IDENTIFICATION

Species: Oryza sativa Kitaake

Locus: OsKitaake03g027500

Gene Model: OsKitaake03g027500.2.p
Description: OskEXLA-02

Family: Expansin Like Alpha

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/OsativaKitaake v3 1
KEGG:-

EXTERNAL RESOURCES
https://rice-genome-hub.southgreen.fr/bio data/185326



https://phytozome-next.jgi.doe.gov/info/OsativaKitaake_v3_1
https://rice-genome-hub.southgreen.fr/bio_data/185326
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Query seq.
Superfanilies PLNNZNZS

+ Name Accession Description Interval E-value
[+] PLN03023 super family 33621 Expansin-like B1; Provisional 17-223 1.23e-65
SEQUENCES

Peptide

>0skEXLA-02

MDRLIDSVRLFLRGTAGSCGYGTAAATFNGGGFLAAAGPALYRGGVGCGACYQVR
CKDKKLCSNAGARVVVTDRARTNRTGLVLSSPAFAAMARPGMAASLTELAAVDVE
YKRVPCEYRHRSLSVRVDERSRGPNELTISFLYQGGQTDIVAVDVAQVGSSSWKFMT
REHGPSWSMANAPPGPLOQMRLVVTGGYDGKWVWADREVLPRRWRAGEVYDTGV
QITDIAQEGCFPCDTHEWK™*

CDS (coding sequence)
>0OskEXLA-02

ATGGATCGACTGATTGATTCTGTTCGTTTGTTCTTGCGTGGCACAGCCGGTTCTTG
CGGGTATGGCACGGCGGCCGCGACCTTCAACGGCGGCGGATTCCTCGCCGCLGEG
GGCCCCGCGCTGTACCGGGGLCGGLCGTCGGCTGCGGCGCGTGCTACCAGGTGAGA
TGCAAGGACAAGAAGCTGTGCAGCAACGCGGGCGCCCGTGTCGTCGTCACGGAC
CGCGCCAGGACGAACCGCACCGGCCTCGTTCTGAGCAGCCCGGCGTTCGCCGCCA
TGGCCCGCCCCGGCATGGCCGCGTCGCTCACCGAGCTCGCCGCCGTGGACGTCGA
GTACAAGAGGGTACCGTGCGAGTACAGGCACAGGAGCCTCTCTGTCAGAGTCGA
CGAGAGAAGTCGCGGACCCAACGAGCTCACCATCAGCTTCCTCTACCAAGGCGG
CCAAACCGACATCGTCGCCGTCGACGTCGCCCAGGTTGGGTCGTCGAGCTGGAAG
TTCATGACGAGGGAGCACGGACCGTCGTGGAGCATGGCGAACGCGCLCGLLCGGGE
CCGCTGCAGATGAGGCTGGTGGTGACCGGCGGCTACGACGGGAAGTGGGTGTGG
GCCGACCGGGAGGTCCTGCCGAGGCGGTGGCGCGCCGGCGAGGTCTACGACACG
GGGGTCCAGATCACTGACATCGCCCAGGAAGGCTGCTTCCCCTGCGACACGCACG
AGTGGAAGTAG

Nucleotide
>0OskEXLA-02

CCACTTCGCGCGCGTGCCGCGCTGTCGAGTGGAGCCGGTGGCCGGTCGTCTCCCG
TCCCGTGCGATCCCCTCCTTTTCCCTTCCATTTTGTCGGGCGCGGCCACCGCCTTTT
ACACACCCGCCTGTCACGACGTACACCTCCTCCTCCACACATACGCACGCAGCCG
ATTCGCGCGGGATCCGTACTTTTTTCTTCTATGTATATCTCTCGTTGTGGGATTAGT
TATTGGTTTGGTTACTAAGTGGCGCCTAATTACCTACTTACAGTTGCAGATACGGG
GTTGGCTGTGTGCGCGCGCGCGCGGGLCGCGGGLCGLCGGGCGTGTGGEGGEEEGEGE



GGGGTGTATAAAACCAGTCGTCACGCACACGAATCCACCTCGGTCTCTCTCTTCT
CCGAAGCGACCCACACTCCCCGTGCCCGAGCCAGAGAGTATGGCCGTCTCTGTCC
GTTGCTGCTTCGGCTCCTCCTCCCTTTCGCACCACGCGCGACTACTCCTCGTCATC
GTTGCGTTGCTCGCGCCTCGGCTCGCTTCCGGCTGCGACCGCTGCGTGCGCCGCTC
CAGAGCGGCTTACTACACCTCCTCGCTCACGCTGACTGGTATGTCGACACGACGG
CTCTGTTTTTGTTCGTGGTTTTGCGTGCAGAGGGAGCGGCCGGATTATGGATCGAC
TGATTGATTCTGTTCGTTTGTTCTTGCGTGGCACAGCCGGTTCTTGCGGGTATGGC
ACGGCGGCCGCGACCTTCAACGGCGGCGGATTCCTCGCCGCCGLCGGGLLCLLCGLGL
TGTACCGGGGCGGCGTCGGCTGCGGCGCGTGCTACCAGGTAATCAAGCTCGATCG
AGAAGGAGAACACAACCGAAGATAGGCAACTAGCTTAGCTGCATATGCCATGTC
CATGGCTTCCCCATCCTGACCGATTCGCTGCTGCAGGTGAGATGCAAGGACAAGA
AGCTGTGCAGCAACGCGGGCGCCCGTGTCGTCGTCACGGACCGCGCCAGGACGA
ACCGCACCGGCCTCGTTCTGAGCAGCCCGGCGTTCGCCGCCATGGLCCGLLCCCGG
CATGGCCGCGTCGCTCACCGAGCTCGCCGCCGTGGACGTCGAGTACAAGAGGTA
AGCAAAGCTCACCAAGCTTTACTTTTTACCCAGCTCGCTTTCTTTTCACCAACCGC
ACCTTAGCTCGTGTTCCACACATATATAGATAAATATTAACTTTACCACTGTTCAA
CAGAGAGAGTTTCACCGGTCCGTTGCTGTAGTTTACCAGTTGCAAAGCGTACGTA
CGAAATGTTTGGCAAGTGCTAGGCGAGGCAATAGATAGTGAACACGTACGATTG
TCCTAAGCCGGAATTGGAAGTCAGGCTCAAATTCGTCAGCGATGTGCATGTGCAG
GGTACCGTGCGAGTACAGGCACAGGAGCCTCTCTGTCAGAGTCGACGAGAGAAG
TCGCGGACCCAACGAGCTCACCATCAGCTTCCTCTACCAAGGCGGCCAAACCGAC
ATCGTCGCCGTCGACGTCGCCCAGGTAAAAACACAGCACAGCACAGAACAATCA
TTAACAATCTGCAAGTGTTTGTGTCGCAGAATCTAACAATCGTGTGTTGGGAGCT
GCAGGTTGGGTCGTCGAGCTGGAAGTTCATGACGAGGGAGCACGGACCGTCGTG
GAGCATGGCGAACGCGCCGCCGGGGCCGCTGCAGATGAGGCTGGTGGTGACCGG
CGGCTACGACGGGAAGTGGGTGTGGGCCGACCGGGAGGTCCTGCCGAGGCGGTG
GCGCGCCGGCGAGGTCTACGACACGGGGGTCCAGATCACTGACATCGCCCAGGA
AGGCTGCTTCCCCTGCGACACGCACGAGTGGAAGTAGAAGCCCAGCCACACGTA
CTTCTCCTGTCGTCACGGCCATTTTGGTTGGGCTTTGATGAGAAAGAAGACGTCTC
TCGGCTCGCCTCCAGTAGAGATTTCACTGACCCGATTTAGAGTCCTCCTAATCCCT
CGGCAACTTCAGAATTTCCTCCTCCGTTTCTTCTTCTTCTTTTCCAACTTTGTACAT
GAGCTACTAACTAATGTGTAAAGATAAAATTAAAGCAAGTTACAAACCGTCCCGT
CCCATTGGGAGCCTAAACAACTAACGAAAAACGAACCGAATTGGCGCCGCCGTG
AAGCAACAACTCTCCTGAGAACGTTTGCAACAACCAACGTATCGCAGTTTCAAAG
GGCTCACATGCTGTTGCTGCCTCTGGCCTGGGTGTGTTGCTTCCGGCAACATTCCT
CTCTACCCTGAGTCCCTGACACATGGCTTGCTCGGCTGCCTCTGCCTACGGTGTGC
TTGGTCATGTTGCCAGGTGCGGAGCTAAAACGAAATGGAGGATGGTACCACTTGC
TTAATTTACTTTAGTTTAGATCGAATTTAAGCTGATGCGGATGTCTAAGTTTATAT
TGAGAGGGTACATACATGATAAGAATAGATAAGATATAGCTAAAATAATTTTCTT
AACCGGGTTACTGGCACCCTCCTAATATACAGCCCCTGCACGTTGCTCGTTGCTGT
TGGTGGTCA






