IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3cl12_4560V3

Gene Model: Pp3cl12_4560V3.1.p
Description: PPEXPA-20
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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Legend:
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DOMAIN ARCHITECTURE
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Query seq.
Superfanilies PLN0O00OS50

Name Accession Description Interval E-value
[+] PLN00050 super family cl31535 expansin A; Provisiona 27-251 7.73e-87
SEQUENCES

Peptide

>PpEXPA-20

MAMATHVALLLVSALALVTSVQSGYAGSDWISGVAHATFYGGVDAQGTQGGACG
YGNLYSTGYGTSTTALSSALFNAGLSCGACFELKCDSANSKYCLPGDKSITVTATNY
CPQGSDGGWCDSPKQHFDLSHPMFTSLAQEVGGVIPVTYRRAPCAKKGGMRFTING
NPWFVMILVTNCGGAGDVQQLQIRGSDTPWYPCVRNWGQMWQMTSDPNLPGKAL
SFRATLSDGSVAESLNAASNWGWGQTFEGVATY™*

CDS (coding sequence)
>PpEXPA-20

ATGGCGATGGCTACCCATGTTGCGCTCTTGCTCGTATCGGCTCTAGCGTTGGTGAC
TTCGGTGCAGTCTGGGTATGCTGGCAGCGACTGGATCAGCGGCGTTGCTCATGCG
ACGTTCTACGGTGGCGTGGACGCACAGGGAACTCAAGGTGGAGCTTGCGGTTAC
GGAAACCTCTACTCAACCGGATATGGCACCAGTACCACCGCACTCAGTAGTGCTT
TGTTTAATGCGGGCCTTAGCTGCGGAGCCTGCTTCGAACTCAAGTGCGACAGCGC
CAACTCCAAGTACTGTCTTCCAGGGGACAAGTCCATCACAGTTACAGCAACGAAC
TACTGTCCTCAGGGCTCAGATGGCGGGTGGTGCGATTCCCCGAAGCAGCACTTCG
ACCTCTCGCACCCCATGTTCACCAGCCTTGCTCAAGAGGTTGGGGGTGTCATTCCC
GTCACGTATCGGAGAGCTCCTTGCGCAAAGAAAGGCGGCATGAGGTTCACAATT
AACGGCAACCCATGGTTCGTGATGATACTAGTCACCAATTGCGGTGGTGCAGGAG
ATGTGCAGCAACTTCAGATCAGGGGCAGCGACACCCCGTGGTACCCTTGCGTCCG
CAACTGGGGACAGATGTGGCAGATGACCTCGGACCCAAATCTGCCTGGGAAGGC
ACTCTCCTTCAGAGCTACCCTGAGTGACGGCAGCGTGGCCGAGTCTCTGAACGCC
GCGCCCTCCAACTGGGGCTGGGGTCAAACGTTCGAGGGCGTCGCTACCTACTAG

Nucleotide
>PpEXPA-20

TATTCATTGACAAAGGACAATTGCGAGATGTGAATCACCAGACACTTCCTGATTT
GGTGCTCACGATTTGGGGACTTATAAATATGACACCGTTGTCAGCAGAACCTGCA
TCATTCGGCGTCTGATCCCCATCCGTCCACCTTCTCCGAATTTCAGTCGCAGCTGC
GCAGCCAACTGAAGCTCGGGGAGCGATGGCGATGGCTACCCATGTTGCGCTCTTG
CTCGTATCGGCTCTAGCGTTGGTGACTTCGGTGCAGTCTGGGTATGCTGGCAGCG
ACTGGATCAGCGGCGTTGCTCATGCGACGTTCTACGGTGGCGTGGACGCACAGGG



AACTCAAGGTGTGAATCTAATGCAGCTCCTCTAGAGGGTAGCGGGGTCTTTGAAC
TGGGAAGTTTTCTAGCTCGGCAATGTCGAGGATTGGATGGATGCGTTGATAGATA
CATCGATAGATGAATTACTGAAGGTGTCCACAGGTCCATGTTCTTGAAGACGCCT
GAGCATGTTTGACATAGCAGTTCTCAATGGGTATGTGCAGGTGGAGCTTGCGGTT
ACGGAAACCTCTACTCAACCGGATATGGCACCAGTACCACCGCACTCAGTAGTGC
TTTGTTTAATGCGGGCCTTAGCTGCGGAGCCTGCTTCGAACTCAAGTGCGACAGC
GCCAACTCCAAGTACTGTCTTCCAGGGGACAAGTCCATCACAGTTACAGCAACGA
ACTACTGTCCTCAGGGCTCAGATGGCGGGTGGTGCGATTCCCCGAAGCAGCACTT
CGACCTCTCGCACCCCATGTTCACCAGCCTTGCTCAAGAGGTTGGGGGTGTCATT
CCCGTCACGTATCGGAGGTCAGTCATTCAATCTACTCTCCTTCTTCACACGCGTTC
TTTGAATTGCATCAATACTACATCGTGAGTCGCCCAATTGATACGTCACCGCTCAC
TCTCTTTTTCGCTGCCTGTGCTTCTTCAGAGCTCCTTGCGCAAAGAAAGGCGGCAT
GAGGTTCACAATTAACGGCAACCCATGGTTCGTGATGATACTAGTCACCAATTGC
GGTGGTGCAGGAGATGTGCAGCAACTTCAGATCAGGGGCAGCGACACCCCGTGG
TACCCTTGCGTCCGCAACTGGGGACAGATGTGGCAGATGACCTCGGACCCAAATC
TGCCTGGGAAGGCACTCTCCTTCAGAGCTACCCTGAGTGACGGCAGCGTGGCCGA
GTCTCTGAACGCCGCGCCCTCCAACTGGGGCTGGGGTCAAACGTTCGAGGGCGTC
GCTACCTACTAGATTTAATTCTCCACAGGTCCCTTCCAGCATTGCCGCATTTTAAC
TCACTAAATGATTAAGCACAAATGCTTACTGTGGTGGTCTGTTCAAGCTAGGTCG
CCGAGGTGGTTTTAGGCCGCTCGCTGGAAATCCCACCACCCGCTCCTGGTCCACT
TGTAATATTCTAGCTATGTAGTAGACGCCAGCGCACAATATTGCGCTCGCTCGTG
CAGATTCTTCTAGCAATGCAGCTAGGACATGTAAACGAGAGTGCAGAGGAGAGA
CTCACGATCTCGTATGCTTTCACCCGCACTCGGTTCGGCCCAAATACGAGCTCAC
AGTGTACAAGCGCACTGTTCAGAGTGTTTCTAATTTTTTTCACGATTTTGAGGACT
AATAGAACATATTGTTTAAGTTATCTCAGCCAAGTTTTGTCGCAGTTCTCCTTATT
TGTGCCTCTAGTTAGGAGACAACAAATAAAATGACTTCATAACCACATTCCCATT
CACAAACTAGTATAAACGTTTACAAAATCCATAACCCCTTTCAATAATTCCTGCT
GCGGTGTTAGATCTCATCTAAACAGTTCATTTAGAAACCCTCATTAATATTCTGCA
CCGATATATCTACAGAAAAGAAAAAGTATCATGCTAAATATGGAACCTTCATGCT
CTTGGTGAATTGAAAATCTCTCATCCTGCTGGAGATTTACAAGTACTTTCTGTAGT
TATTTCATCTTCGTGTCTTGTGAACACAGTAATATTTTCTAAAATACGAATTCTAT
CAATGACAATCCAATTACTATGAAAACTAAAGAGAGAAAACTTGATGGAACTCG
TGGGCTGTTACTCGGTAAAGCTGGATAGTTTTGTGGTTCGGGCAGGACGCAGTCA
TCCCCATTGAAGTAGACACGATGTGGAAATGCCCACCCA



