IDENTIFICATION

Species: Sesamum indicum
Locus: XP_011088678

Gene Model: XP_011088678.1
Description: SInEXLA-01
Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
NCBI: https://www.nchi.nlm.nih.gov/genome/?term=Sesamum+indicum%5Borgn%5D
KEGG: https://www.genome.jp/entry/qn: T04135

EXTERNAL RESOURCES



https://www.ncbi.nlm.nih.gov/genome/?term=Sesamum+indicum%5Borgn%5D
https://www.genome.jp/entry/gn:T04135
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Query seq.
Superfamnilies i

+ Name Accession Description Interval E-value
[+ PLN03023 super family 33621 Expansin-like B1; Provisional 42-247 553e-74
SEQUENCES

Peptide

>SinEXLA-01

MTGGAMLLIISLLLVASSAIACDRCVHQSKVAFFSKAEALVSGACGYGSLAIGFNGGR
IAAAAPSIYKEGAGCGACFQMRCKNEDICSKEGTRIIVSDRNEDNGTDFVLSSRGFMG
MAKKGMGQDILKLGVVDVEYKRIPCDYKDKNLALGVEESSHNPNYLAVKFLYQGG
QTEIVAVDVAQVGSSNWKMMSRKYGAVWDTSRVPSGGLQFRFVVTSGFDGKWYW
AKNVLPADWKNGVIYDSGLQITDIAQEGCSPCDLQQPTYKHH

CDS (coding sequence)
>SIinEXLA-01

TGATAATGTGAAAGGCGCGTTAAGGGCAAGTGCTTGTCTCTTTCCTTCTCATCTCA
TCGCATCACAAGATTTCAAATATAAGATTCAGCACACAATATTTATTTATATAAT
ATATTACAGCAACATATGAGTTAGGATTTACCTGTTTCTCTTCTCCACCCCTTACG
CCTTCCCCCTCACACTATATATATCTCTACTCTGCTCATGATACCCATCACCCCCA
GAGAGAAACTAATTACATAGAAGATGACAGGTGGTGCTATGCTGTTGATTATATC
TCTCCTCCTGGTTGCCTCCTCTGCAATCGCGTGCGATCGCTGCGTCCACCAATCAA
AAGTTGCTTTCTTTTCCAAAGCTGAAGCCCTTGTGTCGGGAGCTTGTGGGTATGGT
TCTCTGGCAATAGGATTCAACGGGGGTCGCATTGCAGCCGCCGCACCCTCCATTT
ACAAAGAAGGAGCTGGTTGCGGCGCATGTTTTCAGATGAGATGCAAGAATGAAG
ATATTTGCAGTAAAGAAGGGACTAGGATAATAGTGAGTGATCGGAATGAAGATA
ACGGGACTGACTTTGTATTGAGCAGCAGAGGTTTCATGGGGATGGCGAAGAAGG
GAATGGGTCAGGACATATTGAAACTTGGGGTGGTTGATGTTGAATACAAGAGGA
TACCATGTGATTACAAGGACAAGAATCTGGCACTTGGTGTGGAAGAATCAAGCC
ACAACCCTAATTATTTAGCCGTTAAGTTCTTATATCAAGGTGGTCAAACAGAAAT
TGTCGCAGTCGACGTGGCTCAGGTTGGATCATCAAATTGGAAGATGATGAGTAGA
AAGTACGGTGCTGTATGGGACACAAGTAGGGTGCCGAGTGGGGGTTTGCAGTTCC
GTTTTGTAGTGACTTCAGGGTTCGATGGGAAATGGTATTGGGCCAAAAACGTGCT
GCCTGCGGATTGGAAAAACGGTGTGATTTATGATTCGGGCCTCCAAATCACTGAT
ATTGCTCAAGAAGGCTGCTCTCCTTGTGACCTGCAACAACCCACTTACAAACATC
ATTAATTATACTACTACTACTTGTACTTCACTACACAACATCATCATCATCATCCT
TAATAATCCCATTTGTTGGTGGTTGTAAATAAAATAGCAGTTTTACTACTAGTGTT
ATATATTTCTACAAATAGAGTAGATTAGAA

Nucleotide



>SIinEXLA-01

TGTTCCATTTTTGAGTTTGAACTCGCTGTTGTAGATTATGAATGATATAGGGGGTT
GGGAGTGGTTGTATATAGAAATAGATTGATCCATCAAAATCCCAATTTCTCTGTA
TATTGCTGACAGTAATCGTTTTCATAAATCGAATTAATGTGATGTAATAATGAGT
AGTGGGTTGTTGTAGGATATCCCATATTGTAAGGAATTTGATTGTGATGAGTTAG
TTAACTGAAGGGGGGAAAAGAAGGCCAAAAGGCAAATAATAGCAGAAGAAAAG
GATATCTGAGTTGAGAGGGCAACTGAATTTGTTAAGAAATCGAGAATAGCATTGC
GTGTACCAATTTGTTAAGAACTCAAAAACCACACCACCTCAGGAAAGTGGATGG
ATCCACATGAAAATCAGTATAAAAACAGACCATTTTGTTTAAAAAAGTCGGTGTG
TCCAAACCCACTAACACTGCCAACCCAATTAAAAATATACACTTTTTAATTTTTTG
AAAGGATGATAATGTGAAAGGCGCGTTAAGGGCAAGTGCTTGTCTCTTTCCTTCT
CATCTCATCGCATCACAAGATTTCAAATATAAGATTCAGCACACAATATTTATTTA
TATAATATATTACAGCAACATATGAGTTAGGATTTACCTGTTTCTCTTCTCCACCC
CTTACGCCTTCCCCCTCACACTATATATATCTCTACTCTGCTCATGATACCCATCA
CCCCCAGAGAGAAACTAATTACATAGAAGATGACAGGTGGTGCTATGCTGTTGAT
TATATCTCTCCTCCTGGTTGCCTCCTCTGCAATCGCGTGCGATCGCTGCGTCCACC
AATCAAAAGTTGCTTTCTTTTCCAAAGCTGAAGCCCTTGTGTGTAAGATTTATTAA
TGATTCAATATTCAACATTAATTTCATCCATATTTGTGTTTGAATTGAAAAAAATA
CAAGTAACTAATAATGCAGCGGGAGCTTGTGGGTATGGTTCTCTGGCAATAGGAT
TCAACGGGGGTCGCATTGCAGCCGCCGCACCCTCCATTTACAAAGAAGGAGCTGG
TTGCGGCGCATGTTTTCAGGTATGTATCTCATCCTTAATTGAATGGATCTACCTTT
TAATATATATATATATACATGATGAGATGATAATGATGTTGAATATGTAGATGAG
ATGCAAGAATGAAGATATTTGCAGTAAAGAAGGGACTAGGATAATAGTGAGTGA
TCGGAATGAAGATAACGGGACTGACTTTGTATTGAGCAGCAGAGGTTTCATGGGG
ATGGCGAAGAAGGGAATGGGTCAGGACATATTGAAACTTGGGGTGGTTGATGTT
GAATACAAGAGGTTAGCACCACTTACACATATACCACATACACTAAATAAATATT
ATTATTATTGAAGAAAGAGATAAATCTGAAATATTAATTATGAGATTATGATATT
TGGAAAAGGAGAAGTAGACCCACCACAAAGTATAGGAAATACTTTATGGTATTG
GCCATCTCTCTCTGTAATTGGATTCCAACTTATATGATATGAATTACAGGATACCA
TGTGATTACAAGGACAAGAATCTGGCACTTGGTGTGGAAGAATCAAGCCACAAC
CCTAATTATTTAGCCGTTAAGTTCTTATATCAAGGTGGTCAAACAGAAATTGTCGC
AGTCGACGTGGCTCAGGTGTGTATTCATTGTAACTATAAAAACAATTAGAAAAAT
ATTTATATATAAGGTTATTTTTTTGATGCGTACGTGTAGGTTGGATCATCAAATTG
GAAGATGATGAGTAGAAAGTACGGTGCTGTATGGGACACAAGTAGGGTGCCGAG
TGGGGGTTTGCAGTTCCGTTTTGTAGTGACTTCAGGGTTCGATGGGAAATGGTATT
GGGCCAAAAACGTGCTGCCTGCGGATTGGAAAAACGGTGTGATTTATGATTCGGG
CCTCCAAATCACTGATATTGCTCAAGAAGGCTGCTCTCCTTGTGACCTGCAACAA
CCCACTTACAAACATCATTAATTATACTACTACTACTTGTACTTCACTACACAACA
TCATCATCATCATCCTTAATAATCCCATTTGTTGGTGGTTGTAAATAAAATAGCAG
TTTTACTACTAGTGTTATATATTTCTACAAATAGAGTAGATTAGAATGGGGCTTCT
CATTTATATCCCATATATAATATTCCAAAAATAAAATTGCCGTTCGGATTCTCAAT
AGCAAGTATGGAGCTTTTGGGGACAGGAGCAAGAGGCACCCAATGGGCCACCGC
AAACGCTATTGCCCCAAACTCTAACCACTCATCTACTCTTTCTCAACTTGGAAACA
TTCAACTTAACCAAATATCTTGTTTAACTTCATACCACCTTTCTTTAATTTACAATT
TTTCAAAATACTAATAATAAATGCATACTTGTTTTATGTTGTTCTTTGTTATACAA
GTGCTGGGACAATTAAAACTTTTTCAGTCCCACAATTAACAAAATAGGTTTCATA




AAATTAAAAAATATGGTATTTTTTTGTTCTAAAGACAACAATCACCGAATTAGGC
ACGTATCTGCCTAATTAAGAAAATGAGATTGCACTTCTTGTCCTATATATAGGAC
CATAAAATATGGGCTATTGCAAGTTTAGTCCCACATGAAGAGGTTA



