Figure S1. GO enrichment analysis of subtelomeric genes. Biological process.

Directed Acyclic Graph of the enriched GO categories. The 280 -member set of subtelomeric genes (20 genes
at the telomere proximal regions of the each of seven chromosomes) was put to gene ontology analysis.

The graph shows the significance of overexpressed genes and non-randomly present GO terms.

Categories with significantly enriched gene numbers as determined by hypergeometric test are indicated in red,

those with depleted - in green.
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Figure S3. GO enrichment analysis of subtelomeric genes. Molecular function.
Graph explanation as on figure S1.
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Figure S4. Characteristic subtelomeric and non-subtelomeric genes in H.polymorpha genome.

For each protein family the number of subtelomeric (dark purple) and “internal” (light purple) genes is plotted.
Classification is based on INTREPRO categories: IPR003819 Taurine catabolism dioxygenase TauD/TfdA, IPR006076 -
FAD dependent oxidoreductase, IPR007219 - Transcription factor, fungi, IPR003692- Hydantoinase B/oxoprolinase,
IPR0O16196 - Major facilitator superfamily domain, general substrate transporter, IPR016040 - NAD(P)-binding domain,
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Figure S5. Differential GO term distribution. Subtelomeric genes.
Bar diagram of functional category enrichment analysis (Fisher's Exact Test) of H.polymorpha subtelomeric
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nicotinic_acid_permease, putdive

d_transporter,_putative.T

ic_acid_transporter_putative
Nicotinic_Acid

_of_Nicotinic_cig

r_of

Sporter
~Pormease

Allantoate. ,_permease. _putative
Hiigh-affinity_nicotinic_ack
869_Trans

DL_1721
<IPODL_0:

PODL_0874_High-affinity_nicotini

FO0L 0184 Transporter
allantoste

pODL_3496_f
POl
*Putative

DL_og0,

MBI 831005 - €271004)
Heind g, 4 8bng ~pgy
a

SAJINd™ e} i0ds U} B "o Apeing = iodsue.|oj
eInd™ e\ ods e 1eBns s neind ™ seyodsy Ty
I

UM 5L Y004

ype_transporter
o VG P
HPODL_1131_Myo-nostol_lrensporter,_putative,_sugar_rensporter,_putative poDL_?

" PODL_0431_Drug_resistance_protein_YOR3TEW
HPODL_1198_Myo-inositol_iransporter

SARING™Ialods UB. " BUBIGWBIN EL LT IT0AH

SARRINGJay0dsypy =,
tol_transporter BULLET 0
H voo,.\k.iui,\v_.,ﬁ It “ mzﬁSnJ.sEamcE ~ OdH
o u epg~
oso ranspofa €= OO o100 £91 a0ay
4366 _Hex0se= o Suee
HPCOL- etV RET®
E.;%%gLE Bliogsyy, e0uo s
134 S 4 Sy, B9 1004
pCOL-S o e e300y~ H
e 5 £y
o S0 e Oy O
%oa‘\o e %%fc . b v a@E/E
by xe A0,
X oo o 0%,
- pw;\wc& %?C«,% o,,?@k 20y oy wfrsmqy
PO~ et W Wy e Cepp
@ Lo 0, Taoy,
o R o, Octy 2
189 O > < O
O o O S e
e S %, g,
e oy M
o %\4% i,
GO o Py, “ng,
e PRCANE % ey,
o 2 &> oy 7%
o Nied & Y RN
N o %, 3
s & %5, vooa
RS sy M
B o s,
&8 & r o,
- &
i ¥ 7
pe.
Il 7
oS &
5o &
w8
>
A

IC reglions.

Figure S6. Phylogenetic tree of MFS transporters encoded
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Figure S7. Genes, overexpressed on glucose. Biological process

Directed Acyclic Graph of the enriched GO categories. The 600-member set of genes over expressed on
glucose (log2tag count >8) was put to the gene ontology analysis. The graph shows the significance of
overexpressed genes and non-randomly present GO terms. Categories with significantly enriched gene

numbers as determined by hypergeometric test are indicated in red
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Figure S8. Genes, overexpressed on glucose. Molecular function.

Graph explanation - same as on Figure S7.
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Figure S10. Differential GO term distribution. Genes overexpressed on glucose

Bar diagram of functional category enrichment analysis (Fisher's Exact Test) of H.polymorpha glucose
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Figure S11. Genes, overexpressed on methanol. Molecular function.

Directed Acyclic Graph of the enriched GO categories. The 500-member set of genes over expressed on
methanol (log2tag count >8) was put to the gene ontology analysis. The graph shows the significance of
overexpressed genes and non-randomly present GO terms. Categories with significantly enriched gene

numbers as determined by hypergeometric test are indicated in red.
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Figure S13. Genes, overexpressed on methanol. Cell component.
Graph explanation - same as on Figure S7.
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Figure S15.Genes, upregulated on methanol. Molecular function.
Graph explanation - same as on Figure S7.
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Figure S16. Genes, upregulated on methanol. Cell component.
Graph explanation - same as on Figure S7.
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Figure S17. Genes, upregulated on methanol.Biological process.
Graph explanation - as on Figure S7.
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Figure S19. Genes, downegulated on methanol. Biological process
Graph explanation - same as on Figure S7.
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Figure S20. Genes, downregulated on methanol. Molecular function.
Graph explanation - same as on Figure S7.
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