IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c14_18590V3

Gene Model: Pp3c14_18590V3.1.p
Description: PPEXPA-28

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Ppatens_v3_3
KEGG: https://www.genome.jp/entry/gn:T01041

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Ppatens_v3_3
https://www.genome.jp/entry/gn:T01041

GENE STRUCTURE
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DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLNOOOS50

List of domain hits *®

+ Name Accession Description Interval  E-value
[+ PLNO0050 super family cl31535 expansin A; Provisional 15-260 5.80e-63

SEQUENCES
Peptide
>PpEXPA-28

MRTPGAASTMKVAACIGMAALMALSVLPCVVGAPYGWNEAHITYYGTANGGGTQ
GGACGYPNTFAMGYGAMTAALSYPLFQGGKACGGCYQLRCKWVTPTRTVHNWCW
SYSRTITVTATNSCPPGSHGGWCNWRPHFDLPMPAFLTLARREGGVAPVYYRKVRC
AKRGGIRFTIGGNPYFLMILIHNVGGAGDLKAVKVRGGNGYWVPMWRNWGALWTC
KTRMSGALSFQITTGDGRTLTTYKAVGGYWRFGQTWEGSQFR*

CDS (coding sequence)
>PpEXPA-28

ATGAGGACCCCGGGCGCTGCATCCACCATGAAGGTCGCAGCTTGCATTGGCATGG
CCGCCTTGATGGCGCTGAGCGTCCTGCCTTGCGTGGTGGGAGCGCCGTACGGGTG
GAACGAGGCGCACATCACGTACTATGGAACAGCTAATGGCGGGGGCACGCAGGG
AGGCGCCTGCGGGTATCCGAACACCTTTGCGATGGGATACGGGGCGATGACCGC
AGCGTTGAGTTATCCTCTGTTCCAGGGGGGAAAGGCATGCGGCGGGTGCTATCAG
TTGCGGTGCAAGTGGGTGACGCCAACCCGAACCGTGCACAACTGGTGCTGGAGCT
ACTCTCGCACCATCACCGTGACCGCAACAAACTCGTGCCCTCCAGGGTCGCACGG
AGGTTGGTGCAACTGGAGACCTCACTTCGACTTGCCAATGCCTGCTTTCCTGACG
CTGGCACGGCGTGAGGGAGGAGTGGCTCCGGTGTATTACAGGAAGGTCCGGTGT
GCGAAGCGCGGCGGAATTCGGTTCACCATCGGAGGCAACCCGTACTTCTTGATGA
TCCTGATTCACAACGTGGGAGGGGCGGGCGATTTGAAGGCAGTGAAGGTCAGGG
GAGGAAACGGATATTGGGTGCCCATGTGGCGCAACTGGGGCGCGCTGTGGACAT
GCAAAACGAGGATGAGCGGAGCACTGTCTTTCCAGATTACGACGGGCGACGGGC
GCACTTTGACGACTTACAAAGCCGTGGGCGGGTACTGGAGGTTCGGACAGACCTG
GGAAGGATCCCAGTTCAGGTAG

Nucleotide
>PpEXPA-28

ACATTCCCGCTGCATCTGATGTATTAGGCCGTGAGCTCCCTTCGATCCCTCCACTT
GCAGGACCAAGTTCATGTACCATCTCATCCTGATGAGCGCACCACAGAAACCGAG
TCTGTAGACTTCGTCCCCACTCAGACACAGCTTCGCATCTCGGCTAAGACCAGCT
CTAACACGTCGTCATGAGGACCCCGGGCGCTGCATCCACCATGAAGGTCGCAGCT
TGCATTGGCATGGCCGCCTTGATGGCGCTGAGCGTCCTGCCTTGCGTGGTGGGAG



CGCCGTACGGGTGGAACGAGGCGCACATCACGTACTATGGAACAGCTAATGGCG
GGGGCACGCAGGGAGGCGCCTGCGGGTATCCGAACACCTTTGCGATGGGATACG
GGGCGATGACCGCAGCGTTGAGTTATCCTCTGTTCCAGGGGGGAAAGGCATGCG
GCGGGTGCTATCAGTTGCGGTGCAAGTGGGTGACGCCAACCCGAACCGTGCACA
ACTGGTGCTGGAGCTACTCTCGCACCATCACCGTGACCGCAACAAACTCGTGCCC
TCCAGGGTCGCACGGAGGTTGGTGCAACTGGAGACCTCACTTCGACTTGCCAATG
CCTGCTTTCCTGACGCTGGCACGGCGTGAGGGAGGAGTGGCTCCGGTGTATTACA
GGAAGGTCCGGTGTGCGAAGCGCGGCGGAATTCGGTTCACCATCGGAGGCAACC
CGTACTTCTTGATGATCCTGATTCACAACGTGGGAGGGGCGGGCGATTTGAAGGC
AGTGAAGGTCAGGGGAGGAAACGGATATTGGGTGCCCATGTGGCGCAACTGGGG
CGCGCTGTGGACATGCAAAACGAGGATGAGCGGAGCACTGTCTTTCCAGATTACG
ACGGGCGACGGGCGCACTTTGACGACTTACAAAGCCGTGGGCGGGTACTGGAGG
TTCGGACAGACCTGGGAAGGATCCCAGTTCAGGTAGGTAGATTGTAGCGGACCTC
GAAGCCGAGCGCAGCGTCGGTAGCAACAGTCGCTGTGATTGGTGGGAACATGGC
GGCGCTCCGCGGTCCGAGATGGGCGTGCGAAAACTGGCCGGCCATCCGTCCGTGT
GAAGCGGATCTTGCAGTCCCCATCGACGAGACGACAACGTGTGGAGATGTAGAA
TTTAAGTGTATCGTGAGTGTTCATTCTTGGAAGCTCGAGCAGGTAGAACGTTTGA
GGGGAATCCTTGGAAGTAGGGAGTTCTGCAGAGCGATTGTAAAAGGATTAAATG
ATTGGGTACTTGATCTCGTATTCAGGGACATGTATCTGGAATAAAACAGTCAAGC
ACCTTTATTTGAATACAGAAGTTTGGAAGAGTCGATTGAAGCTTTGTATTGTCGC
GTATGGACGTGGATGCCGCAGCTAAGTTTGCCTTGCCGCGTGCTGAGGGGTAGTA
TGGTGATTAGCACACGGAGATGGCACTGGTCGATGCAAAGTTTTATACGCTGAGT
GCCGTTGATGGCAGGCAAGTTGTGTGAGAGTCCTCCACATTGGAGCTCGTTTGAT
ATGTGATCGCATTGGAATCGTGCGCTTGTCAAGTCCCATTTGCCGGTCATGCCAC
AGTGATTGAATTTCTGGACCGGAAGCTTTGCAGTGTCAGGAACTTCTGAGGAGGT
ATATTTTTGTCCAAACACACAGGTGTTGCATCATCCC



