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Fig. S1. A graph illustrating the ratio of K. phaffii genes that alter expression under nitrogen starvation in methanol to a specific biochemical
process (according to the KEGG database). The Y-axis indicates categories for which significant functional enrichments were identified. The
X-axis indicates the ratio of the genes that changed expression and are associated with the corresponding categories to the genes associated
with that category in the entire K. phaffii genome.
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Fig. S2. Yeast (S. cerevisiae) 80S ribosome model. Red color indicates ribosomal proteins, encoded by K. phaffii orthologous genes that changed
their expression during nitrogen starvation on methanol media. Purple indicates RNA, green — other ribosomal proteins. Visualized using Mol*
Viewer (Sehnal et al., 2021).
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Table S1. Composition of BMG, BMM+N, and BMM-N media

Component BMG BMM+N BMM-N

KH,PO4 18.4 mM/I 18.4 mM/I 18.4 mM/I

MgS0O4 x 7H,0 10.4 mM/I 10.4 mM/I 10.4 mM/I
Salts CaCl 2.3 mM/I 2.3 mM/I 2.3 mM/I

NacCl 4.3 mM/I 4.3 mM/I 4.3 mM/I

(NH4)2S04 34.8 mM/I 34.8 mM/I —
Potassium phosphate buffer (1M, pH =6) 100 ml/I 100 ml/I 100 ml/I
Vitamins (2500x solution) 0.4 ml/I 0.4 ml/I 0.4 ml/l
Trace elements (2500x solution) 0.4 ml/I 0.4 ml/I 0.4 ml/l

Glycerol 5 ml/I (0.5 %) — —
Carbon source

Methanol — 5 ml/1 (0.5 %) 5 ml/1 (0.5 %)

Table S2. Composition of 2500x vitamin and trace element solution
(calculated for 100 ml)

Component Mass calculated for 100 ml
Biotin 3mg
Calcium pantothenate 300 mg
Folic acid 300 mg
p-Aminobenzoic acid 30 mg
Vitamins
Pyridoxine HCI 60 mg
Thiamine HCL 60 mg
Riboflavin 30 mg
Inositol 1500 mg
ZnS0O4 85 mg
H3BO4 125 mg
FeCls 50 mg
Trace elements MnSO4 100 mg
Kl 25mg
NaMoO4 50 mg
CuSO4 x 5H,0 11.75 mg




