IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G211800

Gene Model: Misin01G211800.1.p
Description: McsEXPA-03
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



https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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Query seq.
Superfanilies PLM10133

Name Accession Description Interval E-value
[+] PLN00193 super family ci33423 expansin-A; Provisional 24-251 9.97e-115
SEQUENCES
Peptide

>McsEXPA-03

MGTTVAQLKPLAVVVLALLVTSARADYWNSGTATFYGGPDGSGTMGGACGYENLY
NAGYGVLNAALSQVLFNDGASCGQCYTIKCDNTQSVWCKPGNTVTVTATNLCPPNY
ALPNGGWCGPPRPHFDMSQPAWENIGMYRGGIIPVLYQRVRCSRQGGVRLRITGSQY
FOQLTLITNVGGSGSIQSMSVKGTNTGWIAMTRNWGAQWQSNSALLNKALSFMVTST
GGQTLYINNVVPEGWVLGTTFATNAQFDY*

CDS (coding sequence)
>McsEXPA-03

ATGGGCACCACGGTGGCGCAGCTCAAGCCCTTGGCCGTGGTCGTCCTTGCGCTGC
TGGTCACGTCGGCAAGGGCGGACTACTGGAACAGTGGCACGGCGACGTTCTACG
GCGGCCCCGACGGCTCCGGGACCATGGGTGGCGCGTGCGGCTACGAAAACCTGT
ACAACGCGGGCTATGGAGTGCTCAACGCTGCGCTGAGCCAGGTGCTGTTCAACGA
CGGCGCCTCGTGCGGCCAGTGCTACACCATCAAGTGCGACAACACCCAGTCCGTG
TGGTGCAAGCCCGGCAACACCGTCACCGTCACGGCCACCAACCTGTGCCCGCCCA
ACTACGCGCTCCCCAACGGCGGCTGGTGCGGCCCGCCGCGCCCCCACTTCGACAT
GTCCCAGCCGGCATGGGAGAACATCGGCATGTACCGCGGTGGCATCATCCCAGTC
CTCTACCAGCGGGTGCGATGCTCGAGGCAGGGAGGCGTGAGGTTGAGAATCACC
GGGTCCCAGTACTTCCAGCTGACTCTCATCACCAACGTCGGCGGCAGTGGGTCCA
TCCAGTCCATGTCGGTGAAGGGGACCAACACCGGGTGGATTGCCATGACGCGGA
ACTGGGGAGCGCAATGGCAGAGCAACTCGGCGCTCCTCAACAAGGCGCTCTCCTT
CATGGTCACCTCCACCGGCGGCCAGACGCTGTACATCAACAACGTCGTGCCGGAG
GGGTGGGTGCTGGGCACGACATTCGCCACCAACGCGCAGTTTGACTATTAG

Nucleotide
>McsEXPA-03

ATGGGCACCACGGTGGCGCAGCTCAAGCCCTTGGCCGTGGTCGTCCTTGCGCTGC
TGGTCACGTCGGCAAGGGCGGACTACTGGAACAGTGGCACGGCGACGTTCTACG
GCGGCCCCGACGGCTCCGGGACCATGGGTACGTACGCAGAGCGTACTGCGTGGG
CACGTACGCGTGGAGAGCGAGCTCTATCATCACTCGATTTCTATGCAGCCTTGTG
GCGGCAAGCTTGTATGTTGCTGATACTTGCAGTTGGTTTGGCTTGAACTGTTTGTG
CGTCGACGCATGCAGGTGGCGCGTGCGGCTACGAAAACCTGTACAACGCGGGCT



ATGGAGTGCTCAACGCTGCGCTGAGCCAGGTGCTGTTCAACGACGGCGCCTCGTG
CGGCCAGTGCTACACCATCAAGTGCGACAACACCCAGTCCGTGTGGTGCAAGCCC
GGCAACACCGTCACCGTCACGGCCACCAACCTGTGCCCGCCCAACTACGCGCTCC
CCAACGGCGGCTGGTGCGGCCCGCCGCGCCCCCACTTCGACATGTCCCAGCCGGC
ATGGGAGAACATCGGCATGTACCGCGGTGGCATCATCCCAGTCCTCTACCAGCGG
TAAGCTTAGCTACACCACGTACGGTCGGCAAAACTCGCCGGACCTTAATTAGGGT
TGTCACTCTAGTTCTAGCAAGATGATAGAGTAATTAACCGATCGAGATATCGATG
TGCATGGCTCGCGATCGGTGGTGTGCAGGGTGCGATGCTCGAGGCAGGGAGGCG
TGAGGTTGAGAATCACCGGGTCCCAGTACTTCCAGCTGACTCTCATCACCAACGT
CGGCGGCAGTGGGTCCATCCAGTCCATGTCGGTGAAGGGGACCAACACCGGGTG
GATTGCCATGACGCGGAACTGGGGAGCGCAATGGCAGAGCAACTCGGCGCTCCT
CAACAAGGCGCTCTCCTTCATGGTCACCTCCACCGGCGGCCAGACGCTGTACATC
AACAACGTCGTGCCGGAGGGGTGGGTGCTGGGCACGACATTCGCCACCAACGCG
CAGTTTGACTATTAG





