IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c21_1890V3

Gene Model: Pp3c21_1890V3.1.p
Description: PPEXPA-35
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

GENE STRUCTURE
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Legend:

CDS s upstreamy downstream — Iniron

DOMAIN ARCHITECTURE

Superfamilies

93
List of domain hits h
Name Accession Description Interval E-value
[+l PLND0193 super family cl334 expansin-A; Provisional 14-256 7.52e-94

SEQUENCES
Peptide
>PpEXPA-35

MTQVIRLTMVPSPVAVALLVMLCGCVSQAAGYGPGGWDKGHATYYGEGDARGTM
GGACGYSNLYSTGYGVNTAALSGPLFNGGATCGACYELTCILNESKWCYRGKNIIVT
ATNFCPSGSTGGWCNPPQKHFDLSEPMFTTLANRVGGVIPVNFRRVACYKQGGMRF

TINGNPYFFIVLVYNVAGAGDVQQVY IKGPKTQWLQMYRNWGSQWTFNGGPNNIV

GSALSFRVHTSDGRQVISYNAAPANWWFGQTFSSGAN*

CDS (coding sequence)
>PpEXPA-35

ATGACGCAGGTGATCCGGCTGACGATGGTGCCGTCCCCGGTGGCGGTTGCTCTGC
TCGTGATGCTGTGCGGGTGCGTTTCGCAGGCGGCTGGTTACGGCCCTGGTGGATG
GGACAAAGGTCACGCAACGTACTATGGGGAAGGGGATGCACGCGGCACCATGGG
AGGTGCTTGCGGGTATAGTAATTTATACAGTACCGGTTACGGTGTCAACACTGCT
GCTCTGAGTGGGCCGCTATTCAACGGTGGAGCCACTTGCGGAGCATGCTACGAGC
TGACCTGCATTCTCAACGAATCCAAATGGTGCTACAGAGGCAAGAATATTATAGT
CACGGCCACCAACTTCTGTCCCTCGGGATCCACGGGAGGGTGGTGCAACCCACCC
CAGAAGCACTTTGACCTATCCGAGCCCATGTTCACCACACTTGCTAACAGAGTCG
GAGGCGTCATTCCTGTCAACTTTCGAAGGGTGGCGTGTTACAAGCAAGGAGGGAT
GCGCTTCACCATCAACGGAAACCCCTACTTTTTTATCGTGCTCGTTTACAACGTAG
CGGGCGCTGGCGACGTGCAACAGGTGTATATCAAGGGCCCCAAGACGCAATGGT
TGCAAATGTACCGCAACTGGGGGTCTCAGTGGACATTCAATGGGGGGCCCAATA
ACATAGTCGGGAGTGCGCTCTCCTTCCGAGTTCATACCAGCGACGGCCGCCAAGT
GATCTCCTACAACGCGGCCCCAGCGAACTGGTGGTTCGGCCAAACTTTCAGCAGT
GGCGCTAATTAG

Nucleotide
>PpEXPA-35

GCTCGTCCTGCACTACGTAAAGGGCGGTTGCTGCCATCCGTTACACATCCCATTTC
TACATAGCGAGCTACCTACCCATCCAGGATTGACAGCTCATTCCCCTTCCCACTCC
AGTTACGAATTCCGCCTCGCTTCGAATTCCCACTTGTGATCCACAGTCCCACTGGA
ATCCATCGTCACCAGGTGTTGCAGGACAGCACAAGTGCCGTCAATTGGGTTTCTT
GATTGGAATTGTGTGTGTTTTCTTTTTTTGAGTTTCAACACAGTGTGGGTCGGTTA




GTGCAATTCGACAATGACGCAGGTGATCCGGCTGACGATGGTGCCGTCCCCGGTG
GCGGTTGCTCTGCTCGTGATGCTGTGCGGGTGCGTTTCGCAGGCGGCTGGTTACG
GCCCTGGTGGATGGGACAAAGGTCACGCAACGTACTATGGGGAAGGGGATGCAC
GCGGCACCATGGGTACGTAATCTTCTCGATCTTTTCAGCTGGAATGTGTGCGCTTG
CTTGGTGCCAATCTGTGCAGCAGCAGCAGCCTTCATGGTTGTATAATTCATCTCAG
GCGAGTGAGCAAGCGAGCGAGGGTTTCTCGATGTGATATAGTTTTGTGCCAGTCT
CTGTCTGCAGCCGATCAGGATGTAGTTGATGCAGAATTGACCGGACGCATTCAAG
CTCGTTACAGTGGACTGGGAATGGGCTGATTCAGAAAATTCGTGATGAAATTGCA
TGAACATATTAGGATTGGTCAGCTGATTATTTTTGAGGATCTGCCCATCTTAAACC
CCAGACAGTATCCTCATGATTCCTACATTTGAGAAGATTGTTGGGAAATCATTTTG
GTTGACATCAGTTGTGCATTTGTTGACACAATGTGCAGGAGGTGCTTGCGGGTAT
AGTAATTTATACAGTACCGGTTACGGTGTCAACACTGCTGCTCTGAGTGGGCCGC
TATTCAACGGTGGAGCCACTTGCGGAGCATGCTACGAGCTGACCTGCATTCTCAA
CGAATCCAAATGGTGCTACAGAGGCAAGAATATTATAGTCACGGCCACCAACTTC
TGTCCCTCGGGATCCACGGGAGGGTGGTGCAACCCACCCCAGAAGCACTTTGACC
TATCCGAGCCCATGTTCACCACACTTGCTAACAGAGTCGGAGGCGTCATTCCTGT
CAACTTTCGAAGGTACTGCAAATCTCCTCGTTGCACCGAATGTTTCAAGTTGATCC
AATTACGCTCCGCAAAGCAGAATGAGCCCGTGCCACAAACACATAATGTCCCATC
GGTTGTATTTTGTGATGCAGGGTGGCGTGTTACAAGCAAGGAGGGATGCGCTTCA
CCATCAACGGAAACCCCTACTTTTTTATCGTGCTCGTTTACAACGTAGCGGGCGCT
GGCGACGTGCAACAGGTGTATATCAAGGGCCCCAAGACGCAATGGTTGCAAATG
TACCGCAACTGGGGGTCTCAGTGGACATTCAATGGGGGGCCCAATAACATAGTCG
GGAGTGCGCTCTCCTTCCGAGTTCATACCAGCGACGGCCGCCAAGTGATCTCCTA
CAACGCGGCCCCAGCGAACTGGTGGTTCGGCCAAACTTTCAGCAGTGGCGCTAAT
TAGATGCGGTTCGGCCAAGCTTTTCATCGATGCAGCTGCAGAGATATCGTAGATT
TGGCCTCCGTCAATCACTCATCTCTGTTGTGTAGACTAAGCAGTGGCGTGGTTTTT
TCGCATCCGCCCGCTCCAGCTCCAAGCCATCCCTATCCTACTTGTTGTGATATCAG
CGTCCTGAATAACATTGCAATGTCGTCGCCAGCCATGACGAACTGATTGCAAGCA
TAGGAAACCTCTTAGACAGACAGAGATATATCTATATATATATATATATATATAT
ATATAATGACGTCT



