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Supporting Figures

Supporting Figure S1.  Characterization of the liposome hydrodynamic diameter over time. Formulations are
split by the empty liposomes (- Curc) and those loaded with curcumin (+ Curc), total flow rate (TFR) as well as the
aqueous to organic flow rate ratio (FRR). Particles were characterized over three days with dynamic light scattering
(DLS).



Supporting Figure S2. Characterization of the liposome polydispersity index (PdI) over time. Formulations are
split by the empty liposomes (- Curc) and those loaded with curcumin (+ Curc), total flow rate (TFR) as well as the 
aqueous to organic volume ratio. Particles were characterized over three days with dynamic light scattering (DLS).



Total number of measurements
(including all the different formulations and all the technical replicates)

3518

Total number of measurements (with n ≤ 6) 1311

Number of unique formulations [Day 0]
(including the different formulations only)

218

Total number of measurements [Day 0, n ≤ 6] 779

Number of unique monodisperse formulations [Day 0] 72

Total number of monodisperse measurements [Day 0, n ≤ 6] 236

Supporting Table S1. Summary table for the number of liposome formulations and DLS measurements comprising
the total data. (n = maximum number of technical replicates considered for each unique formulation)



Supporting Figure S3. Prediction heatmap for a support vector machines (SVM) model trained to
predict  dispersity. Liposome  formulations  were  rigidly  defined  as  monodisperse  (PdI  ≤  0.220)  or
polydispserse (PdI > 0.220). Heatmaps show the predicted formulation, and filled diamonds show the
actual experimental outcome.



Supporting Figure S4. Summary of liposome PdI measurements over time. All measurement timepoints were
grouped and the aggregate PdI was compared to a reference PdI of 0.220 in order to determine whether liposomes
remained stable over the 72 hr period. Formulations are split by  (A) the empty liposomes (- Curc) and  (B) those
loaded with curcumin (+ Curc), total flow rate as well as the aqueous to organic volume ratio.



Classification model
Predicted accuracy from

stratified k-fold cross-validation
(mean % ± SD)

Measured accuracy 
(%)

LOR 87.8 ± 4.1 91.3
LDA 86.9 ± 4.8 89.7
KNN 87.5 ± 3.7 92.1

CART 88.9 ± 4.7 89.7
GNB 84.9 ± 4.6 89.7
SVM 88.7 ± 3.9 92.1

LOR: logistic regression, LDA: linear discriminant analysis, KNN: k-nearest neighbor, CART: classification and 
regression trees, GNB: Gaussian Naive Bayes, SVM: support vector machines.

Supporting Table S3.  Predicted and measured accuracy of various classification models for predicting particle 
stability (stable or unstable).


	Supporting Information

