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Benchmarking spatial and single-cell
transcriptomics integration methods for
transcriptdistribution predictionand cell
type deconvolution
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a Method Scalability (min)

Gene prediction
Language GPU

Tangram Python v
gimVI Python v
SpaGE Python x
Seurat R x
SpaOTsc Python x
novoSpaRc  Python x
LIGER R x
stPlus Python v

Deconvolution

Cell2location  Python 4
SpatiaDWLS R x
RCTD R x
STRIDE Python x
DestVI Python v
Stereoscope Python v
Tangram Python v
Seurat R x
SPOTIlight R x
DSTG Python v
Adjust Score
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Properties

Methodology
deep learning
probabilistic model
joint embedding-based
joint embedding-based
optimal Transport
optimal Transport
joint embedding-based
joint embedding-based

probabilistic model
weighted least squares
probabilistic model

topic model (LDA)
probabilistic & deep learning
probabilistic model

deep learning

joint embedding-based

topic model (NMF)

deep learning
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|1.12|| 2.1 ||4.09||8.48|

|2.96||5.43||10.2|| NA

|17.7||18.3||25.2||43.5|

|20.2|| 23 || 34 " NA
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|41 .9”83.9” 208 || 366 |

|0.39||0.65||1.24||2.7‘I |

|0.89||1 .28||2.09||3.96|

|3.07||9.3 ||12.1||28.9|

|5.63||1 1 .5”22.9"56.1 |

|4.21 ||8.64||23.3||66.9|

|9.9 ||22.8||35.1 || 186 |

|1.02|| 1.7 || 24 ||3.89|

|2.04||2.37||2.98||4.67|

|107||210||422||834|

|176||421 ||828 ||1819|
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