IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0171s0001

Gene Model: Kalax.0171s0001.1.p
Description: KIEXPA-29

Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_ 1
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Superfanilie: PLNGOOSO

List of domain hits
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Name Accession Description Interval E-value
[+] PLND0OO50 super family 31535 expansin A; Provisional 21-251 5.38e-132

SEQUENCES
Peptide
>KIEXPA-29

MALNAAPFFFFFIITTLFLQRSLAGYGGWQSAHATFYGGGDASGTMGGACGYGNLY
SQGYGTDTAALSTALFNTGLSCGSCYQIKCNDDPKWCLPGTITVTATNFCPPNPAQPS
DNGGWCNPPRQHFDLAQPAFLKIAQYRAGIVPVAFRRVPCVKKGGVRFTINGHSYFN
LVLITNVAGAGDVRSVSIKGSRTGWQAMSRNWGQNWQSNSYLNGQSLSFKVTTSDG
RTVTSYNVAPSGWQFGQTFQGGQF*

CDS (coding sequence)
>KIEXPA-29

ATGGCACTCAATGCTGCTCCATTCTTCTTCTTCTTCATTATAACCACTCTCTTCCTC
CAACGTTCCCTGGCTGGATACGGCGGGTGGCAGTCCGCCCACGCCACCTTCTACG
GCGGCGGCGACGCCTCCGGCACAATGGGGGGGGCTTGTGGGTATGGGAACCTCT
ACAGCCAGGGTTACGGCACCGACACGGCGGCTCTCAGCACCGCTCTCTTTAACAC
CGGCTTGAGCTGCGGCTCCTGCTACCAAATCAAATGCAATGACGACCCCAAATGG
TGCCTCCCCGGAACCATCACCGTCACTGCCACTAACTTCTGCCCTCCCAATCCCGC
CCAGCCCAGCGACAACGGCGGCTGGTGCAACCCTCCCCGCCAACACTTCGACCTC
GCCCAGCCCGCCTTCCTCAAAATTGCCCAGTACCGCGCCGGCATCGTCCCCGTCG
CCTTCCGCAGAGTGCCGTGCGTGAAGAAAGGTGGGGTTCGGTTCACCATAAACGG
ACACTCCTACTTCAACCTGGTTCTGATCACCAACGTCGCTGGAGCCGGAGATGTG
CGGTCGGTTTCCATCAAGGGATCGAGGACTGGGTGGCAAGCCATGTCCAGAAACT
GGGGCCAGAACTGGCAGAGCAACTCCTATCTCAACGGACAGAGCCTTTCCTTTAA
AGTCACCACCAGTGACGGTAGAACAGTCACAAGCTACAACGTGGCCCCTTCTGGT
TGGCAGTTCGGTCAAACATTCCAAGGTGGTCAGTTCTA

Nucleotide
SKIEXPA-29

TCCATCCAAACATATGCTGTTATTAATTATCTTATTCGACTATTAATTAATGTGGA
CCCATATAATAACATTACCACTTGTTTTGTCGCCTTTCCTTTATATATACTCCTCCC
ACACTCCATATCTCACTTATCCTTTCCTCTGTTTCTTCCTTGCACGCACACATGGCA
CTCAATGCTGCTCCATTCTTCTTCTTCTTCATTATAACCACTCTCTTCCTCCAACGT
TCCCTGGCTGGATACGGCGGGTGGCAGTCCGCCCACGCCACCTTCTACGGCGGCG



GCGACGCCTCCGGCACAATGGGTACTGAGTCCATTCATTCATTTTGTGTATGACG
CATGCATGAGTATATTTTAAAGCTGCTGCTCGATGATTCTTTCTCTTGCTTATATCT
TTGATTAGGGGGGGCTTGTGGGTATGGGAACCTCTACAGCCAGGGTTACGGCACC
GACACGGCGGCTCTCAGCACCGCTCTCTTTAACACCGGCTTGAGCTGCGGCTCCT
GCTACCAAATCAAATGCAATGACGACCCCAAATGGTGCCTCCCCGGAACCATCAC
CGTCACTGCCACTAACTTCTGCCCTCCCAATCCCGCCCAGCCCAGCGACAACGGC
GGCTGGTGCAACCCTCCCCGCCAACACTTCGACCTCGCCCAGCCCGCCTTCCTCA
AAATTGCCCAGTACCGCGCCGGCATCGTCCCCGTCGCCTTCCGCAGGTACAGCGA
AACATTACGTGATCAAAATCATGCTCCTGCTTTGCTCTGTTACATACATTTGAATA
ATTACTTTCTTGAAACAGAGTGCCGTGCGTGAAGAAAGGTGGGGTTCGGTTCACC
ATAAACGGACACTCCTACTTCAACCTGGTTCTGATCACCAACGTCGCTGGAGCCG
GAGATGTGCGGTCGGTTTCCATCAAGGGATCGAGGACTGGGTGGCAAGCCATGTC
CAGAAACTGGGGCCAGAACTGGCAGAGCAACTCCTATCTCAACGGACAGAGCCT
TTCCTTTAAAGTCACCACCAGTGACGGTAGAACAGTCACAAGCTACAACGTGGCC
CCTTCTGGTTGGCAGTTCGGTCAAACATTCCAAGGTGGTCAGTTCTAATCTGATCG
CCAAATACGAATATTGAAATTCGAATTTATAGCAATAGTAAAAAAAAGAAAAAA
ACATTATAAAACATTTTTTGAGGTGTGAAATTGAAATTTAATGGTTGAGGAGCTG
CCAATGGTTTAGAGTGGGTTGTTGCTGTGGTGTCAGCATGTGATTGGCGCCCGCT
AAAAAACATCATACGTGTTCTGAAGTCGATGTACTTGTGTCATTGATGGATCGTA
TTAGGTTGTTCCATTAATTGACGATGTCATTTTGTATTATTGCTATTTGTTACCCTA
TAATTATGTTGTTGTCTTTAGTTGCATGACAGAGGCAATGGATAAATAA





