGCCGGCAGACATTGCTTATATGGGAATGCCGTGGA
TCAAGTCCCCTTTTCTGCCATGATTGCCGCTGGAAGTACTTCTATCTTCAACAAAG
GCAAGGGCTGTGGTTCTCGCTATCAGGTATGCAATTCCATGCGTGCACTTCACTTG
GTGTACATTTAATATAATTCTATAGCTGCCCAAGTTTTTTACCAATGTCACTTATA
TAGTTCGCATGCCAAATATTGCTCTCCTGTTAACTCCATGAAATAAGAACCAACA
ACACTTCAATTTCTTTATTAAATAATGACATTTCTTGAACGCATGCAGGTGATGTG
CACCACTCCCAAGGCATGTTCAGGGAAGGTGGTGACGGTCGTGATCTCCAACTAC
TCATGCCCCAGCACTGGATGCTTAAGAGAATCCGCTCATTTCAATTTCAGCAGCA
CCGCATCTGGAGCAATGGCCAACCCGGGCATAGCTGATGAGCTAAGGAGCGCTG
GATACCTCCAAATCCAATACTCAAGGTACAAATTCCAAACAAGATCTACAAATTC
CTTAATTATAACATCTATCACCAACCAAACTAAAACCTTGTTTGTATATATTTCAG
ACTTGCATGCGAGTATCTAGGCAGGACAGTCACCTTCCACATGGAACATGGGTCC
AATCCCTACTACTTGGTAGCAGTGGAGTTCGAGGACGGTGACGGAGACCTGTCTG
CTGTGGAGATTAAGGAAGGTTCTGGTGAGTGGCATGCCATGAGACAATCATGTGG
TGTGGTATGGAGGCTCGACACTGCATCATCGGTCCATGGGCCATTCTCAATTCAG
TTGACATTGCAGTACTCCAGCAAGAAGTTGGTGGCCAACACCGTAATTCCGGCGG
GGTGGAAGCCAGGAGCCACCTATCAGTCTTTTGTTAACTATAGCTAGTTGTGAGA
ATTTGTGCATCTCCACGTAACATACCATATAAACAGTGCATGTAGTTGTTACGCAT
GCCATGTATGGCTTCATAATTGTACTTTTATCTTGATGACCGCATGTGATCTAATA
TTAATGAAATGGCGATGGATTATGTTTTCGTTTGGTGAAGATAGAACTACTTCCG
GCGGCAATCATGGTAGAAAAGGGGGCTTGATCCGCGGCATTCCCTCATCCGCAGG
CTCCCCTGTTAAATATAAGCCCTTGCCTTTGTTAGCAGTCAATTACCATATCATTT
TTTATTATTATTTTTTTTAAAAGGAGCTGGCGGACAACGCTTATAAGCGTCCTTGG
GGTCCACTTAAGAGCATTGCCGTGGGCGTTTCGTTAAAAAGCGACGGGTATTAGC
GTCGTCGGAAGCCGGTTCAACAAAAATAAGCAACGGCTATAATCGTCGTCGGGA
TCCATTAGCCGTTATGGTTTTAACTTTACCACCCTTTCACGCGTTGTTATTTAGCG
GTGAATTTCCACTCTCTTGTACCCGATGCTTCCACGATGCTTTGTGCGCGTCGGTA




AAGGTAAGAATTTTGATCGATAATTTTTTATTTTTTTTTGTAATAGATAGATACTA
TTATTTGAAACTTAGGTGGGTAGCTATTT





