IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c24_15400V3

Gene Model: Pp3c24_15400V3.1.p
Description: PPEXPA-41

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
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Query seq.

Superfanilies PLNOOOS50

-+ Name Accession Deseription Interval  E-value
[+] PLN00050 super family 31535 expansin A; Provisiona 25-251 1.71e-92
SEQUENCES

Peptide

>PpEXPA-41

MTRYVAHIAVMVMAFLMVRDACSLSEWNEARATFYGGSDAGGTTGGACGYGDLY
STGYGTNTVATSSAIFDRGLACGACYQVKCAGSASECQPGTPAIQVTVTNFCPPNPSL
PEGNGGWCNLPLHHFDMAMPAFQQIASYRVGIVPILYRRASCVRTGGIRFTMSGHKF
MNLVLVTNVGGMGDVQTVFIQGSKTKLVAMIRNFGQIWQSSVNVSGQRLSFMVMT
SDGESVVSRNVAPSDWAYGQTYEGSQF*

CDS (coding sequence)
>PpEXPA-41

ATGACGAGGTACGTAGCTCACATTGCGGTGATGGTTATGGCGTTCTTGATGGTTC
GGGATGCTTGTTCTCTGAGCGAGTGGAACGAGGCTCGTGCTACGTTCTATGGCGG
CAGCGACGCCGGTGGAACGACAGGAGGTGCATGTGGCTACGGAGATCTGTACAG
CACTGGCTATGGCACCAACACGGTTGCCACAAGCTCCGCTATCTTCGACCGAGGC
CTTGCTTGCGGCGCTTGTTACCAGGTTAAGTGCGCTGGTAGCGCATCCGAGTGCC
AACCTGGCACCCCCGCAATTCAAGTTACCGTGACCAACTTCTGTCCTCCTAATCCT
TCCCTGCCTGAAGGCAACGGCGGCTGGTGTAACCTCCCGCTGCACCATTTCGACA
TGGCCATGCCGGCATTTCAACAAATTGCTTCTTACAGAGTTGGCATTGTGCCTATC
TTATACCGAAGAGCTTCGTGCGTGAGGACAGGCGGCATCCGCTTCACTATGAGCG
GACACAAATTTATGAACCTCGTGCTCGTCACCAACGTGGGTGGTATGGGGGACGT
CCAAACTGTGTTCATTCAGGGGTCTAAGACGAAGTTGGTGGCCATGATCCGGAAC
TTTGGCCAGATATGGCAGAGCTCCGTGAACGTGAGCGGTCAGAGACTCTCCTTCA
TGGTCATGACCAGCGATGGCGAGAGTGTAGTCTCCAGAAATGTGGCGCCTTCGGA
TTGGGCATATGGTCAGACATATGAAGGTTCACAGTTCTAG

Nucleotide
>PpEXPA-41

TACTTACATACCTACAGACATACATACGTTCACAATTAGCATGATCTTTTTTCTTC

TCATACATAGCATAATAATAATAATAATAAATACCCATAAACACACACTCAAATA
GAAGAAGAAGACATGACGTTAGTTGTGTTGTGTTGTGTTTGTTAGTTAGTTTGTTT
GTTGTGGTGGGGATGTGGAATCCGGGCAAAAGAGGGGAAATCAATATGGGCCAG
GCTGCCCGTCCGTCCTCGCTGATCTAGGCTTGCTTCTCTGTGCAAAGATGGTGCCC
TGCCTGAGTGCCTGCAGCTTGCCATGGATTCTCTCTCATTTTTATAATAAAACCAG



AGTTGGACTCAGCCCCATTCCTTTGCTTGCTCTGGCTTCATTCAATCCCCATCCCT
GCCTCTGATTTCACTCTCTCTCACAAAACTGCCACTTTTGTTGCTTCAGCCGCGTG
TGTGAGGACAGACTGTGTGTGTTTGTTGTGTGGAGGAGGAGAGAGAGAGCTACA
GCACCCACATTGTCAACACCGGTGTGAAGGGAGAATTTTGTAAGGGAGAAATTTG
TTGTTCTTGCATATGGGGGATGTGTGAATGGGAGTATGGGAGAATGGGAAGGAG
AAGGAGAAGGAGGCTTGATGTGAGGTTGGTTTCTGTGTTTTTGTAGTTAGTGAGG
TGTTGGAGCTAGGGAAGGTGTCGTGGATATGTGTTGTCGTGTGTTGGATTTTGTGT
GTGTGTGTGTGTGTGTTTTTTAGGTGGGTTAGGTTTGGTCTGAGGTATGGAGTTGA
ATTGCGTTCTTGTGTGCAGACAGATGACGAGGTACGTAGCTCACATTGCGGTGAT
GGTTATGGCGTTCTTGATGGTTCGGGATGCTTGTTCTCTGAGCGAGTGGAACGAG
GCTCGTGCTACGTTCTATGGCGGCAGCGACGCCGGTGGAACGACAGGTACTTGGA
AGGGTTGACGGTGCCACACCTCATTCAGCTCGAATGCATAATGACCGAGAGTTGC
TTTTGTTTCTGTAAAAATTAGATCACGACCAGGTTATTCAATGCTCATCGATCTTG
CCAATTTGGCTTGTAGGAGGTGCATGTGGCTACGGAGATCTGTACAGCACTGGCT
ATGGCACCAACACGGTTGCCACAAGCTCCGCTATCTTCGACCGAGGCCTTGCTTG
CGGCGCTTGTTACCAGGTTAAGTGCGCTGGTAGCGCATCCGAGTGCCAACCTGGC
ACCCCCGCAATTCAAGTTACCGTGACCAACTTCTGTCCTCCTAATCCTTCCCTGCC
TGAAGGCAACGGCGGCTGGTGTAACCTCCCGCTGCACCATTTCGACATGGCCATG
CCGGCATTTCAACAAATTGCTTCTTACAGAGTTGGCATTGTGCCTATCTTATACCG
AAGGTATGTGATCACTACCACCTCCATTCGCTCATCGACTGTTGCGAGTTTCTTAT
GCGTGCTACTTTGTTCTGAAATCATTACGAATTTTGTTTCCCAGAGCTTCGTGCGT
GAGGACAGGCGGCATCCGCTTCACTATGAGCGGACACAAATTTATGAACCTCGTG
CTCGTCACCAACGTGGGTGGTATGGGGGACGTCCAAACTGTGTTCATTCAGGGGT
CTAAGACGAAGTTGGTGGCCATGATCCGGAACTTTGGCCAGATATGGCAGAGCTC
CGTGAACGTGAGCGGTCAGAGACTCTCCTTCATGGTCATGACCAGCGATGGCGAG
AGTGTAGTCTCCAGAAATGTGGCGCCTTCGGATTGGGCATATGGTCAGACATATG
AAGGTTCACAGTTCTAGCAAATGCTAATCCGCCGAGGGTATTCTTCTCGCCCATCT
CCTGACACGCATTCGCCTCATCAATCTCTCTAACTACACACGATGATGCACCGAA
GCTGTCGGCAGATTCTCTGTTGTAGTTCGTGGATTAAGCTGTACAAGTAAGCAAA
CGATCCAGAAGCTTTACATTTTATGGTGACGACGACGACTACGACGACGACAACG
ACATGAAGGATACTGTTCTAGGGGCCTCTTTGGCTTATGGGGTGTTGAATTCGAA
GCTACCTCTGATCCACGAGGAGGGTGCCGAGGAGGGCAACAACCCCAGGCGGTC
GTGTGAATAGGTGTAATTCTATCAGAGCCAGCTCCTGTAGGAAGGATACAAGTTT
AGTTTTCAATCAGAGTATCTGGTGCAGAAATTTCGAGTAGGCGTGCCAGTTTTGT
ACAATACCAGTGTGTATGTGCTTCTCTAGATCTGTGTTCGCTTCCTATTTGCTCAT
CCAATGAAACAGTTGATTGCGGACCCAACTCTTCAAACTTTTCGTGTACTCTTCAA
CATCACACGTCTTGAGGTGGG



