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NcRNA 5'-end processing
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NcRNA 3'-end processing
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maturation of 5.8S rRNA
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maturation of LSU-rRNA
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tRNA splicing, via endonucleolytic cleavage and ligation
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mitochondrial tRNA processing
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on of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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on of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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1erate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSl

-10 5
Value

— DIS3

L RRP42

YNRO24W

— RRP46

— RRP6

L CsL4

— LRP1

Gene

I — MTR4

— RRP43

— RNH70

— REX2

— REX3

MTR3

- - 5 5 - - 5 5

y, 2 % % 2 S 2 .

X * = £ | | = E

= £ = = B IS c =

73 N ? N 7 N 2, N
| N N I N N

N N



Color Key

-10 5
Value

£
[
O
X
=
=
0
N

Z_Im_K_Gem

tRNA wobble base modification

yt

Z_Shift K_C

yt

Z_Im_K_C

Z_Im_L_Gem

Z_Shift_L_Gem

_L_Cyt

Z Shift L_C

yt

ZIm_L_C

CFD1

ISU1

NFS1

KRE33

NCL1

NCS2

SAP185

ATS1

SAP190

CIA1

ISU2

SIT4

YBLO71W-A_1

TRM9

YOR251C

MTO1

MSS1

NBP35

IKI3

ELP3

NCS6

KTI12

ELP6

ELP2

URM1

NCS6

UBA4

SLM3

ELP4

KTI11

Gene



Color Key

tRNA dihydrouridine synthesis

-10

Value

SMM1

DUS3

auan

DUSs4

1
]
=)
[a)

Mo 1wz

KO T YIS Z

wes T Wiz

wa T WIS Z

Mo Wz

KOO HIUS Z

wao Wl z

we9 M WS Z



Color Key
tRNA threonylcarbamoyladenosine modification
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polyadenylation—dependent snoRNA 3'-end processing
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enzyme—directed rRNA pseudouridine synthesis
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tRNA wobble uridine modification
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tRNA wobble position uridine thiolation
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