IDENTIFICATION

Species: Kalanchoe laxiflora
Locus: Kalax.0030s0080

Gene Model: Kalax.0030s0080.1.p
Description: KIEXPA-12

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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Query seq,
Superfanilies PLNOOOSO

= Name Accession Description Interval E-value
[#] PLNO0050 super family ci131535 expansin A; Provisional 8-251 269e-136
SEQUENCES

Peptide

>KIEXPA-12

MGYPRLTTLACLISMLSNNCLLSAYEIVWSDAHATFYGGSDASGTMGGACGYGNLY
SQGYGTITAALSTALFNNGQRCGACFEIRCVNDKQWCLPGSIVITATNFCPPNYALPN

DAGGWCNPPLRHFDLSQPIFERIAKYRAGIVPVQFRRVACRKSGGMRFTINGHSYFNL
VLITNVGGAGDVVSAAIKGSRSNWEVMSRNWGQNWQSNRYLDGQSLSFMVTASDG
RTVVSINIVPSNWGFGQTFSGGQF*

CDS (coding sequence)
>KIEXPA-12

ATGGGTTACCCTCGGTTGACAACTCTGGCATGTCTGATAAGCATGTTGAGTAATA
ATTGTCTGTTATCAGCCTATGAGATTGTCTGGTCTGATGCCCATGCCACATTTTAC
GGAGGCAGCGACGCCTCTGGCACAATGGGAGGGGCTTGTGGATATGGGAACCTT
TACAGTCAGGGATACGGAACCATCACTGCTGCCCTGAGCACTGCTCTGTTTAACA
ACGGGCAGAGGTGTGGTGCTTGTTTTGAGATCAGATGTGTGAATGACAAGCAATG
GTGTTTGCCGGGGTCCATTGTCATCACTGCCACCAACTTCTGCCCTCCCAACTATG
CTCTGCCGAATGATGCCGGTGGCTGGTGCAACCCTCCCTTGCGGCATTTTGATCTA
TCTCAGCCCATCTTCGAGCGCATCGCCAAGTACAGAGCTGGAATTGTCCCAGTCC
AATTCAGAAGGGTGGCTTGCAGGAAGAGCGGGGGCATGAGATTCACCATAAATG
GCCACTCTTACTTCAACCTGGTACTCATCACAAATGTTGGAGGAGCTGGTGATGT
TGTGTCGGCTGCAATTAAAGGCAGCAGATCAAACTGGGAAGTCATGTCCAGGAA
CTGGGGTCAGAACTGGCAGAGCAATCGCTATCTTGACGGCCAGAGCCTCTCTTTC
ATGGTTACGGCCAGCGATGGCCGCACAGTTGTCTCTATTAACATAGTTCCTTCTAA
TTGGGGCTTTGGCCAAACATTCAGTGGCGGACAGTTCTGA

Nucleotide
>SKIEXPA-12

ATGGGTTACCCTCGGTTGACAACTCTGGCATGTCTGATAAGCATGTTGAGTAATA
ATTGTCTGTTATCAGCCTATGAGATTGTCTGGTCTGATGCCCATGCCACATTTTAC
GGAGGCAGCGACGCCTCTGGCACAATGGGTAGCACAACTTTTTTTATTTTTITTTTG
AAGTAGAATTTTTACTCATTGGCTTTGTTATACTAAACTTTTTCAACACTACTATTT
CCTGATACTCGACTCTTTTCATCTCCTATGATGAATCTTTTTCGTCACTTTTATTTC
CAACTTGAAGCTCCATTTCTCTTCTTCTTGCAAACTTTTGAAATGCATCTCGTGGT




AGCATGATCATCCTGGAGCTAAGAGCTTAAATCCAAGAAATTCTTAACTTGGGTT
CAACTGGCATATCTCCTTCAACGACTTCTCTTGTATATGCAGTAAACTAGCAATTT
CGCCGAATTTGTAACTTCCCAAAGCTGTTGTAACAGCTTCTACCTTTTCACTAAGA
GCTCCGTGACATCATGCTTCATCATCTTTCCTACAGGTCGAATGGTGACACATTCA
AAATGCAAATTTTGGATGCCCAACTCGACCTCGACCTCGACCTCTGTAGCTATTG
ATCGAAATACCCCTTAACTTTGCTTGGTTGGTGCTGCTGCTCTAACACATTTTAAA
ATATGATTATCCGAAGAAGCTCTCTAATTATCATTCTCTGTTGATTCCTCCTTTAC
AAACTGTGATCTTTTCCTCATCCTTGTGTCCTCTTTCCCAATTGTTTGAAATAAATT
TAACCTTCTAACTTTCCATGTTATGATTCTCCTGCTGCTCTCATTCACAGCTTTTTA
TCCTGAACTGAATGGCTTTACGCCTTGTGTAAGTGTATAAAAGCTGGGCTTGTGTT
AGTAGTGTAAAAACGTATGACTTGTGTCGGGTGACAGGAGGGGCTTGTGGATATG
GGAACCTTTACAGTCAGGGATACGGAACCATCACTGCTGCCCTGAGCACTGCTCT
GTTTAACAACGGGCAGAGGTGTGGTGCTTGTTTTGAGATCAGATGTGTGAATGAC
AAGCAATGGTGTTTGCCGGGGTCCATTGTCATCACTGCCACCAACTTCTGCCCTCC
CAACTATGCTCTGCCGAATGATGCCGGTGGCTGGTGCAACCCTCCCTTGCGGCAT
TTTGATCTATCTCAGCCCATCTTCGAGCGCATCGCCAAGTACAGAGCTGGAATTG
TCCCAGTCCAATTCAGAAGGTAAGCAATCTTACTCACTTGTTCGGTGTCGCCTACT
CATCATCAACATGTCATTAAGGAAGTTGTGATTTGTTGATGCTTTCATTCTTTTGC
AGGGTGGCTTGCAGGAAGAGCGGGGGCATGAGATTCACCATAAATGGCCACTCT
TACTTCAACCTGGTACTCATCACAAATGTTGGAGGAGCTGGTGATGTTGTGTCGG
CTGCAATTAAAGGCAGCAGATCAAACTGGGAAGTCATGTCCAGGAACTGGGGTC
AGAACTGGCAGAGCAATCGCTATCTTGACGGCCAGAGCCTCTCTTTCATGGTTAC
GGCCAGCGATGGCCGCACAGTTGTCTCTATTAACATAGTTCCTTCTAATTGGGGCT
TTGGCCAAACATTCAGTGGCGGACAGTTCTGA





