IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin01G211600

Gene Model: Misin01G211600.1.p
Description: McsEXPA-01
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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE
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Query seq, METEMAKSUMLFTALAACPALARATISOGT ATFYGLPOGSGTMGGACGYENL YNAGYGYNNAAL SPYLPNDGASC GOCYVT TCDASRPGRINVCR TUVTVTA THLEPSNYALPNGGOMAGN YYFLL VN TONLAG SCSWAHAW THIDK TEWI OME RMUGANMIALAGLVGOGL S FAVTST GGV TOF LMAPGUMCFGHT FNTNIN Y
Superfamilies —  eies

+ Name Accession Description Interval E-value
[+] PLN00193 super family c133423 expansin-A: Provisional 26-205 1.61e-63
SEQUENCES

Peptide

>McsEXPA-01

MSTEMAKSLMLFTALAACPALAAADWSQGTATFYGGPDGSGTMGGACGYENLYN
AGYGVNNAALSPVLFNDGASCGQCYVIICDASRPGGQYCRTWVTVTATNLCPSNYA
LPNGGCMAGNYYFLLVNIQNLAGSGSVAAAWIKGDKTEWIQMSRNWGANWQALA
GLVGQGLSFAVTSTGGQYIQFLNVVPGWWQFGMTFNTNQNFNY*

CDS (coding sequence)
>McsEXPA-01

ATGTCCACAGAAATGGCCAAGTCCCTGATGCTGTTCACAGCGCTCGCGGCGTGCC
CCGCGCTTGCCGCCGCCGACTGGTCTCAGGGCACCGCCACGTTCTACGGTGGACC
CGACGGCTCCGGCACGATGGGAGGCGCATGCGGCTACGAGAACCTATACAACGC
CGGGTACGGCGTCAACAACGCAGCTCTAAGCCCGGTGCTGTTCAACGACGGCGC
GTCGTGCGGGCAGTGCTACGTCATCATCTGCGACGCGTCACGTCCGGGCGGCCAG
TACTGCCGCACGTGGGTCACCGTGACGGCCACCAACCTGTGCCCATCCAACTACG
CGCTGCCCAACGGCGGGTGCATGGCCGGCAACTACTACTTCCTGCTCGTCAATAT
CCAGAACCTCGCCGGCAGCGGCTCTGTGGCCGCCGCCTGGATCAAGGGCGATAA
GACAGAGTGGATCCAGATGTCCAGGAACTGGGGAGCCAACTGGCAGGCGCTCGC
CGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGCACAGGTGGGCAGTA
CATCCAGTTCCTCAACGTCGTACCAGGATGGTGGCAGTTTGGCATGACCTTCAAC
ACAAACCAGAATTTTAACTACTAA

Nucleotide
>McsEXPA-01

ATGTCCACAGAAATGGCCAAGTCCCTGATGCTGTTCACAGCGCTCGCGGCGTGCC
CCGCGCTTGCCGCCGCCGACTGGTCTCAGGGCACCGCCACGTTCTACGGTGGACC
CGACGGCTCCGGCACGATGGGTAATTACTTTCGCATGCATGCATTTCGGTACATG
ATGAGACAGTGTATATATGCTAATCCATGCATGCATGCTCGTATTCGTATAATGT
ATACATTATTACAGGAGGCGCATGCGGCTACGAGAACCTATACAACGCCGGGTA
CGGCGTCAACAACGCAGCTCTAAGCCCGGTGCTGTTCAACGACGGCGCGTCGTGC
GGGCAGTGCTACGTCATCATCTGCGACGCGTCACGTCCGGGCGGCCAGTACTGCC
GCACGTGGGTCACCGTGACGGCCACCAACCTGTGCCCATCCAACTACGCGCTGCC
CAACGGCGGGTGGTGCGGTCCGGGGCGGCCCCCACTTTGACATGTCGCAGCCGGC



GTGGGAGAACATCGGCATCTACAGCGGCGGCATCATCCCGGTGCTGTACCAGCA
GGTCAAGTGCTAGCGCAACGGCGGCGTGCGCTTCAGCATGGCCGGCAACTACTAC
TTCCTGCTCGTCAATATCCAGAACCTCGCCGGCAGCGGCTCTGTGGCCGCCGCCT
GGATCAAGGGCGATAAGACAGAGTGGATCCAGATGTCCAGGAACTGGGGAGCCA
ACTGGCAGGCGCTCGCCGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAG
CACAGGTGGGCAGTACATCCAGTTCCTCAACGTCGTACCAGGATGGTGGCAGTTT
GGCATGACCTTCAACACAAACCAGAATTTTAACTACTAA





