
IDENTIFICATION 

Species: Panicum hallii HAL 

Locus: PhHAL.4G008800 

Gene Model: PhHAL.4G008800.1.p 

Description: PhhEXLA-02 

Family: Expansin Like Alpha  

3D structure: 

 
GENOME DATABASES 

Phytozome: https://phytozome-next.jgi.doe.gov/info/PhalliiHAL_v2_1   
KEGG:- 

EXTERNAL RESOURCES 

- 

https://phytozome-next.jgi.doe.gov/info/PhalliiHAL_v2_1
http://www.ocri-genomics.org/bolbase/login.htm


GENE STRUCTURE 

 

DOMAIN ARCHITECTURE 

 

SEQUENCES 

Peptide 

>PhhEXLA-02 

MAAAMALPPPLLLLTISQFLPPASCSPPSNYYCDWCPRQSTASLLPPPAGDLGGTLGG

EGACGYGTAIAAELVGGYAVAAAGAEFFRDGAGCGACYQLRCRDRRVCGDGGVKV

VVTDAANRTGFLLAGEAFAAMANDGMADQIAGSDNVVPVDFRRIPCEYKRNLVVR

VEKGSRNPGQLAVRFLYQGGQTDIAAVEISQANRTQLASSWQPMARLRRVWRATRA

PAGPLRLRLVVTAGFGGKWLQAQEAVLPADWRPGQAYDTGLRVTDVALRTCSSSCR

THAGDEELR* 

CDS (coding sequence) 

>PhhEXLA-02 

ATGGCCGCCGCCATGGCGCTGCCGCCGCCGCTTCTTCTCCTCACCATCAGCCAGTT

CCTGCCTCCCGCGTCCTGCTCTCCTCCTTCCAACTACTACTGCGACTGGTGCCCTC

GCCAATCCACCGCCTCTCTCCTCCCTCCGCCCGCCGGCGACCTCGGCGGTACACTC

GGCGGCGAGGGTGCCTGTGGGTACGGTACCGCCATAGCTGCGGAGCTCGTTGGA

GGATACGCCGTCGCCGCCGCGGGCGCCGAGTTCTTCCGCGACGGTGCCGGCTGCG

GCGCCTGCTACCAGTTGCGGTGCAGGGACCGGCGGGTGTGCGGCGACGGCGGCG

TCAAGGTCGTCGTCACGGACGCTGCCAACCGCACCGGGTTCCTGCTCGCCGGGGA

GGCCTTCGCCGCGATGGCCAATGACGGCATGGCCGACCAAATCGCCGGCTCGGAT

AACGTCGTCCCGGTGGACTTCAGGAGGATACCTTGCGAGTACAAGAGGAACCTG

GTGGTACGGGTTGAGAAGGGGAGCCGGAACCCGGGCCAGCTCGCCGTCCGGTTC

CTGTACCAGGGCGGCCAGACCGACATCGCCGCCGTCGAGATCTCGCAGGCGAAC

CGCACCCAGTTGGCGTCGTCGTGGCAGCCCATGGCGCGGCTGCGTCGCGTGTGGC

GCGCCACGCGCGCCCCGGCCGGCCCGCTGCGGCTCCGCCTCGTCGTCACGGCCGG

CTTCGGCGGCAAGTGGCTGCAGGCCCAGGAGGCGGTGCTGCCGGCGGACTGGCG

GCCCGGGCAGGCGTACGACACGGGGCTCCGGGTCACCGACGTCGCCCTGCGCAC

CTGCAGCAGCTCCTGCCGCACGCACGCCGGCGATGAGGAGCTCAGATAG 

Nucleotide 

>PhhEXLA-02 



AACCATCTCATCGTCAACGATATCAAGGCACGCAAAAATGCCAACACAATTCACA

CATCGTGCAACAACTTGAGCAGATAAACAAATGGCAAGCAGGATCAAGAATCAG

CAAAGCGTGGCGAGAATGAACATCACAAAGGTGTGGAGGAGAAGAAACTGTGG

AGCATGCGTCGGCTTGGCCATACACTGCACCGCATGCAGGAGCCGGAAACTTGG

AACGAGCTATCCGGCGGCGGAAAGATTGTTGCGACAGGCACTTTGCTCGCTTCAA

CCCCACCATATCCCGTGACCATGTATAGGGGCTGTCCCTGTCTGCTTGTCTGTCTG

TCTGTCCCCATGGCGCACTCGCCTCCGCTCCATCCACTCGCGTCGCGTGCCGCTTA

TTCTTCCATTCTCTCTCTTTCTCTCTCGTATTTTGACGCAGGCGGGCATGTCCATCG

ACCTCAGTTGATGCCCCCACGTTCCTGCCTATCAGCCTATGGCTAACATAAATCA

GCAGCTCGCCTTGCTTCCCCTTCGCTAGCCGTCTTATCCATCCATCGAGCCGCAGT

CGAGCTGCAGCTGAACCATGGCCGCCGCCATGGCGCTGCCGCCGCCGCTTCTTCT

CCTCACCATCAGCCAGTTCCTGCCTCCCGCGTCCTGCTCTCCTCCTTCCAACTACT

ACTGCGACTGGTGCCCTCGCCAATCCACCGCCTCTCTCCTCCCTCCGCCCGCCGGC

GACCTCGGCGGTACACTCGGCGGCGAGGGTGCCTGTGGGTACGGTACCGCCATA

GCTGCGGAGCTCGTTGGAGGATACGCCGTCGCCGCCGCGGGCGCCGAGTTCTTCC

GCGACGGTGCCGGCTGCGGCGCCTGCTACCAGGTGAGGGTCACTGATGACTGGCC

AGCTAACTAGTATAATACTAGTAGTAACAAGCAAGCCCATCATAGGCTGCAAGA

ATGCAAATGCTAACAACAAGGAGGTCCGCCTGCTTGCAGTTGCGGTGCAGGGAC

CGGCGGGTGTGCGGCGACGGCGGCGTCAAGGTCGTCGTCACGGACGCTGCCAAC

CGCACCGGGTTCCTGCTCGCCGGGGAGGCCTTCGCCGCGATGGCCAATGACGGCA

TGGCCGACCAAATCGCCGGCTCGGATAACGTCGTCCCGGTGGACTTCAGGAGGTA

GTCGATCGCATTTTCACAAGTGTGCAAATGTGTTCAGAGATCGATCGTCAGTACG

AGAAATACGGCATCTGGATTAACTGACGCAGCAGCTCAAAATTCAACTTTTGATG

CAGGATACCTTGCGAGTACAAGAGGAACCTGGTGGTACGGGTTGAGAAGGGGAG

CCGGAACCCGGGCCAGCTCGCCGTCCGGTTCCTGTACCAGGGCGGCCAGACCGAC

ATCGCCGCCGTCGAGATCTCGCAGGCGAACCGCACCCAGTTGGCGTCGTCGTGGC

AGCCCATGGCGCGGCTGCGTCGCGTGTGGCGCGCCACGCGCGCCCCGGCCGGCCC

GCTGCGGCTCCGCCTCGTCGTCACGGCCGGCTTCGGCGGCAAGTGGCTGCAGGCC

CAGGAGGCGGTGCTGCCGGCGGACTGGCGGCCCGGGCAGGCGTACGACACGGGG

CTCCGGGTCACCGACGTCGCCCTGCGCACCTGCAGCAGCTCCTGCCGCACGCACG

CCGGCGATGAGGAGCTCAGATAGTCAGATGACATGTTGGCACGCGCGCTTGTTGC

ACATATCTTTTTTTTGGGCGCGCGGTTGCATGGAATTTGCTCGAATTATGATGAAG

AGTTGGTTCCTGAAGAGAATCGAAGAGAGAAACAGAACAGAAAACCTGTGGCTG

ATGATCCAAGGCTGCACTGCACGAACCAATGCAAGCAGGCATGCTAGGTGCGCT

GCACTAGTGCAGTGATAGGTGATGCTCCATGAATTTCCTTGCTGCCGGCCGATCT

CACAAATATGATATATGTTTGTGGCTTTGGATGGATGCACAAGATTCATGCGTGC

ATTGTCACAGCATGCTTCTCTTCTCTGACGGTCATGGTGAGGTTGTCATGTAGCGT

CACGTGCTGTATGCCGTACGTGGCAGCCACTGATAGAATTCTTCCTCCTCTTGTAG

GGGGTTTGGAGATCACATGAGCATGTTACTGCAGTGTTTACGGCCAAGTATGTAG

GGTACTGTACGCCGCGGTGTCGCTTTCCAAAAAAACCCATCCACGACCATGCGTT

CTCCGTTCCTCTTCCTCCTCCCCGTGATCGATCGAGCTTGTCGGGTGTCCATGTCT

GCTCGCGTGATCATCCTGGTCCGGCCTTTTGCGATCATTGCTCTTGCTGCCAATCT

TGTACTAATTTATTACTAAGCGTGGCAGACTCGCAGGGCAACGCAGTGAAACTTT

GAGCGACTTTTCCTACGCGTGTGCTTGCTGCCTGAAAAAGGTTCTCATGACTGAC

ATTTTCCTTCCATGATCATCA 




