IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0256s0007

Gene Model: Kalax.0256s0007.1.p
Description: KIEXPA-31

Family: Alpha Expansin

3D structure:

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

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/KlaxifloraFTBG2000359A_v3_1
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DOMAIN ARCHITECTURE

30 120 2

[T T R T T AL T T T T A T T T T D T T T T A T T T T U T A T P M T S D S M T |
Query seq, MPIVITATNFYPPNOALPNNAGGWCNPPOAHFDLAQPYFLOIAGYRAGF YOVAFFRRYPCRKKGG IRF TINGHOYFNLYLI THYGGAGHCGAFQSRHRKPNGSPCOETGARTGRATRTSPARASPSRE
Superfanilies PLN00OO5O

Name Accession Description Interval E-value
[+] PLN0DO050 super family 31535 expansin A; Provisional 3-38 2.58e-44
SEQUENCES

Peptide

>KIEXPA-31

MPIVITATNFYPPNDALPNNAGGWCNPPQAHFDLAQPVFLQIAGYRAGFVQVAFFRR
VPCRKKGGIRFTINGHQYFNLVLITNVGGAGMCGQFQSRHRKPNGSPCQETGARTGR
ATRTSPARASPSR*

CDS (coding sequence)
>KIEXPA-31

ATGCCCATCGTGATCACCGCCACTAATTTCTACCCTCCCAACGATGCCTTGCCTAA
CAATGCCGGAGGCTGGTGTAATCCGCCTCAAGCGCACTTTGATCTCGCTCAGCCA
GTGTTCTTACAGATAGCCGGATACAGGGCCGGTTTTGTCCAAGTGGCCTTCTTCA
GAAGGGTTCCATGCCGCAAGAAAGGAGGAATCAGATTCACAATCAACGGCCACC
AGTACTTCAACCTAGTTCTAATAACCAACGTTGGCGGCGCTGGGATGTGCGGTCA
GTTTCAGTCAAGGCATCGAAAACCAAATGGCAGCCCATGTCAAGAAACTGGGGC
CCGAACTGGCAGAGCAACTCGGACTTCACCGGCCAGAGCCTCTCCTTCAAGATGA

Nucleotide
>KIEXPA-31

CCGTCTCTGTTGTTTTTGGTGGGTGTGGTTGTTTTTGAAGCTCAACTGTTCGATGA
CATGCCTCAATGAATCTGTAACAACTGCGTTTATTTTTCTCAAGGGTTTTGTTTTA
CAGGAAAAAATGGGGTTTGCTGGGTTCTTCTTGGTGTGGTTTCTCAGCTCGAGTG
CGTTTGTGAATGGATACGTTGAGGGCTGGAGTGATGCTCATGCCACATTCTACGG
AGGTTGTGATGCTTCTGGCACAATGGGTGAGTCCTCAATTCAGCCAATTGTTACA
ATATCGCTCAACTTGCGAGGTGTAATTATTTGCTGAAAGTCTTTTTCTTTTCAAAT
TTGAGCTCAGACGGAAATTGTGGGTATGACAATCTTTACAGCCAAGACTACGGGA
CGAACACTGCAGCTTTGGGCACCACTCTTTTCGACAATGGATTGAGTTGCAGTGC
ATGTTTTGAGCTCAAATCCGTGGATAACAACAAATGCCCATCGTGATCACCGCCA
CTAATTTCTACCCTCCCAACGATGCCTTGCCTAACAATGCCGGAGGCTGGTGTAA
TCCGCCTCAAGCGCACTTTGATCTCGCTCAGCCAGTGTTCTTACAGATAGCCGGAT
ACAGGGCCGGTTTTGTCCAAGTGGCCTTCTTCAGAAGGTAACAAAAAAGCTCAAA
TAAATAGCAGCTCATCTTTTCCTGTTACATTTTGATTTTTTGGAATTGTTGTGTAGG
GTTCCATGCCGCAAGAAAGGAGGAATCAGATTCACAATCAACGGCCACCAGTAC




TTCAACCTAGTTCTAATAACCAACGTTGGCGGCGCTGGGATGTGCGGTCAGTTTC
AGTCAAGGCATCGAAAACCAAATGGCAGCCCATGTCAAGAAACTGGGGCCCGAA
CTGGCAGAGCAACTCGGACTTCACCGGCCAGAGCCTCTCCTTCAAGATGACCCCC
CGGTGACGGTGGTAGGCTCACCTGCAACAGTGTGGTCCCTGCTGGTTGGTAGTTC
GGGCAAACATTTTCAGGCCTTCAGTTCCCACGAACCTGAGCTGCACCACCGTCTA
TAAACCAGTAGTTTTTATTTTAGTTGGGAAGATTTGGGTCATGAAAAATGGTTGG
GGGCTCCATCTTTTTGACATGTTCCTCCATCAGTTTCCAGGTATTATTCTTGTCATT
GTATCTATGGTCTGGTCTGAGAATTTATATCAGACAAGTCAGATGTTGGAATGTG
GTGGGTCTCTGTGGG






