IDENTIFICATION

Species: Panicum hallii HAL

Locus: PhHAL.1G111100

Gene Model: PhHAL.1G111100.1.p
Description: PhhEXPA-05

Family: Alpha Expansin

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
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DOMAIN ARCHITECTURE

100 125 150 175 200 228 280
T S T N T A T SR TN A TN ST SR T A TR SO TR SN AT W T S AN S S| I

Query seq.
Superfanilies PLN00133

List of domain hits d

Name Accession Description Interval E-value

+
[+ PLN00193 super family expansin-A; Provisional 42-268 183e-124

SEQUENCES
Peptide
>PhhEXPA-05

MTAVRAFAVALLALGWALAVAADNVTTSSSSSPAPAPPPAVWQRGHATFYGGADA
SGTMGGACGYGNLYSQGYGSRTAALSTVLFQDGASCGQCYKIACDRKTDPTWCRPG
VTVTVTATNFCPPNWELPDGGWCNTARPHFDMAQPAWEKIGADTRAGIIPVIYQRVP
CARRGGVRFTINGHDYFNLVLVTNVAAAGSIKSMDVRSSDSADWQPMARNWGAN
WHSLAYLSGKRLSFRVTTTDGQTLEFTNVVPPGWTFGLTFASNLQFK*

CDS (coding sequence)
>PhhEXPA-05

ATGACAGCAGTTAGAGCTTTCGCCGTCGCGCTGCTCGCACTCGGCTGGGCGCTGG
CCGTGGCCGCGGACAACGTCACGACCAGCTCGTCGTCGTCTCCGGLCGLCLCGGLGLC
GCCTCCGGCAGTGTGGCAGCGGGGGCACGCGACGTTCTACGGGGGAGCAGATGC
CTCCGGGACCATGGGCGGCGCGTGCGGGTACGGCAACCTGTACTCGCAGGGCTA
CGGGTCGCGCACGGCGGCGTTGAGCACGGTGCTCTTCCAAGACGGTGCTTCCTGT
GGGCAGTGCTACAAGATCGCGTGCGACCGCAAGACGGACCCGACGTGGTGCCGG
CCCGGCGTGACGGTCACCGTCACTGCCACCAACTTCTGCCCGCCCAACTGGGAGC
TCCCCGACGGCGGGTGGTGCAACACGGCGCGGCCCCACTTCGACATGGCGCAGC
CGGCGTGGGAGAAGATCGGCGCCGACACCCGCGCCGGCATCATCCCCGTCATCTA
CCAGAGGGTCCCGTGCGCGAGGAGGGGCGGGGTGAGGTTCACCATCAACGGGCA
CGACTACTTCAACCTGGTGCTCGTGACCAACGTCGCCGCGGCTGGCTCCATCAAG
TCCATGGACGTCAGGAGCTCCGACTCGGCCGACTGGCAGCCGATGGCGCGGAAC
TGGGGCGCCAACTGGCACTCCCTGGCGTACCTCAGCGGGAAGAGGCTCTCGTTCA
GGGTGACCACCACGGATGGCCAAACCCTCGAGTTCACGAACGTGGTGCCGCCTG
GATGGACGTTCGGCCTCACATTCGCAAGCAACTTGCAGTTCAAATAA

Nucleotide
>PhhEXPA-05

ATGACAGCAGTTAGAGCTTTCGCCGTCGCGCTGCTCGCACTCGGCTGGGCGCTGG
CCGTGGCCGCGGACAACGTCACGACCAGCTCGTCGTCGTCTCCGGLGLCGGLGLC
GCCTCCGGCAGTGTGGCAGCGGGGGCACGCGACGTTCTACGGGGGAGCAGATGC
CTCCGGGACCATGGGTAACTAGCCCGATTTTGCTTCATCTAGCTTCGATTCTACAT
TCATATATGTGTCGCTGATGATGACGTGCGTACGTGTAAATAACGGCAGGCGGCG



CGTGCGGGTACGGCAACCTGTACTCGCAGGGCTACGGGTCGCGCACGGCGGCGTT
GAGCACGGTGCTCTTCCAAGACGGTGCTTCCTGTGGGCAGTGCTACAAGATCGCG
TGCGACCGCAAGACGGACCCGACGTGGTGCCGGCCCGGCGTGACGGTCACCGTC
ACTGCCACCAACTTCTGCCCGCCCAACTGGGAGCTCCCCGACGGCGGGTGGTGCA
ACACGGCGCGGCCCCACTTCGACATGGCGCAGCCGGCGTGGGAGAAGATCGGCG
CCGACACCCGCGCCGGCATCATCCCCGTCATCTACCAGAGGGTCCCGTGCGCGAG
GAGGGGCGGGGTGAGGTTCACCATCAACGGGCACGACTACTTCAACCTGGTGCTC
GTGACCAACGTCGCCGCGGCTGGCTCCATCAAGTCCATGGACGTCAGGAGCTCCG
ACTCGGCCGACTGGCAGCCGATGGCGCGGAACTGGGGCGCCAACTGGCACTCCC
TGGCGTACCTCAGCGGGAAGAGGCTCTCGTTCAGGGTGACCACCACGGATGGCC
AAACCCTCGAGTTCACGAACGTGGTGCCGCCTGGATGGACGTTCGGCCTCACATT
CGCAAGCAACTTGCAGTTCAAATAAGAACTTCGTTGGGATTTACCTGTTATTGAT
GATCCGAGGGAATCAAATCCGTATACACTGTGAAAAAAAATGGTCTTAATAAGTT
GCTCATGTTGTACACTACTTGAGACGACACTGGTAGCAT





