IDENTIFICATION

Species: Miscanthus sinensis
Locus: MisinT224700

Gene Model: MisinT224700.1.p
Description: McsEXPA-67
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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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

specific hits e Pollen_allerg_1
Superfanilies DPBB_R1pA_EXP_N-1like superfamily Pollen_allerg_1 superfamily

List of domain hits e

Name Accession Description Interval E-value
[+ DPBB_EXPA_N cd22274 N-terminal double-psi beta-barrel fold domain of the alpha-expansin subfamily, Alpha-expansins 38-164 7.19e-70
[+ Pollen_allerg_1 pfam01357 Pollen allergen; This family contains allergens lol PI, Pil and Pl from Lolium perenne 171-233 1.53e-15

SEQUENCES
Peptide
>McsEXPA-67

MDTSASSSRFAAAAAVVAALQLLLLPALSSAGGDAWQQWQEAHATFYGDESGADT

MQGACGYGDLFQQGYGLETTALSVALFNEGWSCGGCYEIRCQGSTFCAPGGAPVTV
TATNLCPANYSKPNENWCNPPLRHFDLSKPMFLRLVTDFHVGIIPVQYRRVACAKRG

GVRFELKGNRWWVAVLVFNVAGTGDVKAVAAKGSRDGGQWIDMARSWGQVWTN
GDGRSVGEGLSVHYQSDRLCFLRLHCKTQPGHGGQRLSEVV*

CDS (coding sequence)
>MCcSEXPA-67

ATGGACACTAGTGCGTCGTCGTCTCGCTTTGCGGCGGCAGCCGCGGTGGTGGCGG
CGCTGCAGCTGCTGCTTCTGCCGGCGTTGTCGTCGGCCGGCGGCGACGCCTGGCA
GCAGTGGCAGGAGGCGCACGCCACGTTCTACGGCGACGAAAGCGGCGCCGACAC
CATGCAGGGCGCGTGCGGCTACGGCGATCTGTTCCAGCAGGGGTACGGGCTGGA
GACGACGGCGCTAAGTGTGGCGCTCTTCAACGAGGGCTGGTCGTGCGGCGGCTGC
TACGAGATACGGTGCCAGGGCAGCACGTTCTGCGCCCCCGGCGGCGCGLCLCGGTG
ACGGTGACGGCGACGAACCTGTGCCCGGCGAACTACTCGAAGCCGAACGAGAAC
TGGTGCAACCCGCCGCTGCGGCACTTCGACCTGTCCAAGCCCATGTTTCTGCGCCT
CGTCACCGACTTCCACGTCGGGATCATCCCCGTGCAGTACCGCCGCGTGGCGTGC
GCCAAGCGCGGCGGCGTGCGGTTCGAGCTGAAGGGCAACCGGTGGTGGGTCGLC
GTGCTCGTGTTCAACGTCGCCGGGACTGGGGACGTCAAGGCCGTCGCCGCGAAG
GGGTCACGGGACGGCGGGCAGTGGATCGACATGGCGCGCAGCTGGGGACAGGTC
TGGACGAACGGGGATGGACGGAGCGTCGGGGAGGGCCTCTCTGTGCACTACCAG
TCTGATCGGTTATGCTTCCTGCGGCTCCACTGCAAGACACAGCCTGGGCATGGTG
GGCAACGGCTCAGCGAGGTCGTGTAG

Nucleotide
>McSEXPA-67

ATGGACACTAGTGCGTCGTCGTCTCGCTTTGCGGCGGCAGCCGCGGTGGTGGCGEG
CGCTGCAGCTGCTGCTTCTGCCGGCGTTGTCGTCGGCCGGCGGCGACGCCTGGCA
GCAGTGGCAGGAGGCGCACGCCACGTTCTACGGCGACGAAAGCGGCGCCGACAC
CATGCGTAAGATTCCTCTTGCTCTGCTGTTCATCACGCACACGCACGAACGTTCTA



CGTCTAGTTTCAACCTTTTTTTTCTCAATCGGTGCGTGCATTGATGCATGCAGAGG
GCGCGTGCGGCTACGGCGATCTGTTCCAGCAGGGGTACGGGCTGGAGACGACGG
CGCTAAGTGTGGCGCTCTTCAACGAGGGCTGGTCGTGCGGCGGCTGCTACGAGAT
ACGGTGCCAGGGCAGCACGTTCTGCGCCCCCGGCGGCGCGCCGGTGACGGTGAC
GGCGACGAACCTGTGCCCGGCGAACTACTCGAAGCCGAACGAGAACTGGTGCAA
CCCGCCGCTGCGGCACTTCGACCTGTCCAAGCCCATGTTTCTGCGCCTCGTCACCG
ACTTCCACGTCGGGATCATCCCCGTGCAGTACCGCCGCGTGGCGTGCGCCAAGCG
CGGCGGCGTGCGGTTCGAGCTGAAGGGCAACCGGTGGTGGGTCGCCGTGCTCGT
GTTCAACGTCGCCGGGACTGGGGACGTCAAGGCCGTCGCCGCGAAGGGGTCACG
GGACGGCGGGCAGTGGATCGACATGGCGCGCAGCTGGGGACAGGTCTGGACGAA
CGGGGATGGACGGAGCGTCGGGGAGGGCCTCTCGTTCCGCGTCGTCGCCAGCGA
CGGACGCGCCATCGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNTCCCTTGAATTAGGCCGTTATCGTTTGC
ATGCACTCATGGATTAGCTTTCGTATTAGAAGACAATGTTCCATGTTTGTGTATAA
GTTGTTTTTCTTCTTTTGACAAATTTTAAACCTTCGAAAGTTATTCATTTGGGGAC
AGAGAGAGTATATATCAACCACTGTGTATGCAGTGTGCACTACCAGTCTGATCGG
TTATGCTTCCTGCGGCTCCACTGCAAGACACAGCCTGGGCATGGTGGGCAACGGC
TCAGCGAGGTCGTGTAG





