IDENTIFICATION

Species: Miscanthus sinensis
Locus: MisinT137000

Gene Model: MisinT137000.1.p
Description: McsEXPA-66
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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DOMAIN ARCHITECTURE

Query seq.
Superfanilies

PLN00133
List of domain hits d
Name Accession Description Interval E-value
[+] PLN00193 super family cl334: expansin-A; Provisional 14-257 1.20e-98
Peptide

>MCcsEXPA-66

MGKRFLHQLLAVVLALFVSPARSGDWLPATATFYGGANGSDTMGGACGYSDLYEQ
GYGINNAALSTALFNDGASCGQCYVIICDSSKTGWCKPGNNWVVVSATNFCPPNWD
LSASGELPAGGWCAPPRPHFDMSQPAWENIGISTAGIIPVLYQRVKCWKNGGVRFTIA
GFDHFYMVLITNVAGSGSIQSMAVKGANTDWIPMYRNWGANWHCLSGGLVGQGLS
FALISTGGQNIIFQDVVPAWWQFGQTYTTYQNFDY*

CDS (coding sequence)
>McsEXPA-66

ATGGGGAAACGTTTCCTCCACCAGCTACTCGCCGTCGTCCTTGCACTCTTCGTCTC
GCCGGCGAGATCGGGCGACTGGCTTCCGGCCACGGCCACGTTCTACGGCGGCGCT
AATGGCTCCGACACAATGGGTGGTGCGTGCGGGTACAGCGACCTGTACGAGCAG
GGCTACGGCATCAACAATGCGGCGCTGAGCACGGCGCTCTTCAACGACGGCGCG
TCGTGCGGACAGTGCTACGTCATCATCTGCGACAGCAGCAAGACCGGGTGGTGCA
AGCCCGGCAACAACTGGGTCGTCGTCTCCGCCACCAACTTCTGCCCGCCCAACTG
GGACCTCTCCGCCAGCGGGGAGCTCCCCGCCGGCGGLCTGGTGLGLLCLLGLLeCaGL
CCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAACATCGGCATCTCCACCGCCG
GCATCATCCCCGTCCTCTACCAGCGGGTCAAGTGCTGGAAGAACGGCGGCGTGLG
ATTCACCATCGCCGGCTTCGACCACTTCTACATGGTGCTCATCACCAACGTCGCCG
GGAGCGGCTCCATCCAGAGCATGGCGGTGAAGGGCGCCAACACGGACTGGATCC
CCATGTACAGGAACTGGGGCGCCAACTGGCACTGCCTCTCCGGCGGGCTCGTCGG
ACAGGGCCTCAGCTTCGCGCTCATCTCCACCGGCGGCCAGAACATCATCTTCCAG
GACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAACTTACACCACGTACCAGAATT
TCGACTACTAA

Nucleotide
>MCcsEXPA-66

GGAATTGAGTTTAGTTTAATTCCACTCCAATCCACTTCAACACACGTGGATTGAG
ATGAATACGTGCGCATCCGGGAGAAGCGACCTGCCCCTGCAATATAGTAACGATT
CCAAGGCGTTGAGCTGTTTAAAACTTCACATTTTAATTTGCAGTTGGTACCGGCAC
TCGATCATCTCTATATATAGTATAACATACTGATCGAAAGAACAATGTTGAACAT
ATGAGTAAAGAACTGTGAAGTAGTACTAATTAAGCGTACTAGTGAAAGAATACA



GTATATATATGCTCATTCGTTTCGCTTGTCCGATTGAAAACGGGATATGGAATATA
TACAATGGATGACAGCAATGGAATGTTCTTGCGTGAATGAAATGTGTTGCATCCT
CTTCTTCTTCTTTTTTATGCCGCAGAATTAATTATTCTCATGGAATATGTACAATG
GATGACAGCAATGGGTCAACGAAGATACTCACCGAATAAGGGGATCATGTTTCA
AGATAAAAGACAGAGAATAAAATGATGAACTGTACGCGCGTAACCTTCATCAAA
CAAACGAGTAATTAAGTGGCTCGCTACAACTACAAACATCGGGGTTTTTTTTTAG
CATAACTACAAACATCGGTTGAGTATGGTTACTTGTAACTACATGCATACCAGCT
TTCTAATTAGGGCCTGTTTGATCCATCCAACTAAAGTTTAGCTAGCTAAAATTTCA
AAGCTAAGCTACCTAAAATTTCAAAGCTAAACTTTAGCCAGCTAAACTTTAGCTG
AGGTGTTTAGATCATTCAGCTAATAGACTCAGCTAAACTTTAGCTGGGTTTAACT
GAGTTGATGTAGCTAAACTCAGCTAAACTTTAGCTGGGCCGTTTGGATCCACGGC
AGCTAAATTTAGCCAACTAAACTTTAGGTCTGTTTGGATCCACTAACTAAAGTTTA
GCTAGCTAGCTGGCTAAATTTAGTTGCTAGGGATCGAAATGGCCTAGCAAAAAAC
AAGCTAAAGTTTAGCTAAGTTTAGCTACTTCAAACTCAGCTAAACCCAGGTAAAG
TTTAGCTGAGTCTATTAACTGAACGATCTAAACACCCGAGCTAAGTTTAGCTGAG
GGAACTTTTAGCTGGCTAAATTTTAACTTTGAAATTTTATCAAACTAAACTTTGTT
TGGGTAGATCAAAACAGGCCCTTAGTTGGCAGATCCAAACAGACCTGCATGCAG
GTCGATCATTAAACAATGCTCAAGTCAATCTCTGGTCGTTGTAGCCATGTGCATG
CGATCGTCGTTGGAACAGTGTTTGTCCGTTTCAACCATGCATGCATTTCTATTGGA
ATAATCTAATAATATCAGATCCTTTGCCTGCCTGTACGACCATTGCTGCAGACCCT
AACCCTAGCTAGTGTACGTCTACTCGAGCTCGACCCTAACCCTAGCTAGCTATAT
AAGCACCACCATTGCTGCAGACATTCCTCACCTCCAACCTCCAAACCTGTCTACT
GTCTCTACTATCTAGTAGCAGCTGCAGCAGGGATCGATCGCCAGGCGCCATTTCC
GAGCTAGCAAGATGGGGAAACGTTTCCTCCACCAGCTACTCGCCGTCGTCCTTGC
ACTCTTCGTCTCGCCGGCGAGATCGGGCGACTGGCTTCCGGCCACGGCCACGTTC
TACGGCGGCGCTAATGGCTCCGACACAATGGGTAACAATCTAGCTACCTTTGTCT
TTGCGTTGTTCAGGGTACGCATGCATGCATTGCAACACATATATATGTGTGTAGA
CTTTGATCTGATCGATGAGCACGTACGTACGCATGCAGGTGGTGCGTGCGGGTAC
AGCGACCTGTACGAGCAGGGCTACGGCATCAACAATGCGGCGCTGAGCACGGCG
CTCTTCAACGACGGCGCGTCGTGCGGACAGTGCTACGTCATCATCTGCGACAGCA
GCAAGACCGGGTGGTGCAAGCCCGGCAACAACTGGGTCGTCGTCTCCGCCACCA
ACTTCTGCCCGCCCAACTGGGACCTCTCCGCCAGCGGGGAGCTCCCCGLLCGGLGEG
CTGGTGCGCCCCGCCCCGCCCCCACTTCGACATGTCCCAGCCCGCCTGGGAGAAC
ATCGGCATCTCCACCGCCGGCATCATCCCCGTCCTCTACCAGCGGGTCAAGTGCT
GGAAGAACGGCGGCGTGCGATTCACCATCGCCGGCTTCGACCACTTCTACATGGT
GCTCATCACCAACGTCGCCGGGAGCGGCTCCATCCAGAGCATGGCGGTGAAGGG
CGCCAACACGGACTGGATCCCCATGTACAGGAACTGGGGCGCCAACTGGCACTG
CCTCTCCGGCGGGCTCGTCGGACAGGGCCTCAGCTTCGCGCTCATCTCCACCGGC
GGCCAGAACATCATCTTCCAGGACGTCGTGCCGGCGTGGTGGCAGTTCGGACAAA
CTTACACCACGTACCAGAATTTCGACTACTAATAAGTGTGTGCACAAGTTAATTT
ATCGGATCCTCCAAGACCAGGGAATTAAGCGTGTGCTGATTAAGTGATTCTATAT
TGCTTCATGTCATTTGTAGTGTGGAAATCATCTAGCTATATTATTATACATAACCG
CCAAATGATCATTGGGAGTATATCTATAGTATATATGTTGTAACTTGTAAGTAAA
GTACTTGGTTGAGGGCTCTCTCCCCTCGCTTCTTTTCTTGCTGCCCGGGTTGCTCCA
AATCGCTTACCACTAGCTTGGTGGTTTATAACAAGCTGCACTTCGAGGGCTTTCTC
GTGGTCATGTCGTCGTGTAATTCTCTTCCTCTTAATGAAAAACGTGCTAAGGC





