KLHL11-Cul3 complex at 3.1A resolution (4APF) Materials & Methods

KLHL11: Kelch-like protein 11, BTB/BACK domains - Materials & Methods

Entry Clone Source: IMAGE

Entry Clone Accession: 4822768

SGC Construct ID: KLHL11A-c003

Vector: pNIC28-Bsa4. Details [PDF |; Sequence [ FASTA ] or [ GenBank |

DNA sequence:
CATATGCACCATCATCATCATCATTCTTC
TGGTGTAGATCTGGGTACCGAGAACCTGT
ACTTCCAATCCATGGAAGCCGAGGATTTC
GAGTGCAGCTCTCACTGCTCAGAGCTGTC
CTGGCGGCAGAACGAGCAGCGGCGCCAGG
GCCTCTTCTGCGACATTACCCTGTGCTTC
GGCGGGGCTGGAGGCCGCGAGTTCCGGGC
CCACCGCTCGGTACTGGCTGCCGCCACCG
AGTACTTCACGCCCCTGCTCTCGGGCCAG
TTTTCCGAGTCCCGCTCGGGACGGGTGGA
GATGCGCAAGTGGAGCTCCGAGCCGGGGC
CCGAACCCGACACAGTGGAAGCCGTAATC
GAGTACATGTACACCGGGCGCATCCGCGT
CAGCACGGGCAGCGTGCACGAGGTGCTGG
AGTTGGCCGACAGGTTCCTACTCATTCGT
TTAAAAGAATTTTGTGGAGAATTTCTCAA
GAAAAAACTTCATCTCTCAAATTGTGTGG
CAATTCATAGCTTAGCACACATGTACACC
CTGAGCCAACTTGCTCTGAAGGCTGCTGA
TATGATACGGAGAAATTTCCACAAAGTGA
TTCAGGATGAAGAATTTTATACGTTACCT
TTCCATCTCATTAGAGACTGGCTTTCAGA
TTTGGAAATTACAGTTGATTCTGAAGAGG
TTCTCTTTGAAACCGTTTTGAAATGGGTT
CAGAGAAATGCTGAAGAGAGAGAGAGATA
CTTTGAAGAACTTTTTAAATTGCTCAGGT
TGTCCCAGATGAAACCTACCTACCTTACT
CGACATGTCAAACCAGAGAGGCTGGTAGC
CAATAATGAAGTTTGTGTCAAGTTGGTCG
CTGACGCAGTGGAGAGACATGCTCTGAGA
GCTGAGAATATACAATCTGGCACATGACA
GTAAAGGTGGATACGGATCCGAA

Final protein sequence (Tag sequence in lowercase):
mhhhhhhssgvdlgtenlyfg”®sMEA
EDFECSSHCSELSWRONEQRRQGLFEC
DITLCFGGAGGREFRAHRSVLAAATE
YFTPLLSGQFSESRSGRVEMRKWSSE
PGPEPDTVEAVIEYMYTGRIRVSTGS
VHEVLELADRFLLIRLKEFCGEFLKK



http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC28-Bsa4/pNIC28-Bsa4_Vector_sheet.pdf
http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC28-Bsa4/pNIC28-Bsa4.fasta
http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC28-Bsa4/pNIC28-Bsa4.gb

KLHLSNCVATHSLAHMYTLSQLALKA
ADMIRRNFHKVIQDEEFYTLPFHLIR
DWLSDLEITVDSEEVLFETVLKWVQOR
NAEERERYFEELFKLLRLSOMKPTYL
TRHVKPERLVANNEVCVKLVADAVER
HALRAENIQSGT

~ TEV protease recognition site

Tags and additions: Cleavable N-terminal His6 tag

Host: BL21(DE3)-R3-pRARE.

Growth Medium & Induction Protocol: A glycerol stock was used to inoculate a 10ml
starter culture containing LB media with 50pug/ml kanamycin and 34 pg/ml chloramphenicol.
The starter culture was grown overnight at 37°C with shaking at 200 rpm. The following
morning, four 2L baffled flasks containing 1 L Terrific Broth (TB) media/kanamycin were
each inoculated with 2 ml of the starter culture. Cultures were incubated at 37°C with shaking
at 180 rpm until an ODgponm = 1.5 was reached. The flasks were then cooled down to 18°C.

Protein expression was induced by addition of IPTG to a final concentration of 0.5mM and
expression carried out overnight. Cells were harvested by centrifugation at 6000 rpm at 4°C
for 15 min. Cell pellets from each flask were resuspended in 30ml binding buffer (50mM
HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 5mM Imidazole), transferred to 50 ml tubes, and
stored at -20°C.

Extraction buffer, extraction method: The frozen cells were thawed and 0.5mM TCEP,
ImM PMSF added to the cell suspension. The cells were lysed using an Emulsiflex C5 cell
homogeniser. The cell lysate was clarified by centrifugation at 20000 rpm at 4°C for 1 h. The
supernatant was recovered for purification and filtered through a syringe filter with a 1.2pm
pore size.

Column 1: Ni-Affinity Chromatography [ | 2.5ml Ni-sepharose slurry applied to a 1.5 x 10 cm
column.

Column 1 Buffers:

Binding buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; SmM Imidazole

Wash buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 5mM Imidazole

Elution buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 50 to 250mM Imidazole

Column 1 Procedure: 2.5ml of 50 % Ni-sepharose slurry (Amersham) was added to the
filtered lysate, which was incubated with the Ni-sepharose for 1 hour at 4°C with slow
rotation to maximize binding. The lysate was then applied to a 1.5 x 10 cm column by gravity
flow and allowed to drip through. The remaining resin was then washed with 2x50ml binding
buffer and 1x30ml wash bufter to remove nonspecifically binding proteins. The bound target
protein was eluted by applying a step gradient of imidazole (5 ml fractions of elution buffer
supplemented with 50mM, 100mM, 150mM and 250mM imidazole). The protein content of
collected fractions was visualized using SDS-PAGE and fractions containing KLHL11 were
pooled.

CULS3: Cullin 3 N-terminal domain - Materials & Methods

Entry Clone Source: Synthetic

Entry Clone Accession: Synthetic




SGC Construct ID: CUL3A-c013

Vector: pNIC-CTHF. Details [PDF ]; Sequence [ FASTA ] or [ GenBank ].

DNA sequence:
CTTAAGAAGGAGATATACTATGACTATGG
ACGAAAAATACGTCAATTCGATTTGGGAT
CTGCTGAAGAACGCTATCCAGGAGATTCA
GCGTAAAAACAATTCTGGTCTGTCATTTG
AAGAGCTGTACCGCAACGCCTATACTATG
GTGCTGCACAAGCATGGTGAAAAACTGTA
TACCGGCCTGCGTGAAGTGGTCACCGAGC
ACCTGATCAATAAGGTGCGCGAGGATGTC
CTGAACAGCCTGAATAATAACTTCCTGCA
GACCCTGAATCAGGCCTGGAACGACCATC
AGACCGCTATGGTGATGATCCGTGACATT
CTGATGTACATGGATCGCGTTTATGTGCA
GCAGAATAACGTCGAAAATGTTTACAACC
TGGGTCTGATCATTTTTCGTGACCAGGTT
GTGCGCTATGGCTGCATCCGTGACCACCT
GCGCCAGACCCTGCTGGATATGATTGCCC
GTGAACGCAAGGGCGAGGTCGTTGATCGT
GGCGCCATCCGCAACGCTTGTCAGATGCT
GATGATTCTGGGTCTGGAAGGCCGTTCTG
TCTACGAAGAGGACTTCGAGGCGCCCTTT
CTGGAAATGAGTGCAGAGTTCTTTCAGAT
GGAATCGCAGAAATTCCTGGCGGAAAACA
GCGCATCAGTTTATATCAAGAAAGTGGAA
GCTCGTATCAACGAAGAGATTGAGCGCGT
TATGCATTGCCTGGATAAGTCAACCGAAG
AGCCAATTGTGAAAGTGGTCGAACGCGAG
CTGATCTCTAAGCACATGAAAACCATTGT
CGAAATGGAAAACAGCGGCCTGGTTCATA
TGCTGAAGAACGGTAAAACCGAAGACCTG
GGCTGTATGTACAAGCTGTTCAGCCGTGT
GCCGAATGGTCTGAAAACCATGTGCGAAT
GTATGAGCAGCTATCTGCGTGAGCAGGGC
AAGGCGCTGGTGTCCGAAGAGGGTGAAGG
CAAAAACCCTGTGGACTACCGCCAGGGTC
TGGACGATCTGAAGAGCCGTTTCGACCGC
TTTCTGCTGGAGTCCTTCAATAACGATCG
TCTGTTTAAACAGACCATTGCAGGCGACT
TCGAATACTTTCTGAATCTGAACAGTCGC
TCGCCCGAGTATCTGGCAGAGAACCTCTA
CTTCCAATCGCACCATCATCACCACCATG
ATTACAAGGATGACGACGATAAGTGAGGA
TCC

Final protein sequence (Tag sequence in lowercase):
MTMDEKYVNSIWDLLKNATIQETIQRKN
NSGLSFEELYRNAYTMVLHKHGEKLY
TGLREVVTEHLINKVREDVLNSLNNN
FLOTLNQAWNDHQTAMVMIRDILMYM
DRVYVQONNVENVYNLGLITIFRDQVV



http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC-CTHF/pNIC-CTHF_Vector_sheet.pdf
http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC-CTHF/pNIC-CTHF.fasta
http://www.sgc.ox.ac.uk/structures/MM/Vectors/pNIC-CTHF/pNIC-CTHF.gb

RYGCIRDHLRQTLLDMIARERKGEVV
DRGAIRNACOMLMILGLEGRSVYEED
FEAPFLEMSAEFFOMESQKFLAENSA
SVYIKKVEARINEEIERVMHCLDKST
EEPIVKVVERELISKHMKTIVEMENS
GLVHMLKNGKTEDLGCMYKLFSRVPN
GLKTMCECMSSYLREQGKALVSEEGE
GKNPVDYRQGLDDLKSRFDRFLLESE
NNDRLFKQTIAGDFEYFLNLNSRSPE
YLaenlyfg”shhhhhhdykddddk

~ TEV protease recognition site

Tags and additions: Cleavable C-terminal His6 and FLAG tag

Host: BL21(DE3)-R3-pRARE.

Growth Medium & Induction Protocol: A glycerol stock was used to inoculate a 20ml
starter culture containing LB media with 50pg/ml Kanamycin and 34 pg/ml chloramphenicol.
The starter culture was grown overnight at 37°C with shaking at 200 rpm. The following
morning, four 2L baffled flasks containing 1 L Terrific Broth (TB) media/kanamycin were
each inoculated with 2 ml of the starter culture. Cultures were incubated at 37°C with shaking
at 180 rpm until an ODgponm = 1.5 was reached. The flasks were then cooled down to 18°C.

Protein expression was induced by addition of IPTG to a final concentration of 0.5mM and
expression carried out overnight. Cells were harvested by centrifugation at 6000 rpm at 4°C
for 15 min. Cell pellets from each flask were resuspended in 30ml binding buffer (50mM
HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 5mM Imidazole), transferred to 50 ml tubes, and
stored at -20°C.

Extraction buffer, extraction method: The frozen cells were thawed and 0.5mM TCEP,
ImM PMSF added to the cell suspension. The cells were lysed using an Emulsiflex C5
homogeniser. The cell lysate was clarified by centrifugation at 20000 rpm at 4°C for 1 h. The
supernatant was recovered for purification and filtered through a syringe filter with 1.2pum
pore size.

Column 1: Ni-Affinity Chromatography [ | 2.5ml Ni-sepharose slurry applied to a 1.5 x 10 cm
column.

Column 1 Buffers:

Binding buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; SmM Imidazole

Wash buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 30mM Imidazole

Elution buffer: 50mM HEPES, pH 7.5; 500mM NaCl; 5% Glycerol; 50 to 250mM Imidazole

Column 1 Procedure: 2.5ml of 50 % Ni-sepharose slurry (Amersham) was added to the
filtered lysate, which was incubated with the Ni-sepharose for 1 hour at 4°C with slow
rotation to maximize binding. The lysate was then applied to a 1.5 x 10 cm column by gravity
flow and allowed to drip through. The remaining resin was then washed with 2x50ml binding
buffer and 1x30ml wash bufter to remove nonspecifically binding proteins. The bound target
protein was eluted by applying a step gradient of imidazole (5 ml fractions of elution buffer
supplemented with 50mM, 100mM, 150mM and 250mM imidazole). The protein content of
collected fractions was visualized using SDS-PAGE and fractions containing CUL3 were
pooled.

Complex Materials & Methods




Column 1: Size Exclusion Chromatography [] S200 HiLoad 16/60 Superdex run on
AKTAXxpress.

Column 1 Buffer:
Gel Filtration buffer: 10mM HEPES pH7.5, 150mM NaCl, ImM TCEP

Column 1 Procedure: Prior to applying the protein, the S200 16/60 column was washed and
equilibrated with gel filtration buffer. The two partially purified proteins were combined in an
equimolar ratio and concentrated to a volume of 2ml using an Amicon Ultra-15 filter with a
10kDa cut-off. The concentrated protein complex was applied to the equilibrated S200 16/60
column, and run at a flow-rate of 1 ml/min. Fractions were visualized using SDS-PAGE and
those containing the complex were pooled.

Column 2: Ion Exchange Chromatography [] HiTrap Q HP 5ml run on AKTA Express

Column 2 Buffer:

IEX buffer A (binding): 50mM HEPES pH7.5, 50mM NacCl, 0.5mM TCEP
IEX buffer A (elution): 50mM HEPES pH7.5, 500mM NaCl, 0.5mM TCEP
IEX sample buffer: 50mM HEPES pH7.5, 0.5mM TCEP

Column 2 Procedure: Prior to applying the protein, the HiTrap Q HP 5ml column was
washed with buffer B and equilibrated in buffer A. Eluted protein from the gel filtration
column was diluted in sample buffer 10x to give a final buffer concentration of 50mM NaCl.
The diluted protein was applied onto the equilibrated HiTrap Q column and the column
washed with 4 column volumes of buffer A. Bound proteins were eluted with a gradient up to
50% buffer B over 100ml at 4 ml/minute and 1ml fractions were collected by peak detection.
Fractions were visualized using SDS-PAGE and those containing the KLHL11/CUL3 complex
were pooled. After concentration, some of the protein was immediately used for crystallization
experiments and the rest was divided into 100ul aliquots and stored at -80°C.

Mass spec characterization: The purified native complex was homogeneous. KLHL11 had
an experimental mass of 34473.3, consistent with the calculated mass of the protein
(calculated MW of this species = 34474.3). CUL3 had an experimental mass of 45662.31,
consistent with the calculated mass of the protein (calculated MW of this species = 45661.1).
Masses were determined by LC-MS, using an Agilent LC/MSD TOF system with reversed-
phase HPLC coupled to electrospray ionisation and an orthogonal time-of-flight mass
analyser.

Concentration and complex formation: The purified complex was buffer exchanged into gel
filtration buffer and concentrated to a final concentration of 14mg/ml (measured by OD»g,

based on extinction coefficient 70250) in an Amicon Ultra-15 filter with a 10 kDa cut-off.

Crystallization: Initial crystal screens were performed with the full complex at 14 mg/ml. For
diffraction-quality crystals, the protein was diluted to 7.5 mg/ml and buffered in 10mM
HEPES, pH 7.5, 150mM NacCl, 0.5 mM TCEP. Crystals were grown at 4°C in 300 nl sitting
drops mixing 200 nl protein solution with 100 nl of a reservoir solution containing 0.25M
sodium malonate pH7, 10% PEG 3350, 5% ethylene glycol and 0.1M bis tris propane pH 6.5
(used for native data collection) or 0.12M potassium citrate, 17% PEG 3350, 10% ethylene
glycol and 0.1M bis tris propane pH6.5 (used for Hg derivative data collection). On mounting
crystals were cryo-protected with an additional 25% ethylene glycol.

Data Collection:

Resolution: 3.1A X-ray source: Diamond 103

Crystals of the KLHL11/CUL3 complex diffracted to a resolution of 3.1 A (scaled resolution).
A full dataset was collected at 100 K on Diamond Light Source beamline 103. Crystals




belonged to the space group C2 with unit-cell parameters a= 238.64 A b=41.44 A c=146.78
A, a=90° B=110.2° y= 90°. A single complex was present in the asymmetric unit. Data were
indexed and integrated using XDS and scaled using SCALA.

Experimental phases were calculated using a Single Isomorphous Replacement with
Anomalous Scattering (SIRAS) method. Crystals of this KLHL11/CUL3 complex were
soaked for 30mins in the crystallization buffer supplemented with 2mM Thiomersal. Data
were collected at Diamond Light Source and experimental phases calculated by SIRAS using
SHARP. The phased and density-improved map was used to build an initial model using
BUCCANEER. This model was further built and refined using COOT and REFMACS,
including the calculated Hendrickson Lattman coefficients as a restraint during refinement.
The final rounds of refinement were performed in BUSTER against the native data.




