IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c14_18510V3

Gene Model: Pp3c14_18510V3.2.p
Description: PpEXPA-27

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

PpEXPA-27 —
5 .
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Legend:

CDS s upstreamy downstream

DOMAIN ARCHITECTURE

125 150 175 208
PR A ST Wi AT SO W T St A S S N

Query seq.
Superfanilies PLNOOOS0

SEQUENCES
Peptide
>PpEXPA-27

MRTSAVVSSMKAAACAGVAALMALSVLPCVVGAPYGWSEAHITYYGTASGGGTQG
GACGYPNTFAMGYGAMTAALSYPLFQGGKACGGCYQLRCKWVTPTRTVHNWCWS
YSRTITVTATNSCPPGSHGGWCNWRPHFDLPMPAFLTLARREGGVAPVYYRKVRCA
KRGGIRFTIGGNPYFLMILIHNVGGAGDLKAVKVRGGNGYWVPMWRNWGALWTCK
TRMSGALSFQITTGDGRTLTTYKAVGGYWRFGQTWEGSQFR*

CDS (coding sequence)
>PpEXPA-27

ATGAGGACTTCGGCCGTAGTATCCAGCATGAAGGCCGCAGCTTGCGCTGGCGTGG
CCGCCTTGATGGCGCTGAGCGTCCTGCCTTGCGTGGTGGGAGCGCCGTACGGGTG
GAGTGAGGCGCATATCACGTACTACGGAACAGCTAGTGGCGGTGGCACGCAGGG
AGGCGCCTGCGGGTATCCGAACACCTTTGCGATGGGATACGGGGCGATGACCGC
AGCGTTGAGTTATCCTCTGTTCCAGGGCGGAAAGGCATGCGGCGGGTGCTATCAG
TTGCGGTGCAAGTGGGTGACGCCAACCCGAACCGTGCACAACTGGTGCTGGAGCT
ACTCTCGCACCATCACCGTGACCGCAACAAACTCGTGCCCTCCAGGGTCGCACGG
AGGTTGGTGCAACTGGAGACCTCACTTCGACTTGCCAATGCCTGCTTTCCTGACG
CTGGCACGGCGTGAGGGAGGAGTGGCTCCGGTGTATTACAGGAAGGTCCGGTGC
GCGAAGCGCGGCGGAATTCGGTTCACCATCGGAGGCAACCCGTACTTCTTGATGA
TCCTGATTCACAACGTGGGAGGGGCGGGCGATTTGAAGGCAGTGAAGGTCAGGG
GAGGAAACGGATATTGGGTGCCCATGTGGCGCAACTGGGGCGCGCTGTGGACAT
GCAAAACGAGGATGAGCGGAGCATTGTCTTTCCAGATTACGACGGGCGACGGGC
GCACTTTGACGACTTACAAAGCCGTGGGCGGGTACTGGAGGTTCGGACAGACCTG
GGAAGGATCCCAGTTCAGGTAG

Nucleotide
>PpEXPA-27

TCTGCTTAGACTAGGCCTGACAGCCCTCGCATTGGGGACAAGGCAATGTGCTTTA
ACCGGTATGCAATCGCTCAGTACTACCACACCTGTACTTGATGTAATTAGAAGGA
CGAACTATTCCACGAATACGGGTAAGAAATCGTAGAAGTCCCGCATCCTTCAGGA
GAAATGTGGTGGTGTATAAATGCTCCGCTGAGCACTTTGCTTCTTGCGTTCTCGCT
ACATCTGTTGTAGCATACCGTGATCTCCCTAAGTTCCTTCCAACTGCAGGCCATCT



AAATCAAGCAGCCTTGATCATCAGTTCCCGATGTGCGCACCACAGAAACCAAGCC
TGTAGACTTCGAGCCCACTCAGATACAGCTTTCCATCTCTGCCCATACTAGCACG
ACCAGGTGGCCATGAGGACTTCGGCCGTAGTATCCAGCATGAAGGCCGCAGCTTG
CGCTGGCGTGGCCGCCTTGATGGCGCTGAGCGTCCTGCCTTGCGTGGTGGGAGCG
CCGTACGGGTGGAGTGAGGCGCATATCACGTACTACGGAACAGCTAGTGGCGGT
GGCACGCAGGGAGGCGCCTGCGGGTATCCGAACACCTTTGCGATGGGATACGGG
GCGATGACCGCAGCGTTGAGTTATCCTCTGTTCCAGGGCGGAAAGGCATGCGGCG
GGTGCTATCAGTTGCGGTGCAAGTGGGTGACGCCAACCCGAACCGTGCACAACTG
GTGCTGGAGCTACTCTCGCACCATCACCGTGACCGCAACAAACTCGTGCCCTCCA
GGGTCGCACGGAGGTTGGTGCAACTGGAGACCTCACTTCGACTTGCCAATGCCTG
CTTTCCTGACGCTGGCACGGCGTGAGGGAGGAGTGGCTCCGGTGTATTACAGGAA
GGTCCGGTGCGCGAAGCGCGGCGGAATTCGGTTCACCATCGGAGGCAACCCGTA
CTTCTTGATGATCCTGATTCACAACGTGGGAGGGGCGGGCGATTTGAAGGCAGTG
AAGGTCAGGGGAGGAAACGGATATTGGGTGCCCATGTGGCGCAACTGGGGCGCG
CTGTGGACATGCAAAACGAGGATGAGCGGAGCATTGTCTTTCCAGATTACGACGG
GCGACGGGCGCACTTTGACGACTTACAAAGCCGTGGGCGGGTACTGGAGGTTCG
GACAGACCTGGGAAGGATCCCAGTTCAGGTAGGTAGATTGTAGCGGACCTCGAC
GCTGAGCGCAGCATCGGTGGCAACAGTCGCTGTGATCGATGGGAACATGGCGTC
GCTCCGCGGTCCGAGATGTGCGTGCGAGT



