IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c8_13470V3

Gene Model: Pp3c8 13470V3.3.p
Description: PPEXPA-14
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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List of domain hits *

+ me Accession Description Interval E-value
[+] PLN00050 super family ci31535 expansin A; Provisional 45-289 1.82e-69

SEQUENCES
Peptide
>PpEXPA-14

MVASGYSFEREAGEGIRGVGTACAATKRQADKTIRPHLSKTVMKMSNLKLVVLFLA
LGLTTVIAAPRGWGDAHITYYGSPNGAGTEGGACGYQNTYKLGYGSMTAALSSRLF
QGGKACGGCYQLRCAPNRGRNWCWSYARAIVVTATNLCPQGSHGGWCDYPKSHF

DLPMPAFTSLARREGGVAPVWYRKVRCAKRGGVRFTIGGNPWFLMVLIHNVGGAG

DVVSVKVKCPYTGWVSAYRNWGCLWTVRTKMTGPLSFTLVTSDGRTLYSMNAVR

NGWKFGQTWEGSQFR*

CDS (coding sequence)
>PpEXPA-14

ATGGTGGCATCGGGATATTCCTTCGAGAGGGAGGCAGGAGAGGGAATCCGCGGT
GTGGGCACAGCCTGCGCAGCAACCAAGCGGCAAGCGGACAAAACCATTCGCCCA
CATCTGAGCAAGACAGTCATGAAGATGTCCAACTTGAAGCTCGTTGTGCTGTTTC
TTGCGCTGGGTCTGACCACGGTGATCGCGGCGCCGCGGGGTTGGGGTGATGCTCA
TATCACGTACTATGGCTCTCCCAACGGCGCTGGAACGGAGGGCGGCGCCTGCGGE
TACCAGAATACCTACAAGCTGGGGTATGGGTCAATGACTGCCGCGTTGAGCTCTC
GTCTATTCCAGGGCGGGAAGGCGTGCGGCGGATGTTACCAGCTGAGGTGCGCAC
CAAATCGTGGCAGGAACTGGTGCTGGAGTTACGCCAGGGCCATTGTGGTGACTGC
CACCAACCTGTGCCCGCAGGGTTCGCATGGTGGGTGGTGCGATTATCCCAAGTCG
CACTTCGACTTGCCGATGCCCGCTTTCACTAGCCTTGCGCGGCGCGAAGGAGGTG
TTGCCCCAGTGTGGTACAGGAAGGTCCGGTGTGCGAAGCGCGGTGGGGTGCGGTT
CACCATTGGAGGCAACCCATGGTTCTTGATGGTGCTGATTCACAACGTGGGCGGA
GCAGGGGATGTGGTGTCGGTGAAGGTCAAGTGCCCATACACGGGATGGGTATCA
GCGTACCGGAACTGGGGATGCCTGTGGACGGTGAGGACGAAGATGACGGGACCG
CTGTCTTTCACGTTGGTGACGAGCGATGGGCGAACGCTGTACTCGATGAATGCAG
TACGGAACGGATGGAAATTTGGGCAGACGTGGGAGGGCAGCCAGTTCAGATGA

Nucleotide
>PpEXPA-14

GCGGAGGAGAGGTCGAGGCGAAGACGGCATTCTCCGGCGATGGTGGCATCGGGA
TATTCCTTCGAGAGGGAGGCAGGAGAGGGAATCCGCGGTGTGGGCACAGCCTGC
GCAGCAACCAAGCGGCAAGCGGACAAAACCATTCGCCCACATCTGCTTCGGAGA



TTCTGTACCACACGTACCATATGGATCGTGTACGGGGGGACATTTGTCTCCAGGA
CAAACCAAGTGCAAAATTGTGCGATCGTTGCCTATTAATGAAGGCGATTGGTAAA
GTGTGACTTCCTGCATTCTCTCCGGCTCGTTCGCTCGGCGGATTGTGTTGAATTTC
CATGGAAGCCAGGAGTCCATATCATCGGCTGCCTGCATTCCATCCTTTTCGTTGAA
GTCGCCGTCGATTGGTTGCTCCCACTTCAGTGAAAGTCCACTCCTTTGTATGTGTC
TCAGCTACAGAAACTGCGATGTTCGTCTGCGATGTTCGTCTTATCCGAGATCTAGC
TGAGCCAAGCACCATGTGATTTCACGTCAGTCGAAGCGTCTGTTTTGTATGTATGC
ATGTGGAGCACAACTTTGAGCCAACGTGCTTCATGACACTGGAACCTGTCATGCT
CACGGTGTTTCGTCGTGCAGGGGAATTTTTTTGCAGTTCTTCATGTAAGTCTTATC
GAGTTTGTTCCATTTTATAAATTCCAGGAGCAAGACAGTCATGAAGATGTCCAAC
TTGAAGCTCGTTGTGCTGTTTCTTGCGCTGGGTCTGACCACGGTGATCGCGGCGCC
GCGGGGTTGGGGTGATGCTCATATCACGTACTATGGCTCTCCCAACGGCGCTGGA
ACGGAGGGCGGCGCCTGCGGGTACCAGAATACCTACAAGCTGGGGTATGGGTCA
ATGACTGCCGCGTTGAGCTCTCGTCTATTCCAGGGCGGGAAGGCGTGCGGCGGAT
GTTACCAGCTGAGGTGCGCACCAAATCGTGGCAGGAACTGGTGCTGGAGTTACGC
CAGGGCCATTGTGGTGACTGCCACCAACCTGTGCCCGCAGGGTTCGCATGGTGGG
TGGTGCGATTATCCCAAGTCGCACTTCGACTTGCCGATGCCCGCTTTCACTAGCCT
TGCGCGGCGCGAAGGAGGTGTTGCCCCAGTGTGGTACAGGAAGTAAGTAGCGCC
ACTGTGGAGACATTGTATGAGAAGGTGGTTGCGAGGAGTGTTCTGGAGAAATGT
GTGGTGGACTGCGGATTGTGAATGAGACGTGGATGACATGTGGGTGGGAAGAGG
GGATTGAGTCGGATGAGCGGTAGATGGTAACAGGATGTGTGGGTTGAATGTGAT
GATGACAGGGTCCGGTGTGCGAAGCGCGGTGGGGTGCGGTTCACCATTGGAGGC
AACCCATGGTTCTTGATGGTGCTGATTCACAACGTGGGCGGAGCAGGGGATGTGG
TGTCGGTGAAGGTCAAGTGCCCATACACGGGATGGGTATCAGCGTACCGGAACT
GGGGATGCCTGTGGACGGTGAGGACGAAGATGACGGGACCGCTGTCTTTCACGTT
GGTGACGAGCGATGGGCGAACGCTGTACTCGATGAATGCAGTACGGAACGGATG
GAAATTTGGGCAGACGTGGGAGGGCAGCCAGTTCAGATGATGAGAAGTGGAGAG
GAAGAGGGGAGGCCCGTGTACTTTAGGTAGAAGTCAGTTGTGTTTGGGGATGGC
GTCGCGCCTGTGCATGAAAGGCAGGCCGTCTATCGATGAGAAGGTAGCTGCAGTT
GTTGGTCTTCTGTAGCGGAAGCCGCTTGCAGGTGACTTCTATTCAGGTGTTGATTG
CAATTATTTTTTGATTTATTGGGGGTCTCATGTTTTTTAGTTTCTTTCCGTTGCGAT
TGTGCTCCTTAGCTTGCTTCGATTTTTCTGGTTGGCTTATGATTGAGCACTTGTCGG
CCGGCAACGGATATGGTTATCAGCGTAGAGAAACTATTTTTCTTATGAGTTAGTA
AATCTGACTAATTGATTATTTACTTATCATCTCTCGAGCATGGAAGGATACGTCTT
TCCACCTTATACATCACCCTTCCTGAGTTTCTGGGAAGTTTAAAGTCCTTATCTGG
GCCATCTTGACAACGGAGTCGTCTTTCCAACTGCCTGACTTGCATTCCTGCCTGCA
GTGGTTTTACTTGAGATTTTAAACCTACGCTAGGGCCACATTGTAGATAAGGGTC
GGATTTAGCGATATTAGCAGCACATTCAACCATCTTCCTGAACTTTGTTGCTCCTC
AAGCATGCGATGTTGGTAGTGCGTTTTAAACACTTTGATATTATTCCTCCTGATGT
CTATTTAGTT




