IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c13_20360V3

Gene Model: Pp3c13_20360V3.1.p
Description: PpEXPA-22

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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DOMAIN ARCHITECTURE
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Superfanilie

List of domain hits

Name Moculon Description Interval E-value
|+] PLN00193 super family cl3342 expansin-A; Provisional 10-261 242e-94

SEQUENCES
Peptide
>PpEXPA-22

MAMVRGNAFAAVLTLVVALDLVARVMLVQASSYLGTNWVSGRAHATFYGGADAS
GTQGGACGYGNLYSTGYGTSTAALSSALFNSGLSCGACYELTCDTSGSKYCLPGNPSI
ILTATNYCPQNSNGGWCDAPKQHFDLAHPMFVSLAEERGGVIPVNYRRVPCAKKGG

MRFQMNGNPWFLLVLVTNVGGAGDVQQLSIKGSNSGWYQMKRNWGQMWQLTGN
SNMPGQALSFRAVLSDGTTVESLDAAPANWHFGQMFEGSQA*

CDS (coding sequence)
>PpEXPA-22

ATGGCGATGGTGCGTGGCAATGCTTTTGCAGCCGTTCTGACGCTTGTGGTGGCTTT
GGATCTGGTCGCACGCGTGATGCTGGTCCAGGCTAGCAGTTATCTTGGAACCAAC
TGGGTGAGCGGCAGGGCACATGCCACGTTCTACGGCGGTGCTGATGCCTCTGGCA
CTCAAGGTGGTGCGTGTGGATATGGAAATCTCTACTCGACTGGATATGGAACCAG
CACTGCCGCTCTTAGTTCGGCGCTATTCAACAGTGGCCTCTCTTGCGGCGCATGCT
ATGAACTCACCTGTGATACCTCTGGCTCCAAGTACTGCCTTCCCGGAAATCCATCC
ATCATTCTGACAGCCACTAACTACTGCCCTCAGAACTCCAACGGCGGATGGTGCG
ACGCTCCCAAGCAGCATTTCGACCTTGCACATCCCATGTTTGTGTCTCTCGCGGAG
GAGCGTGGCGGTGTTATCCCTGTCAATTACAGAAGAGTCCCTTGCGCGAAGAAAG
GTGGCATGAGGTTCCAAATGAATGGAAACCCCTGGTTTTTGCTGGTTCTCGTGAC
CAACGTCGGCGGGGCAGGCGATGTGCAACAGCTCTCCATCAAGGGCTCAAACTC
GGGCTGGTACCAAATGAAACGCAATTGGGGACAGATGTGGCAGCTGACGGGAAA
CAGCAACATGCCGGGACAAGCTCTCTCTTTCAGAGCTGTCCTTAGCGACGGCACA
ACAGTGGAGTCCTTGGACGCTGCCCCAGCTAACTGGCATTTCGGCCAAATGTTTG
AGGGAAGCCAGGCATAA

Nucleotide
>PpEXPA-22

AAACGTGGGATCGCTGCTTATATATACGCTTCTCTGCCACCACAATCTTCATCAGT
CGCATTCTGATCCTTTCCCGTAGTACTACCTCTGACGGTCTGCCTGCACAGTCACA
TATTTCTCCATCAAAGTCCCGGCAACAGCAGCAGCGATGGCGATGGTGCGTGGCA
ATGCTTTTGCAGCCGTTCTGACGCTTGTGGTGGCTTTGGATCTGGTCGCACGCGTG
ATGCTGGTCCAGGCTAGCAGTTATCTTGGAACCAACTGGGTGAGCGGCAGGGCAC



ATGCCACGTTCTACGGCGGTGCTGATGCCTCTGGCACTCAAGGTGTGGATCGAAG
CATCATGTCTGTCACCATGAAACTTTGGGATTTCCAAGTGTTTGCTTTAGATGCAG
GATGAATTAGTGTGCTCGTCTGCGTGAAGTCGAGGAATTACCTAATTGCATTTTC
ACCAACTTAAATGTTAACAAGCCTCAATCTATAGACTCCAACCTGGCTTCCTGATT
AGAACCTGCATTGTGCTCCAAACCGAAATTGAAATCAAAGTGTCACAGACTGAG
ATGCTTCATTAGTTGTCAAGATTGACTTCGATCCTTAGGAAACATCAAATTGAATC
ACGATTGAAAGTCGAGTCTTAGTAACCAAGATTCATGCAGCGACATTAGCATGGA
ACTTGAGCTCTTTCACCTTGTATCTGAACCCAGCGGACATGGCTTCTGTTGCCTCC
ACACACAGCTGTTTATCTAATAACGAAAGCTTTTTTGCGAATGCAGGTGGTGCGT
GTGGATATGGAAATCTCTACTCGACTGGATATGGAACCAGCACTGCCGCTCTTAG
TTCGGCGCTATTCAACAGTGGCCTCTCTTGCGGCGCATGCTATGAACTCACCTGTG
ATACCTCTGGCTCCAAGTACTGCCTTCCCGGAAATCCATCCATCATTCTGACAGCC
ACTAACTACTGCCCTCAGAACTCCAACGGCGGATGGTGCGACGCTCCCAAGCAGC
ATTTCGACCTTGCACATCCCATGTTTGTGTCTCTCGCGGAGGAGCGTGGCGGTGTT
ATCCCTGTCAATTACAGAAGAGTCCCTTGCGCGAAGAAAGGTGGCATGAGGTTCC
AAATGAATGGAAACCCCTGGTTTTTGCTGGTTCTCGTGACCAACGTCGGCGGGGC
AGGCGATGTGCAACAGCTCTCCATCAAGGGCTCAAACTCGGGCTGGTACCAAATG
AAACGCAATTGGGGACAGATGTGGCAGCTGACGGGAAACAGCAACATGCCGGGA
CAAGCTCTCTCTTTCAGAGCTGTCCTTAGCGACGGCACAACAGTGGAGTCCTTGG
ACGCTGCCCCAGCTAACTGGCATTTCGGCCAAATGTTTGAGGGAAGCCAGGCATA
ATCACATTACCAGTATTGAACCGACGACCACCGTATATCGTTCATCATGCTTTGCA
CCGGAGTCACGAGTGGCGTCGCGGTCACAGATAGAATGATTTTCTAACTTACCAG
TAAAAATACATGAGTTTGGATTGTGTCTGTACGAAGAAGCAGAGGCGTGTGTATA
CACACGCCCGCTCTTAGAAAGTCAATATTCCAGATTAGAAATCGGTCTCGTACAG
TAAGAGCGATAAAATTTAGGTTGCTGAGGTGCGTTAAATTAATACGTTATGATTG
CACCACCCGCTCCTTGCCTGTAAATTAATTTAATGTCCAGCTTGGGAATTATAGAC
TGCGCAGATCAGGTCCTACCATAGTAAACGCCTCCATGACCCGTGTGTTGAATCA
GTGTGACGGAGTGAAAGGGTTGTTCTTTTGCCCGCACTTCCCACTTTCCTCTAATC
CGTAATAAGATTCAACATTGTTCTACAAGCGATGTCCTGCCATTTGAAGACCTAA
TCCTTATAA



