*Automatic Linear Modeling.
LINEAR

/FIELDS TARGET=Efficiency INPUTS=Ortholog Form Delivery MethodCells Gene
gRNA Length PAM Sequence

/BUILD OPTIONS OBJECTIVE=STANDARD USE AUTO DATA PREPARATIONIRUE CONFIDEN
CE_LEVEI=95 MODEL_ SELECTIOMNONE REPLICATE RESULTSTRUE SEED=54752075
/ENSEMBLES COMB INING_RULE_CONTINUOUSMEAN COMPONENT MODELS K10.

Automatic Linear Modeling

Case Processing

Summary
N Percent
Included 1732 99.9%
Excluded 2 0.1%
Total 1734 100.0%
Model Summary
Target %Efficiency

Automatic Data Preparation On

Model Selection Method None (All Predictors Entered)

Information Criterion 9,330.516

The information criterion is used to compare to models. Models
with smaller information criterion values fit better.
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Automatic Data Preparation
Target: %Efficiency

Field

Role

Actions Taken

(Cells_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

$Dellvery_Mothod_
ransformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

(Form_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

(Gene_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

(gRNA_Length_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

(Ortholog_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

(PAM_Sequence_transformed)

Predictor

Replace missing values
Merge categories to maximize
association with target

If the original field name is X, then the transformed field is displayed as

(X_transtormed). The original field is excluded from the analysis and the
transformed field is included instead.
One or more records were excluded because of a predictor or target that is

missing, a frequency weight that is missing or less than one after rounding, or a

regression weight that is missing, negative, or zero.
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Predictor Importance

Target: %Efficiency
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Residuals
Target: %Efficiency
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Studentized Residual

The histogram of Studentized residuals compares the distribution of the residuals to a normal distribution.
The smooth line represents the normal distribution. The closer the frequencies of the residuals are to this

line, the closer the distribution of the residuals is to the normal distribution.

Residuals
Target: %Efficiency
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The P-P plot of Studentized residuals compares the distribution of the residuals to a normal distribution.
The diagonal line represents the normal distribution.The closer the observed cumulative probabilities of the
residuals are to this line, the closer the distribution of the residuals is to the normal distribution.
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Effects

Target: %Efficiency

Sum of Squares df Mean Square F Sig. Importance
Corrected Model 148,776.533 27 5,510.242 25.631 000
Ortholog_transformed 40,654.432 7 5,807.776 27.015 .000 0.419
Gene_transformed 21,645.145 4 5,411.286 25.171 000 0.223
PAM_Sequence_transformed 18,527.785 8 2,315.973 10.773 .000 0.191
gRNA_Length_transformed 6,376.835 3 2,125.612  9.887 .000 0.066
Form_transformed 5,873.561 2 2,936.781 13.661 000 0.061
Delivery_Method_transformed 2,218.744 1 2,218.744 10.321 .001 0.023
Cells_transformed 1,689.309 2 844 654  3.929 020 0.017
Residual 366,327.460 1,704 214.981
Corrected Total 515,103.993 1,731

placeholder1

placeholder2
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Coefficients

Target: %Efficiency
95% Confidence Interval

Coefficient Std.Error t Sig. I.mnr—ll»orlwn“
Intercept 0.487 5.812 0.084 0.033 -10.913 11.888
Ortholog_transformeds=0 -5.850 5272 -1.073 0.283 -15.000 4.881 0.410
Ortholog_transformed=1 19.855 2.356 8.426 0 15.234 24.477 0.410
Ortholog_transformeds2 13.400 2032 4.805 0 7.740 10.25 0.410
Ortholog_transformed=3 23.201 3.085 7.560 0 17.189 20.213 0.419
Ortholog_transformeds=4 -3.25 2.808 -1.121  0.262 -8.935 2.434 0.419
Ortholog_transformeds=5 5.976 1.605 3.724 0 2.820 9.123 0.410
Ortholog_transformed=6 1.368 1.585 0.875 0.382 -1.7 4.437 0.410
Ortholog_transformed=7 [ 0.419
Gene_transformed=0 4.175 3.200 1.265 0.208 -2.208 10.845 0.223
Gene_transformed=1 7.475 1.355 5516 0 4.817 10.133 0.223
Gene_transformed=2 3.018 1.62 1.862 0.063 -0.18 6.196 0.223
Gene_transformed=3 13.779 1.550 8.838 0 10.721 16.837 0.223
Gene_transformed=4 0? 0.223
:m"““”-m' 19.083 5518 3461  0.001 8.273 20.912 0.191
':”Ls‘w‘mm' 18.243 527 3462  0.001 7.908 28.579 0.191
;A'Ls‘ﬂl‘mw 8182 5727 1428 0.153 -3.05 10.415 0.191
:AH_Sowomo_mm- 17119 5249 3261  0.001 6.823 27.415 0.191
:”‘-s""““-w 541 6490 0832 0405 -7.337 18.157 0.191
:m"““”-m' 5585  6.267 0.891 0373 -8.708 17.878 0.191
:”Ls‘w‘mm' 6540 5508 1.189  0.235 -4.254 17.353 0.191
;”Ls"“mw 24034 5523  4.351 0 13.201 34.867 0.191
:Au_s.quomo_mm- 03 0.191
gRNA_Length_transformed=0 2254 0.946 2.383  0.017 0.389 4.100 0.066
gRNA_Length_transformeds1 4.078 1.575 2.588 0.01 0.087 7.165 0.068
gRNA_Length_transformeds=2 -9.065 27 -3.801 0 -15.28 -4.87 0.068
9RNA_Length_transformed=3 [ 0.086
Form_transformeds=0 5.02 2648 1.807 0.058 -0.17 10.200 0.061
Form_transformeds=1 -4.56 1.718 -2.655  0.008 -7.03 -1.191 0.061
Form_transformed=2 0? 0.081
m 13.426 4170 3213 0.001 5.220 21.623 0.023
m 0? 0.023
Cells_transformed=0 0.181 2310 0078 0.938 -4.367 4.720 0.017
Colls_transformed=1 -5.843 21 -2.687 = 0.007 -0.763 -1.524 0.017
Colls_transformed=2 0? 0.017

3This coefficient is set to zero because it is redundant.
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Page 6



Target: %EMchncy
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I Fields
{55 Target
& Efficiency
{5 Predictors(Inputs)
&) Form
&) Cells
&) Gene
@b PAM_Sequence
@b gRNA_Length
@b Ortholog
@) Delivery_Method
Use partitioned data: false
{5 Build Options
|5 Objectives
What is your main objective?: Create a standard model
{55 Basics
Automatically prepare data: true
Confidence Level(%): 95
{5 Model Selection
Model selection method: None
Criteria for entry/removal: F Statistics
[ Advanced
Random seed: 54752075
4 Training Summary
Method: Linear Models
Records used in training: 1,732
Model type: Classification
User: ymn
Application: IBM SPSS Statistics 27.0.1.0
Date built: May 8, 2021 2:20:32 AM AEST
{5 Predictors used in model
@ Ortholog
&J Form
o Delivery_Method
&b Cells
&b Gene
@b gRNA_Length
@b PAM_Sequence
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