IDENTIFICATION

Species: Sesamum indicum
Locus: XP_011095130

Gene Model: XP_011095130.1
Description: SInEXPA-21
Family: Alpha Expansin

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
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Query seq.
Superfanilies PLN0O00OS0

+ Name Accession Description Interval E-value
[+] PLNO0050 super family 535 expansin A; Provisiona 34-263 2.02e-126
SEQUENCES

Peptide

>SIinEXPA-21

MPILQYIPISTTLFFFFLFSFHQIHGY GGGGRVLSHGSGWQTAHATFYGGSDAAGTM
GGACGYGNLYSQGYGTTTAALSTALFNNGLSCGACYEMRCNDDPKWCLSATITVTA
TNFCPPNYALASDNGGWCNPPRQHFDLAEPAFLKIAQYRAGIVPVVYRRVPCVKKG
GMRFTINGHSYFNLVLITNVGGAGDVHDAWIKGSRTGWRPMARNWGQNWQSNSY L
DGQALSFRVTASDGRTLTANDVVPRGWHFGQTFEGPQF

CDS (coding sequence)
>SinEXPA-21

CACATCTATACATACATATATGTAGAGAGAGTACGTACCTGGTACCTCCCATTGC
ATTACACTAAAATGCCCATCATACTCCAATATATCCCAATATCTACTACTCTTTTC
TTCTTCTTCCTCTTCTCCTTTCACCAGATTCATGGATACGGTGGTGGTGGGCGAGT
ACTCTCACATGGATCAGGCTGGCAAACTGCCCATGCTACATTTTATGGAGGCTCC
GATGCTGCTGGCACAATGGGAGGTGCGTGTGGATACGGAAATTTGTACAGCCAG
GGCTATGGTACAACCACTGCTGCCCTAAGTACTGCACTGTTCAACAATGGGTTGA
GCTGTGGGGCCTGCTATGAAATGAGGTGCAATGATGACCCTAAGTGGTGTCTTTC
CGCCACCATAACTGTCACCGCCACCAACTTCTGCCCTCCAAACTACGCCCTCGCC
AGTGACAATGGCGGCTGGTGTAATCCCCCTCGGCAGCACTTTGATTTGGCGGAGC
CTGCCTTTCTTAAAATCGCGCAGTATCGTGCTGGCATCGTTCCTGTCGTCTATAGA
AGAGTTCCATGCGTGAAGAAAGGAGGAATGAGGTTCACGATCAACGGCCATTCC
TACTTCAACTTGGTGTTGATAACAAATGTTGGAGGGGCAGGTGACGTGCATGATG
CGTGGATTAAGGGCTCCCGCACCGGATGGCGGCCCATGGCCAGGAACTGGGGTC
AAAATTGGCAAAGCAATTCTTATCTCGACGGTCAAGCTCTCTCATTCCGGGTCAC
GGCCAGCGATGGCCGCACCCTAACCGCCAACGACGTCGTCCCCCGGGGATGGCA
CTTCGGACAAACCTTTGAGGGCCCACAATTCTAATTGCAAAATAACCAAGCAAGC
AAGCGCATATGTATGTAGTATTGTCTTCGACCTATTGCAATGAATATACATATATA
TA

Nucleotide
>SinEXPA-21

ACATATAATTATTCTAAATTAAAAAAATAACATATAATTATTTATTCCTTATAAAT
GAAAAATTTAAAGTAAATCATAACATGAACTATATGTATATACATGCTGTATTTC



ATGAAATATAATAATTAATTATCTTGTTTTGTTACTTGATGATCACATATATACAA
ATCAAAGACCGTCCTGCTCATCATGCCATCTTTGTTTTTCCCCTGGAGAATTAATT
TAAATTAACAATTGTGCATCTTTTTGGTATAAAGGAGAAAGATAATATATATACA
TATACGCGATTTATTTAAACGAATTATAAAAGGACTACATATATATATATGATGT
ATGTACGTACAACATGCAACATCCATCTTTGTAAATTACAACTTATGTATGTGATA
TTACGTAAATGGTCTTGTGGCTGCTTCATATTCATATATATATATACATATATGCG
TGTGTTTAATTTGCTCCTTATTCTTTTCAAAAACAGAAGAGCAAATTAGGGCACAT
ATATATATGTATATTCATTGCAATAGGTCGAAGACAATACTACATACATATGCGC
TTGCTTGCTTGGTTATTTTGCAATTAGAATTGTGGGCCCTCAAAGGTTTGTCCGAA
GTGCCATCCCCGGGGGACGACGTCGTTGGCGGTTAGGGTGCGGCCATCGCTGGCC
GTGACCCGGAATGAGAGAGCTTGACCGTCGAGATAAGAATTGCTTTGCCAATTTT
GACCCCAGTTCCTGGCCATGGGCCGCCATCCGGTGCGGGAGCCCTTAATCCACGC
ATCATGCACGTCACCTGCCCCTCCAACATTTGTTATCAACACCAAGTTGAAGTAG
GAATGGCCGTTGATCGTGAACCTCATTCCTCCTTTCTTCACGCATGGAACTCTGCA
CAATTTGTACACTCACTTTCTTTATTAGTATACATTAATGGGCTACGTAGGATCCA
GATAAAAATAACCAAATTCCGAAGATGGATGCATGCATGCTGATGATGAACATA
ATGAAGTAGGCTAGATACGTACGTAGTACAGCTGTTAGAATGTGATGTTAAGCTG
GTGTATAATAACTATATAATAATTGCTTTACAATACCACTCATTCAGGGGCTGATC
AGGCAATGAATATAGTTTAACTACCTTCTATAGACGACAGGAACGATGCCAGCAC
GATACTGCGCGATTTTAAGAAAGGCAGGCTCCGCCAAATCAAAGTGCTGCCGAG
GGGGATTACACCAGCCGCCATTGTCACTGGCGAGGGCGTAGTTTGGAGGGCAGA
AGTTGGTGGCGGTGACAGTTATGGTGGCGGAAAGACACCACTTAGGGTCATCATT
GCACCTCATTTCATAGCAGGCCCCACAGCTCAACCCATTGTTGAACAGTGCAGTA
CTTAGGGCAGCAGTGGTTGTACCATAGCCCTGGCTGTACAAATTTCCGTATCCAC
ACGCACCTCCTGCGTTATTAATAAAACAGTAGTTATATTATGTAATGTGTGATAGT
GGTGGTGACGAAAGAACCGAATTGTAGGGTACCCATTGTGCCAGCAGCATCGGA
GCCTCCATAAAATGTAGCATGGGCAGTTTGCCAGCCTGATCCATGTGAGAGTACT
CGCCCACCACCACCGTATCCATGAATCTGGTGAAAGGAGAAGAGGAAGAAGAAG
AAAAGAGTAGTAGATATTGGGATATATTGGAGTATGATGGGCATTTTAGTGTAAT
GCAATGGGAGGTACCAGGTACGTACTCTCTCTACATATATGTATGTATAGATGTG
TTGGAGTGGAATTGGTTGCTATATATAAAAGGTTGAGGAGTTAGGGTAGGGTGGG
TGAGTGTGGGACCCTAGCTAACCCTCTTCACATAATTATATTAGATATATATTGGT
AGCTTATAATTTTCTCTGATAAATCAAGAGAGGGTGCCCAAAATTGAAGAAAAAG
AACAAGGGATTGCACATGAATATTTTGATGGATGAGGGACCCTCGCCCTCCTCAT
CTCTCGCTGTGTGTGTGTGTGTGTGTATTGTTGGTAGGTATCTATAAGAGCAATCA
CATGAAATAAGGGAGGGAGAAGGGGTGATTGATACAAGTAGTAGAAGAAAAAA
GAGTAAGAGTGATTAGTGAGGGGGTGTATTTCTTGGACGGCCATTGTTCACATGT
GGATTTAGATATATTAGGTGGCATGGCGTAGCCTACCGTATCTACCACTCCTTGTA
GCTGTCGTCTTCTCCTTCACCTCTCTCCTGTCCCCCAAATTAATGCCGCTTTTTCCT
CcC



