
IDENTIFICATION 

Species: Panicum hallii 

Locus: Pahal.9G403100 

Gene Model: Pahal.9G403100.1.p 

Description: PhEXPA-30 

Family: Alpha Expansin  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/Phallii_v3_1  

KEGG: https://www.genome.jp/entry/T07366  

EXTERNAL RESOURCES 

- 

https://phytozome-next.jgi.doe.gov/info/Phallii_v3_1
https://www.genome.jp/entry/T07366


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>PhEXPA-30 

MASPSTAILALAVALVCAATAANARFTAMQWTPAHATFYGDETAAETMGGACGYG

NLYATGYGTDTAALSTTLFKDGYGCGTCYQIRCASSPWCYRGSPVITVTATNLCPPN

WAQDSNNGGWCNPPRTHFDLSKPAFMRMAQWRAGIVPVMYRRVPCVRRGGLRFA

LQGNPYWLLAYVMNVAGAGDVAEMSVRSGRGAWVRMSHNWGASFQAFAQLGGR

ALSFKVTSYTTRQTVVATNVAPANWCLGLTYQARVNFS* 

CDS (coding sequence) 

>PhEXPA-30 

ATGGCTTCTCCATCCACAGCCATCTTGGCCCTCGCCGTCGCGTTGGTCTGCGCAGC

CACCGCGGCGAACGCGAGGTTCACGGCGATGCAGTGGACTCCGGCGCACGCCAC

GTTCTACGGCGACGAGACCGCGGCCGAGACCATGGGTGGGGCGTGCGGGTACGG

CAACCTGTACGCAACGGGGTACGGCACGGACACGGCGGCGCTGAGCACGACACT

GTTCAAGGACGGGTACGGGTGCGGGACGTGCTACCAGATCCGGTGCGCGAGCTC

CCCCTGGTGCTACCGGGGCTCGCCGGTGATCACGGTGACGGCGACCAACCTGTGC

CCGCCCAACTGGGCGCAGGACTCCAACAACGGCGGCTGGTGCAACCCGCCGCGG

ACCCACTTCGACCTCTCCAAGCCGGCGTTCATGCGGATGGCCCAGTGGCGCGCCG

GCATCGTGCCGGTCATGTACCGGCGGGTGCCCTGCGTGAGGCGCGGCGGCCTCCG

GTTCGCGCTCCAGGGGAACCCCTACTGGCTGCTGGCGTACGTGATGAACGTGGCC

GGCGCCGGAGACGTCGCGGAGATGTCGGTGAGGAGCGGGCGCGGCGCGTGGGTG

CGCATGAGCCACAACTGGGGCGCGTCGTTTCAGGCGTTCGCGCAGCTCGGCGGCC

GGGCGCTCAGCTTCAAGGTCACCTCCTACACCACCCGGCAGACCGTCGTCGCCAC

CAACGTCGCGCCGGCAAACTGGTGCCTCGGGCTCACGTACCAGGCCCGCGTCAAC

TTCTCCTGA 

Nucleotide 

>PhEXPA-30 

CATCCGACGCCTCGCTGACGCGCCCCCGCGCCGCGGCACGCGTGTCCGGGGGTCG

GTGGCCGCCCCCCGGCCTCGCCGTCCTCTCCTCCTCCCTTCCCCATGTCCCCTCCC

CACACCAGGCCACCACCTCTATATCCGTCCCACGGCGCCGCGCTTCGCCCCCAAC

CGCGTCGCGTGTCCAAAACATTCTGCGGCCTGCTGGAGGGCAGCACCAGGTATCA

TCAGTCCAGCGTCCACCCTGCTCTGGCTACTAGAAGCACACGCGGGCACCAGCTC



ACCTAGATCCCGCGCCGCGGTCGGAAACCAGAGCGGCAACCTTGCGGCGCCCGC

GCCGAGCATAAAGCCGGCGCTCGTGGCATTCCAATCCCCCAGTTCAGTTCTGTGT

TTCTGTTCTGTTCTCCCAAGCGAAACCAATTCGAGCCTTCTCGTCTTCGACCTCGA

GAGCTCGGTCCGTGGCCGTCGCCATGAGGAGCGCCGCGCCCCTGTCCCTCGTCTT

GCTCCTGGCCTTCATCGCGGTCCCGTCCCCGGCTCGCGGCTGCGACCGCTGCGTG

CGCCGCTCCAAGGCCACCTACCAGGCCTCCTCGCTCGCCCTCAACGGTAACCAGC

CGGCTCCGCGTCTCGATTGAGGGTTCATCTGTTTGCCGCTTGCAATTGATGGTTTT

GTTCCTGAATCGCGCAGCCGGTTCGTGCGGGTACGGCCCCCTGGCCGCGTCCTTC

AACGGCGGCTTCCTCGCCGCGGCGGGCCCCGAGCTCTACAGGGGCGGCGTCGGCT

GCGGCGCCTGCTTCCAGGTAGGCTCCTTCTTCCCCCCAATTCCTCAGTTTTTCAGT

CAAAGAATTTGGATTGAGCGAGGATCGCCCATTGCAGGTGAGGTGCGGGGACAG

CGAGCTGTGCAGCCCCGCCGGCGCCAAGGTGGTGGTGACGGACCAGGCGCGGAC

CTCGAACCGCACGGGCCTGGTGCTGAGCGGCGCGGCGTACGCGGCCATGGCCCG

CGCCGGCATGGCAGCGCGGCTCAGGGCGCGGCGCGTCGTGGACGTCGAGTACAA

GAGGTAGGTGCCCGCCTGCCGCCCGGCTCCTTGTCGCCGCCCGCAAGTACGGCGT

GTCGGCGTCGGTAGCGTGCGTCATCTCAGCTCCGCTCGCACGTGCCGATGATGCA

GAGAACAGCTTAGTTTGTTTCACCCCCGGGATTGGGAGAAGAATTAACACCTGAA

TTCTTGTGGGGGCAGGATCCCGTGCGAGTACGCGAACCGCAACCTGTCGATCCGC

GTGGAGGGGAAGAGCCGGCCGCCGAGCGAGCTGTCCATCAGGTTCCTGTACCAG

GGCGGCCAGACCGACATCGTCGCCGTCGACGTCGCCACGGTAAGCAGCAATTCCC

CCGGCCGCTTCAAACAAAGATTGGGAGCTGAGGTCAGCCAAGCAACGCTCTAATT

CACGGGCGGTTGATTGACGTGGTTGCCGGTGTGGTTTTGTTTTGTCGGCACGCAG

GTCGGGTCGTCGAGCTGGCGGTTCATGACGCGGGAGCACGGTCCGGCGTGGAGC

ACGGCGCAGGCGCCGGCGGGGCCGCTGCAGCTCCGGCTGGTGGTCACCGGCGGG

TACGACGGCAAGTGGGTGTGGGCGGAGTCGGAGGTGCTGCCGCGGCGGTGGGAG

GCCGGCCGCGTCTACGACGCCGGGGTGCAGGTCGCCGACGTCGCGCAGGAAGGG

TGCTACCCCTGCGACACGCACGAGTGGCAGTGACGCGCGCGCGCACAGCCTGGA

TTGTAAAACTGTACAGCCCTTTTTTTTTTGCCTTTTCCTGTCCTTTTCTTGACCGTC

CATTTTTCGACGGATGGACGGATGGATGAAATTACGAAATGATGAATCGGATCGG

AGAGAGTCAAACGTGCCGTGGCAACTTGGGTTCGGCCTCCCTGTTCCCCCACTTC

TAGCTGTGCCGCGGAGTTGGAGCGCACGATGTGGCGTGCGTAGTGTGCTGCGTGC

ATGATGGCCTTGGTCGTCAACGACGAGCGCTTCCACTTGCCGGCGGTCAGGGCCA

CTCGTTCCGAGCGGGCACTGGCGGGTGCCGTCGTCACGACGGGGGAGGTGAGGT

CACGCGGACGTAGCTGAGCCGGAGAGACATGCTCGGCAGATGCGGCCAGCGTGC

CGCTAGCATTTCTACACCGAGCAACGGCTCCCTTGTGCGGGCAGGCATCTGCGAT

GCTGCCCGGCCGGTGAGATCGTGCGGTTGTTGAGCCGAGTCTACTACGACGTGTG

GCCGGCTCTGGAGCTGGAACTGGAACAGAGTGACCGGCATTTTCGAACTTTGCGG

CTGCAGCATGTATGCTAAACGGGCGGATTAGGTGGGCGTTCAGTGGTTTGAAACG

GTGCAGCCGAGATATTCTTTCTTATTTTTTGACATGAGGCTTAGGGCTCCC 


