IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c8_1320V3

Gene Model: Pp3c8_1320V3.1.p
Description: PpEXPA-11
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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https://www.genome.jp/entry/gn:T01041
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Query seq.
Superfanilies b

PLND0193 S.z:?::mu Aff?““‘"‘ expansin-A; Provisional peseription ":‘_9;5';| E-'\vg;:-eg_‘s
SEQUENCES

Peptide

>PpEXPA-11

MAVQAGEGGVPLLLLLVMLQWCMWMPGVKAFYGPTDWTDAHATFYGGADASGT
QGGACGFGNLYSTGYGTNTAALSQALFNSGLTCGACFELVCDSSGSRYCVTSSSVVV
TATNFCPTGSTGGWCDYPRQHFDLSQPVFTRIAQPVGGVVTLKYRRVRCQKSGGIRF
TITGNPYFILVLVTNVGGAGDVQQLYIKGSSTGWNAMSRNWGQLWEIRNAALMGQ
ALSFRVVTSDRAEVASFDAVPANWAFSQTFEGSNF*

CDS (coding sequence)
>PpEXPA-11

ATGGCTGTCCAAGCTGGTGAGGGTGGTGTCCCGTTGCTACTGCTGCTAGTTATGCT
ACAATGGTGTATGTGGATGCCAGGCGTGAAGGCATTTTATGGGCCCACGGACTGG
ACTGATGCCCACGCGACTTTCTATGGCGGCGCAGATGCATCTGGAACTCAAGGTG
GAGCTTGCGGATTTGGCAATCTTTACAGCACAGGCTACGGCACTAACACGGCAGC
ATTGAGCCAGGCGCTTTTCAACTCGGGCCTCACTTGCGGCGCCTGCTTCGAACTC
GTCTGCGACTCCAGTGGCTCCAGGTACTGTGTCACCAGCTCGTCTGTGGTTGTCAC
TGCCACCAACTTCTGCCCCACTGGCTCGACTGGAGGATGGTGCGATTACCCCAGG
CAGCACTTCGACCTCTCCCAGCCCGTCTTCACCAGAATCGCTCAACCAGTGGGCG
GCGTCGTCACCCTAAAATACAGGAGAGTGCGATGCCAGAAGAGTGGGGGTATCC
GCTTCACCATCACCGGGAATCCCTACTTCATTCTGGTTCTCGTTACGAACGTTGGC
GGCGCCGGGGATGTCCAGCAGCTCTACATAAAGGGTTCTTCCACGGGCTGGAATG
CCATGTCGCGCAACTGGGGACAGCTATGGGAGATCCGCAACGCTGCGCTCATGG
GACAGGCGCTGTCCTTCAGGGTTGTCACTAGCGACCGTGCAGAAGTGGCCTCTTT
CGACGCAGTGCCGGCGAATTGGGCATTCTCGCAGACTTTCGAAGGCAGCAATTTT
TGA

Nucleotide
>PpEXPA-11

GGTGCAGCCACTACGCATCAATCTCTCTCTCTTGTCTGTGTGTGTGCACAATCAGC
TTCAAGAGTCCGCTTCTCTTCTCCGCAGTGTCTCGGAATCACACTTTACTAACCTC
TCGCTCCTGCTTACAGGAGAAAAAACGCATCTATTTTCTCCTGAATCTCTTTCGGG
GATTATGGTCTGCAGGTAAGGGGTCAGGTCGCAGACACAGCAGAAATCATGGCT
GTCCAAGCTGGTGAGGGTGGTGTCCCGTTGCTACTGCTGCTAGTTATGCTACAAT



GGTGTATGTGGATGCCAGGCGTGAAGGCATTTTATGGGCCCACGGACTGGACTGA
TGCCCACGCGACTTTCTATGGCGGCGCAGATGCATCTGGAACTCAAGGTGGATGT
GCGGGCATTGCTGAGTCCCGGGAATTGAATGTCGTCGTCTTGTGGTTTTGTGTTTC
GACACTATGGTGTGTCGTGGATTTCGCCTCGCTCGTATCTGTAGTTTTTTTTGCTA
CAACTCATGAGGAAGGCGGTCAATTCGGGAAGCTTTCTGCTGTCAGGTTGGGGAC
GTCGTACATTGTATCTTTGGGTGTTGTGAATAATCTTGCGAGTGGTTGGTCTGAGT
TTGTTCATGGCAGAAAAATTGATTGAGGAAGAAAACTTTGTTGCTTGATGATTCG
TCTGGAATGCAATGCGTCGACTTCTATGTCAAGTGTGAGGTGTTCCCTCAGGTTG
AAGCGCTACATTCTTGAAGAGCAAGGCCGATGCTTAGCTTGTAGCCATTGATATA
TTTTGCCTAGCGCATTCACGACCTTTGCTGCTTCGCGCATATAGACTCTGCCGCTC
GAGTAGACAATTCCGTCTCCTGGTCGTCCATGATTTGTGATCCGATTCCTTTTTTC
CATTGACGACGTATCTCCTCACGCAATTTGATGCACAGGTGGAGCTTGCGGATTT
GGCAATCTTTACAGCACAGGCTACGGCACTAACACGGCAGCATTGAGCCAGGCG
CTTTTCAACTCGGGCCTCACTTGCGGCGCCTGCTTCGAACTCGTCTGCGACTCCAG
TGGCTCCAGGTACTGTGTCACCAGCTCGTCTGTGGTTGTCACTGCCACCAACTTCT
GCCCCACTGGCTCGACTGGAGGATGGTGCGATTACCCCAGGCAGCACTTCGACCT
CTCCCAGCCCGTCTTCACCAGAATCGCTCAACCAGTGGGCGGCGTCGTCACCCTA
AAATACAGGAGGTAAACTTTCGCCTTTTATTCCTGTGATCATCCCCTCTTTGCAAA
TTTCTCTAGCACACGAAACCGGTAGCTATGCACAGGAAGGTTTTGATGGGGGAAC
GATGTTATCATGTCATAGAGGTATCTACATACCTCCAGAAATTCACCACGTATGA
ATCTGAAAAACGTTTGCTAAGAATTCTCACGGTAAGATTCTTCATCTCCTCCTTGA
TACAACGAAGTGAAGCACCAAATGCTGACTTGCGAAATTGCTCACAGAGTGCGA
TGCCAGAAGAGTGGGGGTATCCGCTTCACCATCACCGGGAATCCCTACTTCATTC
TGGTTCTCGTTACGAACGTTGGCGGCGCCGGGGATGTCCAGCAGCTCTACATAAA
GGGTTCTTCCACGGGCTGGAATGCCATGTCGCGCAACTGGGGACAGCTATGGGAG
ATCCGCAACGCTGCGCTCATGGGACAGGCGCTGTCCTTCAGGGTTGTCACTAGCG
ACCGTGCAGAAGTGGCCTCTTTCGACGCAGTGCCGGCGAATTGGGCATTCTCGCA
GACTTTCGAAGGCAGCAATTTTTGATCACCAAGACTGTTCATACGGGAGTTTATC
GAGTGACGCTCCAGAAGATCCATTATTATTTATAGCCCCCCGGAATTTCCCTGGA
ATTTCATCAAGTCGTAGTAGGGAGTGGGAAAAGGTGGCGGAGGTGTGACGATCG
TCAATGCATTTCGCCCGCTCCTTCAATGTATTTTAGCTTTGTGATCGTTAAATCTAT
TAAGAGTGAGAGCTTCTCTTTTCGGAAATCGTTTGGTGTCCAGTCGGTGCCGAGG
TGGATTGAAGACTTCGTTTGCTGGTCCGCCACCCGCGCCGTGATCACTTCTAATAG
AATAAATTTCTTTGAGCAATTCACAAGCGTGCG




