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Abstract

Recombineering has been developed to modify bacterial artificial chromosome (BAC) via
homologous recombination. Nevertheless, as a screening strategy to identify the correct clone was
not properly developed, it was difficult to obtain a correct clone within a limited time period. To
address these issues, we developed a new screening method (a gain & loss screening system) that
enables the efficient identification of the recombineered clone. Simple inoculation of cells into
LB medium with appropriate antibiotics visually revealed the positive clones within 24 h. DNA
sequencing confirmed 100% accuracy of this screening method by showing that all positive
clones exhibited recombinant sequences. Furthermore, our new method allowed us to complete
the entire procedure consisting of 1% recombineering, flip-out and 2™ recombineering in just 13
days. Overall, our new strategy may provide a new avenue for BAC recombeerining, as
evidenced by markedly increased accuracy and subsequently shortened recombineering duration.
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INTRODUCTION

The production of biopharmaceutical proteins has been a key topic in biotechnology with
mammalian cell culture being a widely used method for their production (Wurm 2004). Currently,
over 100 therapeutic proteins are being produced in mammalian systems, and their number is
expected to increase dramatically as new therapeutic antibodies are developed (Rita Costa et al.
2010). Thus, significant efforts have been made in the last decades to improve protein production
in mammalian cell lines. Plasmid-based vectors are the most widely used tools for protein
production. They include promoters that induce the expression of gene-of-interest (GOI).
However, expression of GOl in plasmid-based vectors is greatly affected by surrounding
chromatin at the integration site. Once the vector is integrated into a "silent chromatin™ region,
the expression tends to silence over time (i.e., positional chromatin effects) (Giraldo and
Montoliu 2001). Accordingly, several strategies have been developed to avoid the local effects of
chromatin. One of the most widely used methods is to use bacterial artificial chromosome (BAC)
that can accommodate whole mammalian loci. BAC can accommodate a complete gene
containing all cis-acting regulatory elements in their native configuration. Therefore, BAC is
minimally affected by the surrounding chromatin at the integration site, so BAC can accurately
deliver the expected expression pattern (Giraldo and Montoliu 2001).

Nevertheless, since the BAC size is very large, their modification cannot be made using
standard cloning procedures (e.g., restriction enzyme digestion or ligation). BAC recombineering
only allows the exchange of genetic information between two DNA molecules in an accurate,
specific, and faithful way, regardless of the size of the DNA. However, BAC recombineering is
very labor-intensive and time-consuming due to a large number of false positive background
colonies during screening procedure. Therefore, BAC recombineering constituted a substantial
barrier for less experienced researchers to consider BAC suitable as expression vectors for protein
production.

Here we present a new screening method, the gain & loss screening system, which can
provide markedly increased accuracy and shortened working time. This new strategy may provide
powerful new tool for facilitating e.g. biopharmaceutical protein expression and other large-
vector applications, and rendering such approaches feasible for less experienced laboratories.
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MATERIALS AND METHODS

Bacterial strain and BAC clones

SW105 bacteria: Genotype F-mcrA A(mrr-hsdRMS-mcrBC) ®80dlacZ M15 AlacX74 deoR
recAl endAl araD139 A(ara, leu) 7649 galU galK rspL nupG [AcI857 (cro-bioA) <> tet] [(cro-
bioA) <> araC-PBADflpe]. SW105 bacteria was generously provided by the Copeland laboratory
at the National Cancer Institute. BAC clone (RP24-85L15) was purchased from BACPAC
resources center (CHORI, Oakland, CA, USA).

Preparation of BAC targeting cassette (BTC) and chloramphenicol (Cam) targeting cassette
(CTC)

BAC targeting vector (BTV) (Addgene, cat. no. 131589) and Cam targeting cassette (CTV)
(Addgene, cat. no. 131590) are available from Addgene. Incubate BTV with Xhol & Xmal and
CTV with BamHI & Xhol for 4 h at 37°C. Load the digested DNA onto a 0.2% agarose gel. Run
the gel for 30 min at 100 V on a DNA electrophoresis device (Bioand, cat. no. Mini-ES).
Following electrophoresis, cut out the DNA band containing the BTC and CTC under a LED
trans illuminator (Maestrogen, cat. no. SLB-01W). Purify the DNA using a gel extraction kit
(Qiagen, cat. no. 28704). Measure the DNA concentration using Nanodrop spectrophotometer
(Denovix, cat. no. DS-11) and dilute the DNA to 8-10 ng/ul using DW.

Overview of the procedure

The comprehensive details on the methodology is describe in the Supplementary Material. To
provide comprehensive details on the methodology, we have organized the BAC recombineering
process into five consecutive stages, which are illustrated in a general flow-chart (Supplementary
Fig. 1). In the first stage (steps 1-8), the identification of the desired BAC and the preparation of
SW105 bacteria containing the BAC was performed. In the second stage (steps 9-15), the 1%
recombineering was conducted to introduce a BTC into the predetermined region of BAC. In the
third stage (steps 16-18), flip-out was conducted to delete the selection marker, kanamycin
resistance (KanR) gene. In the fourth stage (steps 19-23), the 2" recombineering was conducted
to introduce a CTC. In the final stage (steps 24-27), maxi-preparation of BAC DNA was
conducted.
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RESULTS

1%t gain & loss screening system

Two different BAC recombineering systems are widely used including those based on bacterial
phage-encoded recombinases; one uses episomal plasmids to supply RecET of the Rac phage
(Zhang et al. 1998; Muyrers et al. 2000) and the other utilizes a temperature-sensitive lamda
repressor to control the expression of lamda-red recombinase (Yu et al. 2000; Lee et al. 2001).
Lamda-red recombinase appears to be at least 50- to 100-fold more efficient than the RecET
system (Zhang et al. 1996). Thus, methodology based on the lamda-red recombinase was selected
in this study.

SW105 bacteria strain has been genetically modified to have the lamda-red recombinase
system. It has a PL operon encoding lamda-red recombinase (exo, bet, and gam) that plays a
crucial role in the recombineering process. The PL operon is under strict control of the
temperature-sensitive lamda repressor (cl857). At low temperatures in the range of 30-34°C,
cl857 is active and binds to the operator site thereby preventing transcription of the recombinant
genes. Thermal upshift to 42°C reversibly inhibits the activity of cl857, thereby activating
transcription of the recombinant genes.

For the recombineering, a 5’ homology region (HR) and 3' HR was introduced into the
BAC targeting vector (BTV, Addgene ID: 131589) containing GOl and a kanamycin resistant
gene (KanR) (Fig. 1A). To purify BAC targeting cassette (BTC), the BTV with HRs was cut with
appropriate Xhol and Xmal (Fig. 1A). As BTC contains KanR with two flanking FRT sites, the
recombination of BTC with a BAC clone after brief heat shock at 42°C will result in a positive
clone, which has dual antibiotic resistant genes, KanR (from BTC) and chloramphenicol resistant
gene (CamR; from the BAC).

Following the recombineering, a LB plate containing Cam and Kan was used to
discriminate the candidate clone(s). The number of candidate colonies appeared after 48 h
incubation at 32°C was summarized in Fig. 1B. As BTV in supercoiled form cannot be efficiently
cleaved with restriction enzymes, non-cleaved BTVs may be included in the purified BTC. BTV
contamination will result in a non-recombinant clone, which has triple antibiotic resistant genes,
an ampicillin resistant gene (AmpR; from BTV), KanR (from BTV) and CamR (from the BAC).
To identify the clones derives from the desired recombination, the 1% gain & loss screening
system was applied (Fig. 1C). The candidate clones on the plate was inoculated in the 1% gain &
loss screening system and incubated for 24 h (Fig. 1C). This system will exhibit the three possible
cases (Fig. 1C).

1) Case#1: positive in LB with Cam, positive with Amp, positive with Kan (no recombination)
2) Case#2: negative in LB with Cam, positive with Amp, positive with Kan (no recombination)
3) Case#3: positive in LB with Cam, negative with Amp, positive with Kan (recombination)
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Case#3 only occurs if the recombineering is successful. The average efficiency of obtaining a
case#3 was 31.94% (Fig. 1D). To confirm the correct recombination, colony PCR was conducted
on all clones from case#3. The forward (Fwd) primer was located in the BAC vector and reverse
(Rev) primer in BTC (Fig. 1E). The size of PCR product in 5 recombineered and 3’
recombineered region was approximately 280 bp and 500 bp, respectively, indicating the
successful recombineering (Fig. 1F). Following PCR, DNA sequencing was performed to verify
the recombinant region. All positive clones were found to exhibit recombinant sequences
indicating 100% accuracy of 1% gain & loss screening system (Fig. 1F). Taken together, these
results imply that simple inoculation of cells into the screening system visually displayed the
positive clones with 100% accuracy.

2" gain & loss screening system
During the 1% recombineering step, successful recombination was carried out through the
introduction of KanR. However, KanR should be deleted for subsequent experiments. The SW105
strain harbors an endogenous L-arabinose-inducible FLP gene. Since KanR is flanked by two
FRT sites, the induced FLP gene in the presence of L-arabinose will delete KanR (Fig. 2A).
Following FLP induction, a LB plate containing Cam was used to discriminate the
candidate clone(s). The number of candidate colonies appeared after 48 h incubation at 32°C was
summarized in Fig. 2B. The 2" gain & loss screening system was used to determine whether the
flip-out reaction was successful (Fig. 2C). The positive clones on the plate was inoculated and
incubated for 24 h (Fig. 2C). This system will exhibit the two possible cases (Fig. 2C).
1) Case#l: positive in LB with Cam, positive with Kan (no flip-out)
2) Case#2: positive in LB with Cam, negative with Kan (flip-out)
Case#2 only occurs if the flip-out is successful. The average efficiency of obtaining a case#2 was
100% (Fig. 2D). To confirm the correct flip-out, colony PCR was conducted on all the clone from
case#2. Two primers were located outside of the two FRT sites (Fig. 2E). The size of PCR
product in flip-out region was approximately 100 bp, indicating the successful flip-out (Fig. 2F).
Following PCR, DNA sequencing was performed to verify the flip-out region. All positive clones
were found to exhibit recombinant sequences indicating 100% accuracy of 2™ gain & loss
screening system (Fig. 2F). Taken together, these results confirmed the accuracy of the 2" gain &
loss screening system to 100%.

3" gain & loss screening system

To facilitate integration of the BAC construct into the genome, the Tol2 transposon system was
used (Suster et al. 2011). The Tol2 transposon system vyields the highest rate of genomic
integration in the germ lineage resulting in the increased production of desired proteins (Suster et
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al. 2011; Balasubramanian et al. 2016). As CamR is located on a backbone vector of BAC clones,
CamR was targeted to introduce the Tol2 transposon system. For the recombineering, a 5’ & 3’
CamR HR was introduced into the Cam targeting vector (CTV, Addgene ID: 131590) containing
inverted left & right Tol2 transposons, AmpR for gain & loss screening, and a neomycin
resistance (NeoR) gene for a mammalian selection marker (Fig. 3A). To purify chloramphenicol
targeting cassette (CTC), CTV was cut with BamHI and Xhol (Fig. 3A).
As the recombination of CTC with a flip-out positive clone will lose CamR but acquire

AmpR (from CTC), a LB plate containing Amp was used to discriminate the candidate clone(s).
The number of candidate colonies appeared after 48 h incubation at 32°C was summarized in Fig.
3B. As CTV in supercoiled form cannot be efficiently cleaved with restriction enzymes, non-
cleaved CTVs may be included in the purified CTC. CTV contamination will result in a non-
recombinant clone, which has double antibiotic resistant genes, AmpR (from CTV) and CamR
(from the BAC). To differentiate whether the clone derives from the desired recombination, the
3 gain & loss selection system was used. The candidate clones on the plate was inoculated in the
3 gain & loss selection system and incubated for 24 h (Fig. 3C). This system will exhibit the
three possible cases (Fig. 3C).

1) Case#l: positive in LB with Cam, negative with Amp (no recombination)

2) Case#t2: positive in LB with Cam, positive with Amp (no recombination)

3) Case#3: negative in LB with Cam, positive with Amp (recombination)
Case#3 only occurs if the recombineering is successful. The average efficiency of obtaining a
case#3 was 75.69% (Fig. 3D). To confirm the correct recombination, colony PCR was conducted
on all the clone from case#3. The Fwd primer was located in the BAC vector and the Rev primer
in the CTC (Fig. 3E). If a recombineering occurred, the PCR product of 5’ recombineered and 3’
recombineered region should be approximately 400 bp and 390 bp, respectively (Fig. 3F).
Following PCR, DNA sequencing was performed to verify the recombinant region. All positive
clones were found to exhibit recombinant sequences indicating 100% accuracy of 3™ gain & loss
screening system (Fig. 3F). Taken together, these results also confirmed the accuracy of the third
screening system to 100%.

More strategies to increase recombination efficiency

The efficiency of the 2" BAC recombineering (75.69%) was 2 times higher than that of the 1%
BAC recombineering (31.94%). This discrepancy is presumed to be due to the difference in HR
length, the decisive for the recombination efficiency (Sharan et al. 2009; Kung et al. 2013).
However, the length of 5" HR (473 bp) and 3’ HR (486 bp) in BTV was longer than 5’ HR (200
bp) and 3" HR (200 bp) in CTV, so other factors may be involved in this discrepancy. Incomplete
enzymatic digestion of the targeting vector increases the number of false positive clones, thereby
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reducing recombination efficiency (Jacobus and Gross 2015). Strategies to induce complete
enzymatic digestion are required, but incomplete digestion may occur due to several other factors
including DNA methylation (23). Thus, we hypothesized that strategy to distinguish between
linear DNA and uncut circular DNA would increase the recombination efficiency. As a low
percentage of agarose gel can distinguish fast-moving linear DNA fragments from slow-moving
circular DNA (Lee et al. 2012), we used 0.2% agarose gel and differentiated the linearized BTC
(4.7 kb; red rectangle) from uncut BTV (7.6 kb; yellow rectangle) (Fig. 4A). Then, the 1% BAC
recombineering was performed again. The efficiency of the 1 BAC recombineering increased
from 31.94% to 59.38%, indicating that a strategy to purify the targeting cassette on a low
percentage of agarose gel can be another decisive factor for the efficient recombineering (Fig.
4A).

Targeting vector is high copy number plasmid, while BAC is low copy number plasmid.
A high copy number plasmid replicates autonomously from the bacterial chromosome and is
generally present in more than one copy per cell, providing higher antibiotic resistance (Jahn et al.
2016). CTV has AmpR for selection, so bacteria with uncut CTV with non-recombinant BACs
can grow better than bacteria with recombinant BACs. Thus, we hypothesized that the selection
of small colony will increase the recombination efficiency. Following the 2™ recombineering, the
candidate clones were distinguished using LB plates containing Amp. After 48 h incubation at
32°C, colonies appeared as shown graphically in Fig. 4B. To test our hypothesis, large colonies
(larger than 1 mm) were selected from one group and small colonies (smaller than 1 mm) from
the other group. The recombination efficiency obtained when selecting small colonies was
increased by about 1.6-fold compared to when selecting large colonies (47.92% vs. 29.17%, Fig.
4B).
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DISSCUSSION

The rapid and efficient screening system is crucial for the BAC recombineering procedure. The
importance of the screening system was realized by a strategy to reduce the number of false
positive clones by performing long digestion of the targeting vector (Carreira-Rosario et al. 2013).
However, due to many false positive clones, it still takes too much time to find a real recombinant
clone (Carreira-Rosario et al. 2013). Another strategy have been attempted to avoid false positive
clones from non-cleaved targeting vectors using PCR amplification of the targeting vector with
PCR primers containing HR (Sharan et al. 2009). This strategy was also hampered by a false
positive clones derived from PCR templates or unavoidable PCR errors during PCR amplification
of the targeting vector (Sharan et al. 2009). In the current study, we uncovered a novel strategy in
which simple inoculation of cells visually revealed the positive clones within 24 h. This strategy
is based on whether cells can survive in the medium with specific antibiotics. Combination of
survival or non-survival in a medium containing antibiotics was used a tool to determine whether
a clone has a real recombined BAC or comes from a false positive background. The accuracy of
this screening was confirmed by DNA sequencing results showing that all positive clones
exhibited recombinant sequences. To our knowledge, our study provides the first demonstration
that new gain & loss screening scheme enables 100% accuracy opening a hew horizon in the field
of BAC recombineering.

BAC recombination consists of time-consuming steps including 1% recombineering, flip
out and 2™ recombineering. This time-consuming procedure has been a major obstacle for
researchers starting BAC recombineering. Procedures to reduce BAC recombination duration are
the most demanding criteria for researchers to conduct BAC recombination. The 100% accurate
gain & loss screening system facilitated recombineering process by making each recombination
process successful at once. Furthermore, the increased recombination efficiency by using long
HR promoted recombination progress by allowing identification of the recombinant clones out of
only 48 colonies per step. The efficiency of the 1% and 2" BAC recombineering was 31.94% and
75.69%, respectively, whereas that of traditional BAC recombineering with short HRs was less
than 10% (Liu et al. 2003). Thus, our new strategy allowed us to complete the entire BAC
recombineering procedure within just 13 days (Fig. 5). Taken together, considering short duration,
we expect that this protocol will open a new path for laboratories with less experience in the field
of BAC recombineering.

Recombineering is a genetic and molecular biology technique based on homologous
recombination systems, which mediate efficient recombination of linear DNA molecules flanked
by long HR (Thomason et al. 2014). The significance of long HR is highlighted by the finding
that the targeting cassette with long HR (200-500 bp) is more efficient for recombineering than
the targeting cassette with short HR (approximately 50 bp) (Degryse 1996; Sharan et al. 2009;
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Dickinson et al. 2015). Targeting vectors with long HR were linearized by restriction digestion
and purified in preparation for subsequent use in BAC recombineering steps. Long-term DNA
digestion is crucial for complete digestion, but incomplete digestion can occur if enzyme activity
is blocked by DNA methylation (Snounou and Malcolm 1984). As non-cleaved targeting vectors
are inevitable, a new strategy is needed to avoid false positive clones. Here, we found that a novel
tool using a low percentage of agarose gel increased the likelihood of obtaining recombinant
clones by effectively avoiding uncut targeting vectors. The significance of a novel approach was
supported by the results showing that the 1% BAC recombination efficiency increased from
31.94% to 59.38%. Taken together, our results imply that this new approach can be considered an
alternative to solving problems that may arise when using long HR in targeting vectors.

BAC is based on an F-factor plasmid that maintains a small number of copies in bacterial
cells, while the targeting vector is a high copy number plasmid (Asami et al. 2011). A low copy
number plasmid has only one or a few copies in each bacterium, so antibiotic resistance is low
compared to high copy number plasmids (Jahn et al. 2016). Thus, bacteria with low copy number
plasmid grow slower than bacteria with high copy number plasmid in the presence of antibiotics
(Trivedi et al. 2014). In this study, we proposed a novel strategy that use the growth differences
between bacteria with recombinant BAC and bacteria without recombinant BAC. Bacteria with
recombinant BAC are presumed to grow slower than bacteria with both unrecombined BAC and
targeting vectors. This strategy was validated by the results showing that the recombination
efficiency obtained when selecting small colonies was 1.6 times higher than when selecting large
colonies. Based on these findings, we conclude that a strategy using growth differences in the
presence of antibiotics will be another alternative that promotes fast and efficient BAC
recombination.

In summary, we have developed a new strategy that makes it easy to visually confirm the
success of BAC recombineering and reduce the overall processing time to less than two weeks
(13 days) (Fig. 5). This new screening system will provide significant advances in current
methodologies for BAC recombineering and might be of broad interest to many researchers in
different fields including biopharmaceutical protein expression and other large-vector
applications for various transgenic animals.
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FIGURE LEGENDS

Fig. 1. Detailed procedure and results for the 1% recombineering. (A) Overview of the BAC
targeting vector (BTV, Addgene ID: 131589) and BAC targeting cassette (BTC). (B) Summary of
colony numbers in LB plates containing Cam and different concentrations of Kan following the
1%t BAC recombineering. (C) Illustration of the 1 gain & loss selection system for identifying
recombinant clones. Red asterisk (*) indicates the recombineering-positive clone. (D) Efficiency
of the 1% recombineering after performing the 1% gain & loss selection system. Means + S.D., N =
3. (E) 1* recombineering scheme and position of colony PCR primers for recombination
confirmation. (F) Picture of agarose gel electrophoresis showing colony PCR results. PCR
product was only amplified in the recombineering-positive clone. Chromatogram results showing
that the sequence of the amplified PCR product was conserved compared to the reference
sequence at the genome-BTC boundary.

Fig. 2. Detailed procedure and results for the flip-out reaction.

(A) Overview of the flip-out reaction. In the presence of L-arabinose, the endogenous L-
arabinose-inducible FLP gene in the SW105 strain will delete KanR flanked by two FRT sites.
(B) Summary of colony numbers in LB plates containing Cam after the flip-out reaction. (C)
Inoculation of positive clones into the 2" gain & loss selection system. (C) Illustration of the 2™
gain & loss selection system for identifying recombinant clones. Red asterisk (*) indicates a flip-
out positive clone. (D) Efficiency of flip-out reaction after performing the 2" gain & loss
selection system. Means + S.D., N = 3. (E) Flip-out scheme and location of colony PCR primers
for confirming flip-out reaction. (F) Picture of agarose gel electrophoresis showing colony PCR
results. PCR product was only amplified in the flip-out positive clone. Chromatogram results
showing that the sequence of the amplified PCR product was conserved compared to the
reference sequence at the border where flip-out was completed.

Fig. 3. Detailed procedure and results for the 2™ recombineering. (A) Overview of Cam targeting
vector (CTV, Addgene ID: 131590) and Cam targeting cassette (CTC). (B) Summary of colony
numbers in LB plates containing different concentrations of Amp after the 2™ BAC
recombineering. (C) Hlustration of the 3™ gain & loss selection system for identifying
recombinant clones. Red asterisk (*) indicates the recombineering-positive clone. (D) Efficiency
of the 2" recombineering after performing the 3 gain & loss selection system. Means = S.D., N
= 3. (E) 2™ recombineering scheme and position of colony PCR primers for recombination
confirmation. (F) Picture of agarose gel electrophoresis showing colony PCR results. PCR
product was only amplified in the recombineering-positive clone. Chromatogram results showing
that the sequence of the amplified PCR product was conserved compared to the reference
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sequence at the genome-CTC boundary.

Fig. 4. More strategies to increase recombination efficiency. (A) Picture of agarose gel
electrophoresis showing the uncut BTV (7.6 kb; yellow rectangle), the linearized BTC (4.7 kb;
red rectangle) and the vector backbone of BTV (2.9 kb; blue rectangle) after enzyme digestion of
BTV with Xhol and Xmal. Efficiency of the 1% recombineering after performing the 1% gain &
loss selection system. Means + S.D., N = 2. (B) lllustration of colonies in LB plate containing
Amp after the 2@ BAC recombineering. After 48 h incubation at 32°C, colonies appeared. Large
colonies (larger than 1 mm) were selected from one group and small colonies (smaller than 1
mm) from the other group. Efficiency of the 2" recombineering after performing the 3" gain &
loss selection system in a larger or smaller colony-selected group. Means = S.D., N = 3.

Fig. 5. Summary of the experimental procedure and timing for each step.

Supplementary Fig. 1. Overview of the experiment procedure and estimated timing of each step.
Supplementary Fig. 2. ldentification and procurement of the desired BAC.

Supplementary Fig. 3. Identification and procurement of the desired BAC.

Supplementary Fig. 4. ldentification and procurement of the desired BAC.

Supplementary Fig. 5. ldentification and procurement of the desired BAC.

Supplementary Fig. 6. ldentification and procurement of the desired BAC.

15


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 1
A B

5 HR Transgene

Col Numb
B Concentration Plate — eonyt Gum erDW

Enzyme 1 FRTKanR FRT Enzyme 2 of antibiotics  No _EXperiment Group
(Xhol) (Xmal) #1 #2 #3 group

1510 1672 1672
2455 1537 1457 O
1403 1214 1591

Cam 12.5 pg/ml 1915 1295 1618
998 1187 O

BAC targeting vector (BTV) Cam 12.5 pg/ml ;
3
1
5 HR 3’ HR 2 1672
———p > Kan25ug/ml 3 1430 1349 1457
1
2
3

Kan 20 pg/ml

AmpR

Transgene FRTKanR FRT 1726 2562 1861
1672 1403 1295 O

Cam 12.5 pg/ml
BAC targeting cassette (BTC)

Kan 30 pg/ml 863 1295 998
15t gain & loss selection COIO'.W Number
o o _ Experiment Group
#1 #2  #3
Number of inoculating ¢
. olony 48 48 48
' Number of positive colo
Cam Amp Kan ~ Cam Amp Kan  Cam Amp K B vt on
P am Amp Ran am Amp Aan Recombineering efficien
No No o oy (%) 37.50 29.17 29.17
o o Recombination y (7
recombination recombination Means + S.D of recomb
. L 31.94 + 3.93
ineering efficiency (%)
E 5'HR 3'HR F After After
— ) » — NG recombineering (5’) NG recombineering (3’)
KanR - 57
| FRT FRT/
’ e2
el e3

ROSA26
BAC + o— —

\H 'ﬂ

Recombineering

Genome 5 arm 3'arm Genome
FWd(I) eV(I Fwd II) Rev(ii) TTATCCTCACATACAAAGAAAGCTACAATACT GGAAGGTTCCTTAAGAAGTTATGTTCTGAGAC
I Conservation | [ Conservation |
Primer Sequence (5'to 3')

Fwd(i) TATGACAAACACCTTTAT

Rev(i) AACCCTGGACTACTGCGC

Fwd(ii)  AAG TATAGGAACTTCGAAGCAGCT
Rev(ii) CTGTTGGTACTAGTGGCACTTAAGCAA



https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 2
A

FRT FRT
—’ KanR y
lFIippase
FRT

Flip-out +

2"d gain & loss selection

TRy

Cém Kén Cém Kén

no flip-out flip-out

FRT FRT
KanR

)
.\ ROSA26
BAC

CamR
Flip-out

Fwa(ij) Rev(i)
.
ROSA26 *,
BAC

CamR

Colony Number
Experiment Group
#1 #2 #3

1 970 749 1805
Cam125ug/mL 2 806 854 2150
3 595 1114 2035

Concentration of a Plate
ntibiotics No

Colony Number
Experiment Group

#1_ #2  #3

Number of inoculating ¢ 48 48 48
olony

Number ofnpyosmve colo 48 48 48

Flip-out efficiency (%) 100 100 100

Means + S.D of Flip-out

efficiency (%) 109

After Flip-out

CCTCCTTAGIT CCTATT C CGAAGIT CCTAIT CTCT, AAGTATA

Genome 5arm Genome
CCTTAGTTCCTATTCCGAAGTTCCTATTCTCT AAAGTATAGGAACTTCGAAGCAGCTCCAGCCT
| Conservation [| Conservation

Primer Sequence (5'to 3')

Fwd(iii) TGGTCCATATGAATATCC
Rev(iii)  AAGAATTCAGCGATTGTG



https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 3
A

5" CamR HR
. Colony Number
Concentration Plate E - G
Enzyme 3 Tol2 AmpR Tol2 NeoR Enzyme 4 of antibiotics  No xperiment Group DW
(BamHI)  arm arm (Xhol) #1 __#2 #3 group
Cam targeting vector (CTV) 1324 432 243
Amp 20 yg/ml 2 351 378 324 0
AmpR 3 486 297 378
, , 1 162 405 351
" e M"’R Amp30ug/ml 2 162 108 189 O
Tol2 AmpR Tol2  NeoR 3 324 135 378
arm arm 1 243 81 189
Cam targeting cassette (CTC) Amp 40 pug/ml 2 243 108 81 O
3 135 135 243
3 gain & loss selection Colony Number
- - - Experiment Group
#1 #2  #3
- L . Number c();‘kijl:lc;culating c 48 48 48
7 7 7 + Number ofnpyositive colo 37 36 36
Lam Amp_ Cam Amp _Cam Amp Recombineering efficien 7708 75.00 75.00
No No Recombination cy (%) ' ' '

recombination  recombination Means + S.D of recomb

ineering efficiency (%) 7569 £ 1.20

E F After After
1 - » =)} NG recombineering (5’) NG recombineering (3’)

ROSA26
BAC

/aN
_‘ SV40

5’ CamR Tol2 arm AmpR Tol2arm NeoR 3’ CamR

HR HR
Recombineering

|
Genome

TCGCAGTACTGTTGTAATTCATTAAGCATTCT TGCCTCAAAATGTTCTTTACGATGCCATTGGE

— - | Conservation | | Conservation
e3 Primer Sequence (5'to 3")
ROSA26 Fwd(iv) TAACCGATTTTGCCAGGT
BAC Rev(v) AGAGGTGTATTAGTCTTG
Fwd(v) TGGGGACTTTCCACACCT
Fwd(iv) ‘/" Rev(v) Rev(v) GGTGTCCCTGTTGATACC

Rev(iv) Fwd(v)


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 4

A 0.2%
agarose gel

10— LA
g |y I
5 B < Uncut BTV (7.6 kb)
5_ | < Linearized BTC (4.7 kb)
4 S |l 4 vector backbone of BTV
3 (2.9 kb)

larger than 1 mm

AmpR
CTV

AmpR

ROSA26
BAC

CamR

Colony Number
Experiment Group

Colony (larger than 1

mm) W #2  #3

Number of inoculating ¢ 16 16 16
olony

Number of positive colo 6 4 4

ny

Recombmeeglng efficien 3750 25.00 25.00
cy (%)

Means + S.D of recomb 29.17 + 5.89

ineering efficiency (%)

Colony Number
Experiment Group

#1 #2
Number of inoculating colo 48 48
ny
Number of positive colony 31 26
R - - o
ecomblneeorlng efficiency 64.58 5417
(%)
Means + S.D of recombine 50.38 + 5.21

ering efficiency (%)

iiﬁﬂiz\

smaller than 1 mm

N 3
ROSA26
BAC

Amp

Colony Number
Experiment Group

Colony (smaller than 1

mm) #1__ #2  #3
Number of inoculating ¢ 16 16 16
olony
Number of positive colo 6 7 10
ny
Recombineering 37 54 43 75 62,50
efficiency (%)

Means + S.D of recomb

ineering efficiency (%) 47.92 £10.62



https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Fig. 5

Day5 Day4 Day2 Day1

Day7

e., Ensembl

+5HR —

Xhol

-

Transgene FRT KanR  FRT

BAC targeting vector (8TV)

CAM AMP KAN

Recombination

L

Xmal

Identify the appropriate
BAC clone

Preparation of
electrocompetent
SW105 cells and
electroporation of BAC

Preparation of BTV
and BTC

Preparation of
electrocompetent
SW105 cells containing
the appropriate BAC

Electroporation of BTC
and identifying the
clone containing the 1st
recombineered BAC

Day8

Day11 Day9

Day12

Day13

*

Cam Kan
Flip-out

5 CAMHR s I CAMHR
— = o +
BamHi  Tol2 am AmpR Tol2arm  NeoR Xho

Chloramphenicol targeting vector (CTV)

r-
B
Pars
A
d
F.A
C

\Ep '

=

Y\ o
N
Q\ \’.‘\\

2

N

L

[\

e

CAM AMP

Recombination

|

Deletion of FRT-
flanked KanR by FLP
induction

Preparation of CTC

Preparation of
electrocompetent
SW105 cells containing
the 1st reccominbeered
BAC and electroporation
of CTC

Identifying the clone
containing the 2nd
recombineered BAC

BAC maxi-prep


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Supplementary Fig. 1

Steps 1-5: Identification and procurement of the desired BAC

~1d
Stage 1:
Preparation Steps 6-8: Preparation of electrocompetent SW105 cells and
electroporation of the BAC ~1 d
— Steps 9-10: Preparation of BTV and BTC ~2d
Steps 11-12: Preparation of electrocompetent SW105 cells
Stage 2:

containing the appropriate BAC ~1 d
1st Recombineering

Steps 13—15: Electroporation of BTC and identifying the clone

— containing the 15t recombineered BAC ~2 d
Stage 3: Steps 16—18: Deletion of the FRT-flanked KanR by Flippase (FLP)
Flip-out induction ~1 d
— Steps 19: Preparation of CTC ~1 d

Steps 20-21: Preparation of electrocompetent SW105 cells

4:
Stage — containing the 1t reccominbeered BAC and electroporation of CTC
2nd Recombineering
~2d
Steps 22-23:

Finding the clone containing the 2" recombineered BAC ~1 d

Stage 5:
9 { Steps 24-27: Maxi-preparation of BAC DNA ~1 d
Maxi-prep


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Supplementary Fig. 2

BLAST/BLAT | VEP | Tools | BioMart | Downloads | Help & Docs | Blog 1 VEP | Tools | BioMart | Downloads | Help & Docs | Blog

. Tools BioMart > BLAST/BLAT > Variant Effect
Tools BioMart > BLAST/BLAT > Variant Effect Predictor > Pradicisrs
stom datasets from
All tools Export custom datasets from Search our genomes for your DNA Analyse your own variants and i with this. data-rminis 2 i Gt
Ensembl with this data-miningtool ~ or protein sequence predict the functional consequences ok 1 the funclions

of known and unknown variants

Search
Search
Al species v |for
Mouse v |for

Allspecies -

G

Help and Documentation ROSAZ6 m‘

- rs699 or coronary heart disease

Favourite species B 0.9 BRCAZ or rat 5:62797383.63627669 or rs699 or coronary heart
Human

[@e rafis!

All genomes e genomes

All genomes Favourite genomes
Abingdon island giant tortoise

~ Selecta species - Agassiz's desert fortoise :;g‘:}"& . ~ Select a species v Human
Algerian mouse v GRCh38 pi2

Alpaca
Alpine marmot lercnare . View
o Edit your favourites Amazon molly . Edi awourit
American beaver Mouse Mouse
American bison GRCm38 p6 n GRCm
American black bear
American mink

Angola colobus
Anole lizard ~| zebrafish - oranish

<

® View ful list of all Ensembl specie

BLAST/BLAT | VEP | Tools | BioMart | Downloads | Help & Docs | Blog BLAST/BLAT | VEP | Tools | BioMart | Downloads | Help & Docs | Blog

New Search New Search

ROSA26 = ROSA26

<all Spede
112 results match ROSA26 e 44 results match ROSA26 when restricted to [ category: Gene 3¢

Only searching Mouse

< all Categories

Only searching Gene
ence (CLSTELE) G

Did you mean... ¥

SYROSA)Z6S0r (ouse Gene,Sr;

GI(ROSA GH(ROSA)26Sor (Mouse Gene, Stram reference (CL57BLS))
ENSMUSGO0000086429 6: 113067421 ENSMUSGODD0D0B6429 61130

Restrict strains to:
Gene trap ROSA 26, Philippe Sm"” [SWEe MG‘ Symbol:Acc:MGI104735] — Gene trap ROSA 26, Philippe Sonar\afSource MG\ Symbol:Acc:MGL:104735]

GHROSA)2650r-201 (MG transcript name record; description: gene trap ROSA 26, Philippe Soriano ) is Mouse reference (CLS7BLE) 1

GHROSA)26S0r-201 (MG transcipt d: descripli rap ROSA 26, Phiipps Soriano)
an external reference matched to Transcript ENSMUST00000124246 2054126 Sar 20X (MG tranaciet navue recurd dencriphons gonc g B Fhsppesomngls

an external reference matched to Transcript ENSMUST00000124246

! 95175y 3
Variant table « Phenotypes + Location = Extemal Refs. + Regulation + Orthologues + Gene fres Motise 1295 /vl T
GH(ROSA)2680r-204 (Mouse Transcript, Strain reference (CL57BL6)) Mouse AlJ 3 T
ENSMUST00000167415 6:113067426-113077191-1 TRy
Mouse AKRIJ 3 NGP_ALGIOMI1 6.11113035-111148261.1
Gene trap ROSA 26, Philippe Soriano [Source:MGI Symbol Acc-MGI-104735] Gene trap ROSA 26, Philippe Soriano [Source:MGI Symbol:Acc: MGI-104735]
Losation + Exdemal Refs. « cDNAseq. + Exons + Varianttable « Population Mouse BALB/eJ 3 Variant table « Phenotypes » Location » Extemal Refs. » Regulation = Gene free
GH(ROSA)26S0r-202 (Mouse Transcript, Strain: reference (CLSTBLE)) Mouse C3H e G G VST Al
e E’:rs\!‘ur:prglgnsﬂ/;%?S;h\\?pg:nse;:i; Eéaurte MGI SymbolAcc-MGI104735] 10 more strains MGETAKRIIGOOB 128546 (1412644 1641305151
. - I M M
Help and Documentation can be Location + Extemnal Refs. « cDNAseq. + Exons + Varianttable = Population anetrap FIOSA 20, Philge Sorteno [otros WG| Sjmiiot Ace ML ‘047351
arant table o Phenotypes s Location  Exiemal Refs. « Reguiation « Gen
searched ffom the homepage! Just . o
tyeina e you wan s lnowmre - IBOSA280:205 (ouse s St rference (CLSTBLE) novel gene (Motse Gene, Siain CBAL)
about, like non-synonymous L e 2 N 0 22 -1 =
ynany’ Gene trap ROSA 26, Philippe Soriano [Source MGI Symbol:AccMGI-104735] 10 25 50 100 MGPICBAVIGOOB2T (6:123040581,123050541: 1
; ! Gene trap ROSA 26, Philippe Soriano [Source:MGI Symbol;Ace: MGL:104736]
ocafion + External Refs. « cDNAseq. + Exons » Varianttable = Population

Variantfable + Phenofypes + Location  Extemal Refs. s Reguiation = Gene free
GI(ROSA)26S0r-201 (Mouse Transcript, Strain: reference (CLSTBLE))
ENSMUST00000124246 6:113070398-113077210-1

i

novel gent

(Mouse Gene, Strain: FVB/NJ)
MGP_FVBNJ_G0004273_6.103215346-1092262 111

Standard
Gene trap ROSA 26, Philippe Soriano [Source:MGI SymbolAcc:MGI-104735]
T ton s Bt P = s+ ot Voot i+ Fopulston Gene trap ROSA 26, Philippe Seriano [Source:MG1 Symbol:Acc: MGI:104735]
T Varanttable » Phenotypes + Location = Extemal Refe. » Reguiation = Gene free
novel transcript (Mouse Transcript, Strain: BALB/CJ) . !
MGP_BALBcJ_T0005034 6:111086531-111096397-1 You can choose which results appear  NOVELgene (Mouse Gene, Strain. LPLJ)

MGP [ Pl GOONAIIE A 115A05RS7-115A1A1S -1


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made
available under aCC-BY-NC-ND 4.0 International license.

Supplementary Fig. 3

Logniegstr

LAT | VEP | Toos | Biobrl | Dowrinace

Gene: GRROSASSor

& Sunmary Gene: GH{ROSA)26Sor cxswusciionsis
Description geneap ROSA 25, Pl Sorano [Scuroe WG!S ymbol ez M
Gane Spnonyms Gigeedh 208, Thumpdast, bela geo
Location a Teverse sirand.
&
Aloutths geve Thsgene s 4 e chologss and s asociated h 17 dhenclpes
Tanscrips
Summary @
Naine.

companent

ol Ensembl version
G0 Melacular funcion

Gene type
Annotation method

2oming)

Btk AET

o)

[T LV Configure Ovenview mage  Canfigure Chromesame Image:

Find a frack

Select from avalable configurations:
Favourita tracks "
Active tracks

Sequence and assembly

Cument unsaved

Track order
Srch resuts
5 Sequence andassenbly (2583

s
GRC dgmments

& mise. regi
s and ranseripts

t 14
b Fredatint [l

RSy

R CHI3 mouse o
RHA gigments o oo

[ EST algnments o) B CHmouse
Proten aligments () B Crtmous

2 mANA and prosen agments (28)
arts e

Varstion o) [ CT7 mouse chnes
Secence vant 15 [ OV musecires

'gl} 3 P mouss iones
B8] P2 s clnes

WM DB mouse s

S R S
POOOOOOOTOOTOOTOOTOTOTOOTOSD®

RP21 mouse dunes

-
Ragion n detd

£ Comparatie Genomes

Aligrmenis fxf)

Syeny
Algrmeris image}

onGEHCOOEI)

Segansy Bukd | LI ] LT | [y
F Bochmark tis page
Gere Legen:
Aegalzizn Lagend A

Congune g Mmage

0 2
0 w2

B o
E

1 i o | o
ko
s S


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint
(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made

available under aCC-BY-NC-ND 4.0 International license.

Supplementary Fig. 4

e

CHmeso s,

[
I w3
e
i e i wawna
[

MOt e cores |

2 mons e

e o e

Tiepath
[IEER e e
ez s
R e B
g
" g
G [ — ——— e
st e | S CERUSASR 2

VEP | Tk | Bt Do

taull s

Reglan I detall @

Saot 4 v Tkieph T2 9

aseiigns

Babiegni

Optons o Gedt

Sty s

Ragear s

Fefoonenues o

oiior;

Wi e

Vign i

B emma
TN b e fovcm R0 st e BT 1
e
Rk Ak s IRTTEVRTER 14 miy & K
T i
e © P
D ms S 6 20563 b DML TS 31020
WL s v LCCUS 6 205838 bo ONA HTG 3-JUL-2078.

DEFNTION s musubs chremasome 6 G333 gl seamence 12652745, 113130560 resmnotated
it EgEEL

oG 5 A
N ciromesomeROvall | 12982HG 113150541
i

ORGENEM Was
Eubaryor it
Devterstoris Cotaty Cri

i Gratbctomat:

terpodemerh:

er Boteceulei

roha Muraiea Huror

emalvumensertlarg. Pese vt te frerti
rseolory! o

oo e e to e et 1] b of e ssqence i b

e i s U e st of e ey

fthe sequencs certane i e e el

Tesapada fmiiola. Warm
Euzshentogites: Glres Fodenis
i

=

Thefgre st e i for s e, Pl s . auriee i

i 1517

0

5] AR i)
A CENBET 431428 R IEELTL 1 15 B

[

[IT—

WK e e

sk meugednes

s

Tikph

s |

[CrEre

Gees

ExportConfguration- estire List

GRS 1260

ket ket
kg s e

¥ kg s

[

Opicns ot GeBark

Expor Coefiquaion- utput Farmic

RIS
SN P s e G0 bt al 20w 18 1S it

VB s T SR (1
I v O A 38

Iy
St e
st

s

e s

1o

st 00N}

kst N,

sz

‘23 el esain d g i

Ulaa 3330 e, s s e i
ey

Do e s et B )
fran o 2 e,

Ui sliis

| e

dmaies 5 vl

LT

SnapGene®3.2.1

= tanPoshiBs,

Dbt

-

I, B I ETEREN B
060 LTI T TTTE ST
o TR TR WG DLENICY
T WA i) AT
ITC, DT DN AESTH AT
G ST TO0T: 6 501 A

DU L VT
£ AT L o AT T DT


https://doi.org/10.1101/2020.06.22.166017
http://creativecommons.org/licenses/by-nc-nd/4.0/

bioRxiv preprint doi: https://doi.org/10.1101/2020.06.22.166017; this version posted June 23, 2020. The copyright holder for this preprint

BAC

Resources
PAC

Site Search by Google

* bacpacresources.org

Search Site

Clone Information Search
RP24-85L15
Search
OTE Nomenclatare

Ordering and Agreament

ited Use Agreement
Online Ordering
Order Status
Clones

Libraries
KOMP

News
Quick Links

Ordering Instructions
Questions and Answers
istribution Policy
rotocols
ibrary Screening Svc.
ank Info

C

*/ bacpacresources.org
Search Site

Resources

Libraries

Human "32k" BAC Re-Array
GENSAT Collection

Vectors

ters

ter Interpreter Application
Mapped Clones
Non-Recombinznts

Procedures

Online Mapping Resources
]
Questions and Answers

Research

BAC Library Construction
ALS

Publications

(which was not certified by peer review) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity. It is made

available under aCC-BY-NC-ND 4.0 International license.

Supplementary Fig. 5

= —
s

Children’s Hospital Oukland Research Institute

Home Products | | online Ordering About Us

BACPAC Home

BACPAC Resources Center (BPRC)

NOTE: Please click hera to learn about our "BACPAC Services” program.

At BACPAC Services, we will offer a wide range of services from simple (such as BAC
DNA preparations and BAC validation) to more complex (molecular construct design &
generation, BAC modification, CRISPR/Casd and PiggyBac transposons). The primary
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