IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c18_19660V3

Gene Model: Pp3c18_19660V3.1.p
Description: PPEXPA-29

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
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Query seq.
Superfanilies PLNO0OS0O

F'L“JU-C)(JEG E::E'::I"TI} :lfff!!hﬂ expansin A; Provisiona Deseription In“;’i‘:’)‘l ET::‘;-EQJ
SEQUENCES

Peptide

>PpEXPA-29

MEAMAMVWTVVLALMLVVAPFGSEARSNFMAGGWGYAHATYYGGADASGTQGG
ACGFGNLYSTGYGTNTAALSAALFNSGLSCGSCYELACDPNGSKYCLPGGPTVTVTA
TNFCPHGSLGGWCDAPKQHFDLAHPMFVSLAREVGGVIPIKYRRVPCVKSGGMRFTI
NGNPWFLLVLVTNVAGAGDVQHMYIKGSNTPWEPMSRNWGSMWQFTGDSKMKG
QALSFKAVTSDGSVAVSMDAAPGNWQFGQTFEGVNF*

CDS (coding sequence)
>PpEXPA-29

ATGGAAGCTATGGCTATGGTGTGGACTGTTGTCTTGGCGCTGATGCTGGTGGTGG
CGCCCTTTGGATCGGAGGCGCGCAGCAACTTCATGGCGGGAGGATGGGGCTATG
CCCATGCTACGTATTACGGCGGTGCTGATGCGTCAGGAACTCAAGGCGGGGCATG
TGGATTCGGGAACCTCTACAGTACCGGTTACGGAACCAACACTGCGGCACTCAGT
GCTGCCTTGTTCAACAGTGGCCTTAGCTGCGGCTCCTGCTATGAGCTTGCTTGCGA
CCCCAATGGCTCCAAATACTGCCTTCCAGGGGGGCCAACAGTCACCGTTACTGCG
ACCAACTTCTGTCCCCATGGGTCCTTGGGAGGATGGTGCGACGCTCCCAAGCAGC
ACTTCGACCTCGCTCACCCCATGTTCGTCAGCCTCGCGAGAGAGGTTGGAGGCGT
CATCCCCATCAAGTACAGAAGAGTTCCTTGCGTGAAATCCGGCGGCATGCGCTTC
ACCATCAACGGCAACCCTTGGTTCTTGCTGGTGCTCGTCACCAACGTTGCCGGCG
CTGGGGATGTGCAGCATATGTACATCAAGGGCTCCAACACCCCTTGGGAGCCTAT
GTCACGCAACTGGGGTTCAATGTGGCAGTTCACCGGCGACAGCAAGATGAAGGG
TCAGGCTCTCTCCTTCAAGGCCGTTACCAGCGACGGATCCGTGGCTGTCTCCATG
GACGCTGCCCCCGGAAACTGGCAGTTCGGCCAGACGTTTGAAGGCGTTAACTTCT
GA

Nucleotide
>PpEXPA-29

TGTAAATTTAGGGGGGTGGTGATAATTGAAATAATAAGTCACATTATATATACCT
CTGCTCTGCCTGCACGATCGCCATCACCCCATCGACGCGCTCTCATCTGGCAGTG

GGCTCTCGTTGCCCTCCATTTCGTCCTCCTTCTCCTGCTCCTTGTAGTTATAGCTGC
TGCTGCTGTTGTTGTCGATATTCTTCTCCAGTTGCAGTGTCAGGCATTGCAGCATA
ACTGCAGGGGAGTTGTTCAGACTGATGAGGTGTGGCTAGTACATATTGCAGTACT



CACTGCCAACCGGTCGCTGCATTACTTCGCTGCACCCATCGAGTCTCTCTCTCCTC
TCCTCCTCCTGCCAACAATAACCATTTCAGCGTTGTCACTTTTACCTGCATTGTTG
TTTGCGACCTTGGGTGGGCAGGAGCATTGGAGTTTCTTTTTCTCGACTTGGTGGTA
GAGTGCAGGAGTCGGCTTGAGAGCAGGCAATGGAAGCTATGGCTATGGTGTGGA
CTGTTGTCTTGGCGCTGATGCTGGTGGTGGCGCCCTTTGGATCGGAGGCGCGCAG
CAACTTCATGGCGGGAGGATGGGGCTATGCCCATGCTACGTATTACGGCGGTGCT
GATGCGTCAGGAACTCAAGGTGGGTCGGCGTTGTGGTGAAGTGGAGGAGTCCGC
GTTTCTTGGCTGGCTTTTTGGTTGTCTATCTATGGACTGGTAGTATATTTGGGCGA
GTTGGCGCAGTCAAGTTTGGGCGGGAGTCTTGATGTCTTTCTTCACACAGAGCAG
ATGAGTTTTGATGATGGGGTTGATGGTGGTGGCTAAGGTAGCAGTCACCGCGACC
ATTTGGTTTATGCCTGTGTTCAGTATTTGGAATGTGTGTTTCGTGTGGTTGGGATG
AGGACTGGCTCATTTTGTTGACCTGGTAGTCAGCGCCGGACCGCACAGAAGAGTG
TTGTCTCTTCGCACCCCTGCGAGGGCGGGTGATCGGTTCCTGTGGTATTTCTTTAT
GTTTCCGTCTGTCTGCTTCTGTGAGCTCGTCGTCGAAGGATGTCAGTGTTCTCATG
TGTCTTGATGCGAAGCTTGATTTCGGCGTTCTTTGAGCTTGATCGATTGAGCGCGT
TTGCCTAGCGGCCCTTCAGTGTGTGACCCGATCATTCATTCGTTTATGTGAAAATT
TACTTACCATGACTGTTCTTGGCGCGGTTTTTGAAATGCAGGCGGGGCATGTGGA
TTCGGGAACCTCTACAGTACCGGTTACGGAACCAACACTGCGGCACTCAGTGCTG
CCTTGTTCAACAGTGGCCTTAGCTGCGGCTCCTGCTATGAGCTTGCTTGCGACCCC
AATGGCTCCAAATACTGCCTTCCAGGGGGGCCAACAGTCACCGTTACTGCGACCA
ACTTCTGTCCCCATGGGTCCTTGGGAGGATGGTGCGACGCTCCCAAGCAGCACTT
CGACCTCGCTCACCCCATGTTCGTCAGCCTCGCGAGAGAGGTTGGAGGCGTCATC
CCCATCAAGTACAGAAGGTGGGCTTTCATTCTGCACCCTCTGTTGCCATCGATCTT
GTGAAGACTGCTTGGATATTTTGGTCATGCCGCAACAGTTCTTCCTCTGATCTTGA
GAACACCCGCTAGGTATCGACAGGTTCACATGCTCATGTGTCCGAGTTACTGTTT
GCGAGCTCCAGGCCTTGAAATGGTTCCGTTAACATTATGCCTGCCATGTTACACA
GAGTTCCTTGCGTGAAATCCGGCGGCATGCGCTTCACCATCAACGGCAACCCTTG
GTTCTTGCTGGTGCTCGTCACCAACGTTGCCGGCGCTGGGGATGTGCAGCATATG
TACATCAAGGGCTCCAACACCCCTTGGGAGCCTATGTCACGCAACTGGGGTTCAA
TGTGGCAGTTCACCGGCGACAGCAAGATGAAGGGTCAGGCTCTCTCCTTCAAGGC
CGTTACCAGCGACGGATCCGTGGCTGTCTCCATGGACGCTGCCCCCGGAAACTGG
CAGTTCGGCCAGACGTTTGAAGGCGTTAACTTCTGACCCTGGCCCTTCATGGTCC
ATGGCGACCGTAGACCATATAATTTTTTTACATATCTTCAGAGAACAATTGTGATC
GGTACTTTGAAGCCCTAGCAGAGGCGTTGTATATCTCGCCCGCTGTCTGTCTGTCT
GGTATACATTCTTACTCCCCTAGCTAGTAGTCAGCTTAGCTCCTCTACCCCAGTCT
TTATCTCAAGCAGTAGGTGCAGATTAGCGGGTAGGATTATTAGCTTTGCACTTCTT
GCTGCTTCTTATTGGTTTCCAATCAATGCCCACTCCAAGCCTACCATAGCCTTGAG
CGCAGTGAGGAAGTTATATGGTTGCTGAGGTGTGCCTGTAACACCCGCTCCTACC
TGTATTTTATACCCACAACACGTACCAGGCCTGCTCTATGTAATAGAATTTTGATG
CTCTTGAGCACCAGCTCTAAAATCTAATGCACAAAGCATGACCCCATGCTACAGC
GTTATTTGCAACTATTGTGCAGTGGTGAGAATGGCTTAGATGTTATCCACCTGCTC
TTAAGAAAAGCAATAAAAAACTTACTAAAATGATCCTTTTTAGAAAAACAGACAT
TGTAATAAATGAAGGGCTTCTTCTTATACGCTTA



