IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c18_19720V3

Gene Model: Pp3c18_19720V3.1.p
Description: PpEXPA-31

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
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+ Name Accession Deseription Interval E-value
[+] PLN00193 super family 3342 expansin-A; Provisional 25-251 1.31e-100
SEQUENCES

Peptide

>PpEXPA-31

MAIPWSSVVLVTLVSLMACAEAKGSSFMGSDWGRAHATFYGGADASGTQGGACGY
GNLYSTGYGTNTAALSSSLFNSGLSCGACYELTCDPSGSQYCLPGGSAIITATNFCPTG
SNGGWCNPPKQHFDLAQPVFSKIARTVGGVIPINYRRVPCSKSGGMRFTVNGNPYFL
LVLVTNVGGAGDVQQLYIKGASTGWLPLKRNWGQMWQFTGNSGMHGQAISFKAV
TSDGAEAISPNVAPANWGFGQTFEGSNF*

CDS (coding sequence)
>PpEXPA-31

ATGGCCATTCCGTGGAGTAGCGTGGTGTTGGTGACTCTTGTTTCATTGATGGCCTG
CGCTGAGGCCAAGGGGAGCAGCTTCATGGGCAGCGACTGGGGGAGAGCCCATGC
CACTTTCTATGGTGGAGCTGACGCTTCTGGTACTCAAGGTGGAGCTTGTGGATAC
GGAAATCTCTACAGCACTGGCTACGGAACAAACACAGCCGCACTGAGTTCTTCGT
TGTTCAACTCCGGCCTCAGCTGCGGAGCCTGTTACGAGCTCACGTGCGATCCATC
CGGTTCTCAGTACTGCCTCCCAGGTGGTTCCGCTATCATCACTGCAACAAACTTCT
GTCCTACCGGTTCTAACGGAGGCTGGTGCAATCCACCCAAGCAGCACTTTGATTT
GGCACAACCTGTCTTTAGCAAGATAGCTCGCACAGTGGGCGGCGTAATCCCTATC
AATTACAGAAGAGTGCCCTGCTCCAAGTCTGGAGGCATGAGGTTCACCGTGAATG
GAAACCCCTACTTTCTGCTGGTGCTCGTCACAAACGTCGGAGGGGCTGGTGATGT
CCAGCAATTGTACATCAAGGGTGCCAGCACTGGCTGGCTACCCTTGAAGCGCAAC
TGGGGGCAGATGTGGCAGTTTACCGGCAACAGTGGCATGCATGGCCAAGCCATCT
CCTTCAAGGCTGTCACCAGCGATGGCGCTGAGGCCATATCCCCAAATGTAGCTCC
AGCCAACTGGGGCTTCGGACAGACTTTCGAGGGCTCCAACTTTTGA

Nucleotide
>PpEXPA-31

TGAAGCTCCCTCTTCAGACTAATAAAAGTACCTCCCCCACATCGCTGGTATGTGT
GGCACCACAAAACTCGACGAGCAGCATTCCCAGCTCAGAGCTCCCGAGTCTCCTC
TACAAAGTCTAGACACACGGTGTACAACACCCACTGGTGATATTTTACCCTGAGA
AGCAGTCAGTTTGTCCTTCTCAGTTGATCACCACCTCCTCTCATCAGCACTTGATC
GTAATCCCAACCCCCATCTCTCATACTCTCATTTCGGCGTTCGATACAAAGGTTGG
AGCTGCAGAGGCCTGAGGCATCGGTCATTTCGTTTTCTAGAGAAGTGGGTTCAGT



TTGTTTGTAAGGAGGTGCAATCTGCAGCAGCCGCAATGGCCATTCCGTGGAGTAG
CGTGGTGTTGGTGACTCTTGTTTCATTGATGGCCTGCGCTGAGGCCAAGGGGAGC
AGCTTCATGGGCAGCGACTGGGGGAGAGCCCATGCCACTTTCTATGGTGGAGCTG
ACGCTTCTGGTACTCAAGGTGGGTGCCAAGGCCGGTTACTTCGATCTTTGTGGCC
ACTGACTTGAATGAGCGTGGTTGGCTCCAGCTACGGTGAAAGCGTTCGCGAGGTG
TCCCGGTTGTGACTGTAGTTAACAGGAACGAATGTCATAAATGTCTGTTACCCTC
ATTGTTGCGTGGTTGTCCGTGGCTAGCAAAGAATTCTTCTACTCTCCTGTAACGCC
GTTTAGAAGCTCTGGCGCAGTTCTCGTTTTCAAGATTAGGTCCTCTGTAATGCGAG
TGTGACAGTACGAGTTTTCTGGTTAATATCGCTGATTTTCCTCTTTGTAGACACGT
ACGTGCCCAACCCTACTCATGAGAGTGGTCGATTTCTGAGGTTGTGCATTGTTAAT
GCTTCTGTAGGTGGAGCTTGTGGATACGGAAATCTCTACAGCACTGGCTACGGAA
CAAACACAGCCGCACTGAGTTCTTCGTTGTTCAACTCCGGCCTCAGCTGCGGAGC
CTGTTACGAGCTCACGTGCGATCCATCCGGTTCTCAGTACTGCCTCCCAGGTGGTT
CCGCTATCATCACTGCAACAAACTTCTGTCCTACCGGTTCTAACGGAGGCTGGTG
CAATCCACCCAAGCAGCACTTTGATTTGGCACAACCTGTCTTTAGCAAGATAGCT
CGCACAGTGGGCGGCGTAATCCCTATCAATTACAGAAGGTAGACCTTGACAATCC
AGCCCTTCGTTCAAACGTACGGCGTTTCGCTCCACATTCATGTTAATGACTCTCTT
TGAGATGCTTTGGGTTTCTGGTTAGCTTCAATTTTGACACGTTTCTGAATCTGATT
TTCTGCTCTGTTGGCTGCCAGAGTGCCCTGCTCCAAGTCTGGAGGCATGAGGTTC
ACCGTGAATGGAAACCCCTACTTTCTGCTGGTGCTCGTCACAAACGTCGGAGGGG
CTGGTGATGTCCAGCAATTGTACATCAAGGGTGCCAGCACTGGCTGGCTACCCTT
GAAGCGCAACTGGGGGCAGATGTGGCAGTTTACCGGCAACAGTGGCATGCATGG
CCAAGCCATCTCCTTCAAGGCTGTCACCAGCGATGGCGCTGAGGCCATATCCCCA
AATGTAGCTCCAGCCAACTGGGGCTTCGGACAGACTTTCGAGGGCTCCAACTTTT
GAATACATTGATAACCGGCCAATCATCGCAGTGATACCATTTTGAGATGATCCGG
CATTGCTGAGGCGTTCGATAGACCGACCGCCCGCTTCTACAAAGTGTCAAGTCTG
CCCTCCGAACTTCGTCTAAGATATTCAGTCTCCGTATTTGGATGTGGTGAGTGATC
TGCACGTGACCACCTTTGCTTGTAACAGCCCTTACCGATTGGGCTGGAGGCGAAG
ATGCAGAGAGCACATAGAGGATGCCGAGGTGTGTGCATATATACAGGTCCGTGT
GTCAATGGTTTTTCATTACACCACCCGCTCCAGCTTCCACGCATTGTACTATTCAC
TGACGACGTTCGCGATCCTTACATACGTTAAGTTCCACATGATTTTGATCCCTTGA
GAGCTTGGGCTCGGAGAGATGAACCTGCTGTAGGTAGTGATTAGTTCAGTTTACT
GTCCCGAGTCTTCGGCTCCACAAGTCTCCATTAAATTTGAGGTGTGCCCAGGTGG
TCATATATATATATAGATATAGGGATAAATCGTAGTGCTTCGTTAATTGACCACCT
GAACCAGCTCATCTGATCTCTCCAGTTAATAAAAAGTAAGTCGTGCACAAGCGCA
TTTGCTTGCTTGCTTGTATTAATTTATAACGCTTTTGCTATCCTGTGTGTAATGCCC
TCGATAGGTCTTCTACCCTAAAATTTTTATTAGTAACTTAGCTATAGTGGAACTCC
CACATGATAATCTCAATTGGGCACTTGAAATGTACCTACGGGTTAAGTAATATGA
AGGATGATATTTGCATCCCAGGTCAGCTTTGAAATGT



