Clusters in 100% variable genes

Principal Component Analysis

Uniform Manifold Approximation and Projection
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PCA1 explains 7.6% of variability UMAP1

Hierarchical clustering
Methods: distance Manhattan, agglomeration ward.D
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Clusters in 10% variable genes

Principal Component Analysis

Uniform Manifold Approximation and Projection
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PCA1 explains 7.94% of variability UMAP1
Hierarchical clustering
Methods: distance Manhattan, agglomeration ward.D
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Clusters in 20% variable genes

Principal Component Analysis

Uniform Manifold Approximation and Projection
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PCA1 explains 7.5% of variability UMAP1
Hierarchical clustering
Methods: distance Manhattan, agglomeration ward.D
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Clusters in 1% variable genes
Uniform Manifold Approximation and Projection
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Principal Component Analysis
5.0

18_13¢ 18139 018

o e 23 1295 4625
> 85s 125s ® 17s 935. 5... ® 57 17 ’175
z .845 69_18 6118 2 113s 99s [ A
£2% g ® 95 17 RCCEETRTRISTL SN A ® Transcriptomic group 1
E 82s — -
9 88s 78s 271 9s 168s 1765 e Transcriptomic group 2
2z " 935¥6254 @ © 160s 163s@ o o ° plomic group
5 toss  ggs 2735 ® s fs 2, 157s @, % 8 e o @ Transcriptomic group 3
>~
g 0o ,‘705 ~d & 1605wt s Qo 169s ) 18
S s o s 1695 57_ % 0 S
P 65_16 2.35..1705.‘35 183 S 5315 172s 29s 1%55
= 2
T 3212 1575 4219 1705 23 1 P55 @ 92s
325 e 97s 100s 32_12
X _ 168s [ 2PY
° s0sg @ 4219 Togs @ 865
2 ) 28s ® 74s

172s 2
S 100s @ 70884
o -50 73? > 8s
/& i 78s, @
o75® 3 6516 @gos @gs,
% -4 2 0 2 4 -1 [ 1 2
PCA1 explains 9.72% of variability UMAP1

Hierarchical clustering
Methods: distance Manhattan, agglomeration ward.D

Figure S1. Overall gene expression profile in somatotroph tumors including Principal component analysis (PCA) and uniform manifold approximation and projection (UMAP) results and
Hierarchical clustering based on the 100%, 20%, 10% and 1% of genes with most variable expression.



