IDENTIFICATION

Species: Physcomitrium patens
Locus: Pp3c22_3550V3

Gene Model: Pp3c22_3550V3.1.p
Description: PPEXPA-38
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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List of domain hits .

+ Name Accession Description Interval  E-value
[+ PLN00193 super family 334 expansin-A; Provisional 8-255 1.37e-87

SEQUENCES
Peptide
>PpEXPA-38

MTIEQRTMVQAHVTFKLLLVLAGCVLQVQAAYGPSGWATATATFYGGADAGGTM

GGACGYGNLYSTGYGASTTALSAPLFNGGSACGACYQLQCARSNHCYAGRSITVTA
TNFCPTGSEGGWCNPPRKHFDLSMPMFTTLARQVAGVVPVDYRRVACNKKGGQRF
LMTGNPYFIMVLVYNVAGAGDVQRFFVKGSMTGWYELRRNWGQIWTCTADSRLK

GQALSFRTQTSDGRQVVSIDAAPANWNFGQTFSSGVN*

CDS (coding sequence)
>PpEXPA-38

ATGACAATCGAGCAGCGGACGATGGTGCAAGCACACGTAACTTTTAAGCTTCTCT
TGGTGCTAGCTGGGTGCGTTTTGCAAGTGCAAGCTGCTTACGGTCCCAGTGGCTG
GGCTACAGCGACGGCGACGTTCTACGGGGGTGCGGATGCGGGAGGAACTATGGG
AGGTGCATGCGGGTATGGTAATTTGTACAGCACTGGTTACGGAGCTTCTACAACC
GCCCTGAGTGCGCCACTTTTCAACGGTGGTTCTGCTTGTGGAGCGTGTTACCAACT
CCAATGCGCTAGAAGCAACCATTGTTACGCAGGGAGATCGATTACAGTCACGGC
AACTAACTTTTGTCCTACCGGGTCGGAAGGAGGGTGGTGCAATCCTCCCAGGAAG
CATTTCGACCTGTCCATGCCGATGTTCACCACTCTTGCCAGGCAGGTTGCAGGAG
TCGTTCCCGTAGACTACAGAAGGGTAGCCTGCAACAAGAAGGGAGGTCAGAGGT
TCCTTATGACCGGAAACCCCTACTTCATAATGGTTCTAGTCTACAACGTCGCTGGC
GCTGGTGATGTCCAAAGGTTTTTCGTCAAGGGCTCCATGACGGGGTGGTACGAGT
TGAGAAGAAACTGGGGACAGATCTGGACGTGCACTGCGGACAGCAGACTGAAAG
GACAAGCCCTCTCTTTCCGCACACAAACCAGCGATGGTCGGCAAGTGGTTTCTAT
CGACGCAGCTCCTGCAAACTGGAACTTCGGTCAGACTTTCAGCAGTGGTGTTAAT
TAG

Nucleotide
>PpEXPA-38

ACGTGCGGATGTGCCCAAGATTTGTGGCGAACTTCAGGAAGACCGGGAGAGGAA
GAATGCCAATTAGCATGTCAATCGCCCGAAATTTACAACTCGAGCGGCGCTGACA
TTATCCTACATTTTTCATTGTGTGGGACCTATCAACAAGGGGTCGTCACAACTGTG
ACTGCCCCCACCACCATCACTACTCCACTATGAATGCGCATGTGCGGCAGCTAGT

GACGACCACACTGCCAATGCTCACTGACTGCGCGCTTGAGAGTGATGCATCCAAG



TCTCCTGCACTAGTCTGCCAGCGTTCCATCGGCACCTAACTCGGGGAATCGTATCC
ACTACCAATCGAACAACGACGTTGGTTGCATCATGACAATCGAGCAGCGGACGA
TGGTGCAAGCACACGTAACTTTTAAGCTTCTCTTGGTGCTAGCTGGGTGCGTTTTG
CAAGTGCAAGCTGCTTACGGTCCCAGTGGCTGGGCTACAGCGACGGCGACGTTCT
ACGGGGGTGCGGATGCGGGAGGAACTATGGGTACGTTCTAGTGGATTTGTTCAGT
ACTGTCCTTTTGGTTTTTGCGCACAAATTCGGTCCGGTAAAATCAGGGCCAGCTCC
TGATAGTTCACTTCCTGTTCAGTGTGGGCATCTTCCGTCTGCGAAAACATGGTGTT
GAGTTGTTTGCCACGCGTTAAAGACCATTGTGGTGTAGAATGTGGGTGGTAATGA
AAATGAGTACCCCAACCTTGATATGATATCATAACCTTTCAACGATTCTGACTGG
CAAATGTCTCTCACATAGAGTGGAGAGTTAGATGATATTGGATGTGAATTCGCTC
TGATTATTTTGCCTTCTTACTCCCAACACACGGTCTGTAACATTCTTGTATAGCGC
GAGGATTATCAGTGAGTTTTACACTTTGGTCGCAATTTTCAGGAGGTGCATGCGG
GTATGGTAATTTGTACAGCACTGGTTACGGAGCTTCTACAACCGCCCTGAGTGCG
CCACTTTTCAACGGTGGTTCTGCTTGTGGAGCGTGTTACCAACTCCAATGCGCTAG
AAGCAACCATTGTTACGCAGGGAGATCGATTACAGTCACGGCAACTAACTTTTGT
CCTACCGGGTCGGAAGGAGGGTGGTGCAATCCTCCCAGGAAGCATTTCGACCTGT
CCATGCCGATGTTCACCACTCTTGCCAGGCAGGTTGCAGGAGTCGTTCCCGTAGA
CTACAGAAGGTATGTATAATCCATCGTCAACTCTCATTTCGAGTTCAGAGCTTTAC
TTGTTTTCACATGCGAAAAATGCACGTTAGTAAAACTCTTCGTCGTTGTGGAATG
GATTTTGTATCACATGAAATTCTCTTCAGCAATATAGTGCGATGGTTGTCTCCTGC
AGGGTAGCCTGCAACAAGAAGGGAGGTCAGAGGTTCCTTATGACCGGAAACCCC
TACTTCATAATGGTTCTAGTCTACAACGTCGCTGGCGCTGGTGATGTCCAAAGGTT
TTTCGTCAAGGGCTCCATGACGGGGTGGTACGAGTTGAGAAGAAACTGGGGACA
GATCTGGACGTGCACTGCGGACAGCAGACTGAAAGGACAAGCCCTCTCTTTCCGC
ACACAAACCAGCGATGGTCGGCAAGTGGTTTCTATCGACGCAGCTCCTGCAAACT
GGAACTTCGGTCAGACTTTCAGCAGTGGTGTTAATTAGTGACTTTCACTCTCCATT
CCCCACAGCAGTGGTTGTAGTTTTTGCCGTGATCTCTGTTTTGTATGTTTCGCAAG
AGCATGTGTTGTGCTTCGAGCAATGGCTTGGAATTCGCACATCAGTTCCACTACTT
CAGCCACTCTTGTACAACGCCTACTTGAATGGCGAAGCTTTAGCATCAGGTATGA
CGTAGTTGCCATAAGTGACGAGTCACAACTATAGGAAGAGATATGTTACACCCGC
TCCGTGCGCAGATCCTCCCGCGCGGAGTGCGAGTTCAAGATTGAAGAGGTGTATG
CAGTGCTTGAAGTATGGGTCACCCGCTCTTATCTTCTATATTGTATCGTCCCTCCA
AAGTGGCTTCATCCCTGCGGCCAGAAAGTGAAGTTTTTTTCGGTGTTCTTTGTTGA
ATCGGATCCTCCTGTATATTGCGGGAGCACTACTGCAATGTAAAACACTACATTT
GTACATCGTGATGTGAATCCATTACTCTAATAAATGGATCT




