IDENTIFICATION

Species: Nicotiana sylvestris
Locus: XP_009784253

Gene Model: XP_009784253.1
Description: NsEXPB-06
Family: Beta Expansin

3D structure:

GENOME DATABASES
NCBI: https://www.nchi.nlm.nih.gov/genome/?term=Nicotiana%20sylvestris
KEGG: https://www.genome.jp/entry/gn:T05026

EXTERNAL RESOURCES
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DOMAIN ARCHITECTURE

PLNOOISS
List of domain hits ol

Name Accession Description Interval E-value

[+] DPBB_RIpA_EXP_N-like super family 41724 double-psi beta-barrel fold of RipA_ N-terminal domain of expansins, and similar domains; The 33155 7.23e-48
[+ PLND0193 super family 33423 expansin-A; Provisional 9-257 3.88e-32
Peptide

>NsEXPB-06

MATNFPQCLFLWIFVAFCSYLIRFSSCQPSGYSPAVATFYENSTSPGSGGACGLENDIA
SAPYNAMITAGNQALFKQGSGCGACYQVLCTQDQNSHCSGNSITVTLTDECPGACN
NDPVHFDISGIAFGKLAKSGEASQLYNAGRISIFYQRVACNYNTNILFKVDKGSNPNFF
AVTSEAVDGDGDLSLVEIQTSNSSWMPMQRMIGATWSVGIQPDTQKPPFSLRLTSET
KQSVTAPNIIPDGWQSRSIYKSNVNFPNQLYGESN

CDS (coding sequence)
>NsEXPB-06

ATGGCTACAAATTTTCCTCAGTGTCTTTTCCTTTGGATTTTTGTAGCTTTTTGCTCG
TATTTGATTAGATTTTCCTCTTGCCAACCAAGCGGTTATTCACCAGCCGTTGCAAC
CTTTTATGAAAATTCTACTAGTCCTGGGAGTGGTGGAGCATGTGGGCTCGAAAAT
GACATAGCAAGTGCTCCCTACAATGCAATGATCACGGCCGGAAATCAAGCTCTTT
TTAAGCAAGGCTCTGGATGTGGTGCATGCTACCAGGTATTGTGCACCCAAGACCA
AAATTCGCATTGTTCAGGGAATTCAATAACAGTAACCCTTACAGATGAGTGCCCT
GGAGCATGCAATAATGATCCGGTTCACTTTGATATAAGTGGAATTGCCTTTGGAA
AATTGGCAAAGTCTGGTGAAGCTTCACAATTATATAATGCAGGAAGAATCTCAAT
TTTTTACCAAAGGGTAGCATGCAATTACAACACAAACATCTTATTTAAGGTGGAC
AAAGGCTCCAATCCTAATTTCTTCGCAGTTACATCTGAAGCAGTAGATGGAGATG
GTGACCTTTCTTTAGTTGAAATCCAAACAAGCAATTCGAGTTGGATGCCAATGCA
GCGAATGATTGGGGCAACTTGGAGTGTTGGCATACAACCAGATACACAGAAGCC
TCCTTTTTCCCTTAGACTTACTTCAGAAACAAAGCAAAGTGTCACTGCCCCAAATA
TCATTCCAGACGGTTGGCAATCACGATCGATTTACAAATCAAATGTCAATTTTCC
GAATCAGCTATATGGTGAAAGTAATTAA

Nucleotide
>NsEXPB-06

CTGTAGCATAATGCTGAAGGAGAGACGTTCTTTTTTGCATATTTATCAATAGGAA
GATGCTTTTGGTGTGTGTAAATGGAATGTGAATCCATCTTCAGTTTAGTGCTATTG
GTTTCATTTGGAGCCTTTTTATTGCTTTTGTTTTATGATTTGGTAGAGGTAGAGGCT
TTACAGTGATAGAGATATACAAACTTACATTCAAGAAAACTGATTTAAAGCAAAC



TTAGCTACTGTGTGTACTGATTTATTTGAAGTTATCAAAACCAGTTCTCTTTTACC
AGATGTGAAATGTGTTGGATTCTTAGTTAAGACTTTTGTTTCAATGGTCATAATTT
TAAGAAGATGTAGTTTGAAAGAAATATTCTGGAAACATGTTGGGAACTTAAGATT
CAATTATGCATTCAAACAAGGTATTTTTATTCTATTAATCATACTTGATAGGGTAG
GTAAATAAATGGTATATTCAACAGTCTACATCGTACCCTCATCTTGTTCCCTTCTT
AATTACTTTCACCATATAGCTGATTCGGAAAATTGACATTTGATTTGTAAATCGAT
CGTGATTGCCAACCGTCTGGAATGATATTTGGGGCAGTGACACTTTGCTTTGTTTC
TGAAGTAAGTCTAAGGGAAAAAGGAGGCTTCTGTGTATCTGGTTGTATGCCAACA
CTCCAAGTTGCCCCAATCATTCGCTGCATTGGCATCCAACTCGAATTGCTTGTTTG
GATTTCAACTAAAGAAAGGTCACCATCTCCATCTACTGCTTCAGATGTAACTGCG
AAGAAATTAGGATTGGAGCCTTTGTCCACCTTAAATAAGATGTTTGTGTTGTAATT
GCATGCTACCCTGTAAGGTCCAACAAACAAATAAAAGAAATTAATACATTAGCG
ATGTTCCTGGAAAGGAAAATAAGAAATAAAAATCAATTTACTGCTTCCTTCGTCC
TATTTATGTGAAGGTGTTATTTGGAGTACATATGTAGGGTCAATACACCTTTCGTC
GTACTTTTTTTGATAAAATCATAGACAAAGATTAAACTATTTGACTCCCACCCCTA
CCCTCAAATAATAAAATCTTCGTATAAAATGGAATAAAGAAATTATCTTTATTTTT
TATGGAACAACTCACCTTTGGTAAAAAATTGAGATTCTTCCTGCATTATATAATTG
TGAAGCTTCACCAGACTTTGCCAATTTTCCAAAGGCAATTCCACTTATATCAAAGT
GAACCGGATCATTATTGCATGCTCCAGGGCACTCATCTGTAAGGGTTACTGTTATT
GAATTCCCTGAACAATGCGAATTTTGGTCTTGGGTGCACAATACCTGAAAAACAA
TGTCTACATTATAGATATGTCATGCATTTATGCATGAAACTAAAATATTCATGCAC
ATTGTCTCTTTTGTTTTAGAGTTTCATTTGCTTGTCATCTCATGAAAAATAAGGTA
CGTTTATTCTCAAATTATAGATTTATCAGATCAGTAGCGGAATCAAAAATTCTATC
AAGTGGATTCGAAAAGATCTAAAAAAATTATATTTGTACCTATTTTTTCTCTTATA
AGGAGATTTGAAAATTTATATAATTTAAATTTATTTTTACCTAATTTACGTTATAT
AACTTTCTAACAAAGAAAATTCAATTGAATCATATAAATTATGTTTACCTGGTAG
CATGCACCACATCCAGAGCCTTGCTTAAAAAGAGCTTGATTTCCGGCCGTGATCA
TTGCATTGTAGGGAGCACTTGCTATGTCATTTTCGAGCCCACATGCTCCACCTAGA
ATAGAATAGTAAGAGTAATATATGTTTTTAGTGAAATTCATATAGCCAATAACTG
AACTATTAAAATTTACCTTCAAAGTTGTATTTGAAATCTAAAACAAGTTTAATTTA
ATTTTAATCTAGTAGGCATACTACATAAGTCTATATAAAATAAAATAAAAAGAGT
ACAAACAAACAACATTTCAAGACATTACCACTCCCAGGACTAGTAGAATTTTCAT
AAAAGGTTGCAACGGCTGGTGAATAACCGCTTGGTTGGCAAGAGGAAAATCTAA
TCAAATACGAGCAAAAAGCTACAAAAATCCAAAGGAAAAGACACTGAGGAAAA
TTTGTAGCCATGGCCTAGTAATTGTCTTTGATTAACTAAAGATGCTCTAATATTTT
TACTAATTGCTTATGCAATGTCATGTTACTTGGCACTATTTATAGTAAAAAATGAA
TATTAGTTAGTTGAGGATATTAATTATGAATAATGAATTATTTTGCAAAAAAAAA
TATTAATTATGAATAATGAACCATTTTGCCAATTTAAGGTAAGAACTTTATTGCCT
CACTATTTAGTTTGTAGATTTATAATGCAGGATTATAAAGCATGGCGGCAATTGA
AAGATTACTACATCTCATGATCATGATTCTCATCATCTCTTTAATTCCTTTATTTCT
TTTTGTCATATGCCAACTAAACACCATATGATTCGAGGTCTCTACAATCATAGAA
CAAGAGTCGAAATGCATAACAACTAACTATAAGTTGAGAAGATCAAAATATATA
TATATATATGGCTTGGTTTTTTCAAATGATTAAACTTTTTTCATAAAAAGTATTTTT
TGCCGTGATA




