IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin19G187200

Gene Model: Misin19G187200.1.p
Description: McsEXPA-59
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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Query seq.
Superfanilies PLNOOOS0Q

+ Name Accession Description Interval E-value
[+ PLN00050 super family c131535 expansin A; Provisiona 54-260 2.29e-78
SEQUENCES

Peptide

>MCcsEXPA-59

MVSSLPLFLLLLLLLSAASFGGGVRLGNGGYEDWRLGTATYVKEFQSHPLNDGGGA
CGYGDLDIFRYGRYTTGLSAALFGRGSACGGCYELRCVNHIQWCLRGSPTVVVTAT
DFCPANMGLADEAGGWCNFPREHLELSEAAFLRVAKAKADIVPVQFRRVSCDRAGG
MRFTITGSAHFLQVLITNVAADGEVAAVKVKGSRTGWIPMGRNWGQNWQCDADLR
GHPLSFEVTGGRGRTATAYSVAPADWMFAQTFEGKQLAE*

CDS (coding sequence)
>McsEXPA-59

ATGGTGAGCTCCCTGCCGCTGTTCTTGCTGCTGCTGCTGCTGCTCTCTGCGGCCAG
CTTCGGCGGCGGCGTGAGGCTCGGCAATGGCGGCTACGAGGACTGGAGGCTCGG
CACCGCCACCTACGTCAAGGAGTTCCAATCGCATCCTCTCAACGACGGTGGTGGC
GCCTGCGGCTACGGCGACCTGGACATCTTCAGGTACGGCCGCTACACGACGGGGC
TGAGCGCAGCGCTGTTCGGGCGCGGCAGCGCCTGCGGCGGCTGCTACGAGCTCCG
GTGCGTGAACCACATCCAGTGGTGCCTCCGGGGTAGCCCCACGGTGGTGGTGACG
GCGACGGACTTCTGCCCCGCCAACATGGGCCTCGCCGACGAGGCCGGCGGLTGGT
GCAACTTCCCACGGGAGCACCTCGAGCTGTCCGAGGCCGCCTTCCTCCGCGTCGC
CAAGGCCAAGGCCGACATCGTGCCCGTGCAGTTCCGAAGGGTGAGCTGCGACAG
GGCGGGCGGCATGCGGTTCACCATCACCGGCAGCGCCCACTTCCTGCAGGTGCTG
ATCACCAACGTGGCGGCGGACGGCGAGGTGGCGGCCGTGAAGGTGAAGGGGTCG
AGGACGGGGTGGATCCCGATGGGGCGGAACTGGGGCCAGAACTGGCAGTGCGAC
GCCGACCTCCGCGGCCATCCGCTGTCGTTCGAGGTCACCGGCGGGAGGGGCAGG
ACGGCCACCGCCTACAGCGTAGCGCCGGCGGACTGGATGTTCGCGCAGACGTTTG
AGGGCAAGCAGCTCGCCGAGTAG

Nucleotide
>MCcsEXPA-59

CGGCCTCTGCCCCCACTGCCGCAAATCCCAATAAAGCCAGTGCAGAAAGGAAGC

GGGCAAAAGCAGCCTCGCCTTCTCTTCTACACAACCCGCCGGTCCTCCCCTCTCTG
CCCCGCTCTGTCACCTTTGACTCCCCCATTCCGGTCTCCTCCCCTCTGCTCCCTCCA
TCCCACCACCACCGGCCAAGCAAACACACTGTACATTTCAGTTCAGACAGTCCAA
GAACAGCACCAGGAAAGGCTCCTTGCCGCTGTTCTTGCTGCTGCTGCTGTTCTTGC



TCGACTAGGATAGGAGAGCTCCCTGCCGCTGGTTGATCAACAGCGGACGGGCGG
ACGGCATGGTGAGCTCCCTGCCGCTGTTCTTGCTGCTGCTGCTGCTGCTCTCTGCG
GCCAGCTTCGGCGGCGGCGTGAGGCTCGGCAATGGCGGCTACGAGGACTGGAGG
CTCGGCACCGCCACCTACGTCAAGGAGTTCCAATCGCATCCTCTCAACGACGGTA
TGTGATGTGCCTGCGTTTGTTTCAGCCTCGCAGTCGTAGTACAAATACAATCAGG
AGGAGCATCAGCGATGCTCTGTCGTCAGAGTCGGTTTTCTTTCCCTCCTCTTCTTC
CCCGGCCCCTGCCGGCCGGCCTTTCTGCATTTTTGGTGGATGAAAGGTAGCCAAT
GCTTCCCTCTCTTCCAACAAAGAAATGGAGATTGCGAATGTCGTCTGAAGACACG
ATTCTATTCCATGGGCGAGAATATAGTGCGGTGTTGTACAGATCCAGGCGTCGCT
GCTTACTGCAATGTCGCCAAAAACACACACACACACACGAGGGGAGATTCACCA
ATGTCCAACGGAACTTCTTCCCCTTTTCCTTCCTGGCTTCACATTGAGTGATTCTTG
GAACTGAACATTCCAAGATGATTTTTTTTTGTACATGATAGAAGCACTATCTTGAT
TTGTCAAAGGTGCTGCAGAAAAAAAAACCCAGTTTTTTCAGGAGGGTTGATGGTA
GTGCACTAATGCTATTGCTATCTTTTAACGGCCAAAAGAAAAGGGGTTATGGAGT
ATCCCTTTTATTTTTTTAGGACAAGTTATGGAGTACATTTTCGGCGCTAATGGGCT
TTCAAGTTTTGTGACCTTTGCCTTTTGAGAAAGTTGTAGTTGACGCACATTGAATG
GGTGCATTGACAAATTATGAGAGGCCAGCTAGTACTACTACCAGTACCACTACAG
TGTGAGGTTTTCTACAGTTACCCTGTTTAGAAACTCATGGAGCTGAGGTTTGATAC
AGTAATTTTCTATGACACCACTGTATACAAAGTTAGGCGTGGTTTAGTTCCTAAA
AATTTTCACCATAAACTATCACATCACATCGAATCTTGAGACACATGCATGGAGT
ATTAAATATAGATGGAAAAAAACTAATTGCATAGTTTGGTTGGAAATCGCGAGAC
GAATATTTTAAGACTAATTAGTCCATAATTAGCCATAAGTGCTACAGTAACTAAC
ATGCGCTAACGATGGATTAATTAGGCTTAATAAATTCGTCTCGTAGTTTCCAGAC
AAGCTATGTAATTAGTTTTTTTTATTAGTATCCGAAAACCTCTTCCGACATCCCCG
AAACATCCTACGTCAGAAAAATTTTCAATTCGCTAACTAAACACAGCCTTGGGAA
CCAACATATACGGCCTGTTCGCTGGTTAGTTTCTGGGCTGGTTTGGGCTGTCTAGT
GCTGGTTTATTGTGAGAGAAAAACACTGTTGGCTGTCTGGTTTGGGCTGGTTGAA
ACCAACAAGCGAACAGGCTGATTGACAGACACTTCATTCATTGCGAGTGTACTTC
ATCAGCTCCTAAAAGTTACAGTCCAGGCTATTTCTAATGTAGTAAATTTCACTGCA
ATTTCGTTTGGACCTGTTCAATTCTCGTAAATTTGAGAAAAATCTAAACTAGCGCT
AAAGTTCTAAATTCATGGATTCAAGAATTTCTATCTGTGCATAGCTCCATGTTTTC
TGTCATTGCTGCACTAGTTATTACAGTATTAGGAAAAGGAAGCACAAACACTGCT
TGTTGCTGTGCCTGATGCAATGGTTGGTTCCTGCAGGTGGTGGCGCCTGCGGCTA
CGGCGACCTGGACATCTTCAGGTACGGCCGCTACACGACGGGGCTGAGCGCAGC
GCTGTTCGGGCGCGGCAGCGCCTGCGGCGGCTGCTACGAGCTCCGGTGCGTGAAC
CACATCCAGTGGTGCCTCCGGGGTAGCCCCACGGTGGTGGTGACGGCGACGGACT
TCTGCCCCGCCAACATGGGCCTCGCCGACGAGGCCGGLCGGLCTGGTGCAACTTCCC
ACGGGAGCACCTCGAGCTGTCCGAGGCCGCCTTCCTCCGCGTCGCCAAGGCCAAG
GCCGACATCGTGCCCGTGCAGTTCCGAAGGTAGGTTGCGCTACGTTACATGCCTC
ACGCCTTGAACTGCTCGATGTTTTTGTTTTTCGTTTTTCAAGGCTTACAAAATTTGT
TTCAAAGAACACGCAGAGCAACTGCGCATTGGAATCGGGTTAGCAATACTTTATA
TGTGAAAACAAACAAATTTTATCATACTCCAACTTGGCTGACCATGAATGAATAT
GCAAAGCCATGGCACATGGCGCGCTATCATTCTTGAGCTGTGCATTCAGTGTATT
TTTGAAGCCTGACACTGCACTGCCTTTTGCGAAAGCCCAGAATGATGTTGGATGA
TTAGAATTGGATCGTAGAATATCGGATGAATGTCTGAAGCCACTTTGGAATGCTA
ACTAATGGGTGTAGGAAGCATCAGGCTCTTGAAAGCACAGAGAAAAGAAAACAT
CGGCTTTCAGTCAGTGGTCCTCCTTTTTGTTTTCAAATCTGACTTGCGTGTTTAATT




ATGAGCACTTGCCCGTTTCCAGACAAGTGCTATGAGTGTGTTCCAACTACTGCAA
GAGTGTACAGCAAGTATCCTTTATATGAGTTTATTATGGCATAATACCAAATTAA
GTTATCCTGCCATTTGTGCCTACTGATCACCTTTTCTGTCTGAAAAAAAAGAACAC
CTGATCGTCTCTTTCAGAAGAGGCCATCCCACTATGATCACCACCATCAACAAAT
GGAGCTTTTCTATTTCTTTTTTATTCCGGGATATGATGCAGCTGAACTTTTTGGCG
ATATGGTGGTGGTGATGGTGCAGGGTGAGCTGCGACAGGGCGGGCGGCATGCGG
TTCACCATCACCGGCAGCGCCCACTTCCTGCAGGTGCTGATCACCAACGTGGCGG
CGGACGGCGAGGTGGCGGCCGTGAAGGTGAAGGGGTCGAGGACGGGGTGGATCC
CGATGGGGCGGAACTGGGGCCAGAACTGGCAGTGCGACGCCGACCTCCGLGGLC
ATCCGCTGTCGTTCGAGGTCACCGGCGGGAGGGGCAGGACGGCCACCGCCTACA
GCGTAGCGCCGGCGGACTGGATGTTCGCGCAGACGTTTGAGGGCAAGCAGCTCG
CCGAGTAGACGCCGAAAAACCAGTCTCCGTGGACGGTGGTGAATGCAGAGTACA
ATTATACAGGTGGGTTCTTGCTGGGTTCATTTGAGGCTTTTTGTTATATAAGAAGA
AAGTGACAGTCCAAATATGTGCATTACGACATCTCACCGTATAACAAGCACTGGA
GGAGCCCAGCATTGTAAAACACAGAAAATGACAACTCAAACACAATTACGGCAT
TAATCTATCTATATGCCCTAAGAAAAAAAAAACACCCCACGAGCATACAATTATA
ATAGCTATGTGTTCCTACAAACTATTCACTAAACTATATCATCACTAGCGTGCACT
TAACTGACATCAATGAGTTATTTCATCCACTAACATTCATTATTATTATAGTCTAT
CTCTCCATGAAAACTAAGTTACCCATATTAATGATTTATGTAAGTCAACAATTCTG
GGTTGTTCAATTTTCATTCCAAACCATATACATCTGTCGCAAATCCAGCAACATGC
TGCGTTGTCCGTCTAGCATCTTAGCGCGTGTTTAGTTCCCCGAATTTGGGTTACTG
TAGCACTTTCATTTTTATTTGGCAAATAGTGTTCAATCATGGACTAATTAGGCTCA
AAACGTTCGTCTCGCAATTTCCAACCAAACTGTGTAATTAGTTTTTTTTCATCTGC
ATTTAATGCTCCATGCATGTATCGCAAGATTCGATGTGATGGCTACTGTAGTACTT
TTTGGAAATTTGGGATGAGAACTAAACACGTGCTTATACAAAAAGTTATGGTGAT
TTGAAAATAGTGCAGGATTCCTAATGCAAAATTGTCTTTATGAACACAATTTTGG
AAACTGTCGATATACTCCCAACTTCTTTTTAGCCACTTGAAAAACTCTTGATTTCT
CAATTGGTTTTTTGAGAACTATTGGAGATGCTCTAACATCTATTTCATTAGTTGAA
CAAAACTAGCTAATATTAGTTATGGTCTATTAGCTAGCTAAC






