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Color Key

tRNA-type intron splice site recognition and cleavage
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mitochondrial RNA processing
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RNA 5'-end processing
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MRNA processing
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RNA splicing

-10 5
Value

CEF1
PRP43
LSM8
LSM7

SPP382

= e

SPT5

cwcec22

PRP46

SLU7

YPL184C

TRL1

SEN15

SMD1

PTC1

PRP11

BUD31

NTR2

CwC25

SEN54

A=

PRP22

PRP31

cwc24

SNU114

Cus2

DBR1

PRP39

SPP381

PRP21

Cusi

PRP42

PRP24

T O

HSH155

ECM2

HUS1

USA1

MRS3

cwc2i

CWC15

PRP40

— '—;I_|I '—I—'—_|

LEAL

YNL224C

MSL1

PRP18

ISY1

YJu2

SPT20

SME1

YMRO87W
SKY1
|: EXO84
RSE1
MSS51
SNU71

FAL1

PRP28

PRP4

SNU66

— —5=— T

PML1

AAR2

SNP1

YPR152C

YHC1

MAK31

CLF1

YSH1

CSN12

——  e———

VAC7

SLT2

NTC20

DED1

POAL

——

CDC40

MRS1

MID2
SNU23
LUC7
SEN2
MUD1

PRPAS

DIB1

BRR1

HUB1

SYF2

PET54

MSS18

LSM3

=y LSM6

LSM4

MUD2

PRP2

PRP3

SNU56

YLR132C

MSL5

UBP8

NAMS8

SEN34

PRP6

PUS7

HSH49

TPT1

L e——Tm, Y A =

NAB6

PRP5

BUD13

PRP9

cwc2

YNL187W

IST3

PIH1

MNE1

cwca?

LSM7

CBC2

STO1

YPRO045C

SuUvV3

CBP2

YGR150C

NAM2

SAD1

YGRO0O93W

MID2

SPT4

PRP38

NPL3

MSS116

SPP2

SNT309

yt
yt

= =

Z Im_K_C
ZImLC

Z_Im_K_Gem

Z_Shift_ K_C
Z_Im_L_Gem
Z_Shift L_C

€
o
o
|
£
=
%]
N

Z_Shift K_Gem

Gene



Color Key

dsRNA fragmentation
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RNA 3'-end processing
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RNA capping
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mitochondrial tRNA processing
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7—methylguanosine mRNA capping

11
-10 5
Value

ABD1

KIN28

CDC28

CET1

CTL1

CEG1

SPTS5

SPT4

STO1

. - 5 5 - - 5 5

y, 2 % % N S 2 .

X * = £ | | = E

= £ = = B IS c =

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

N N

Gene



Color Key

MRNA 3'-end processing
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MRNA splicing, via endonucleolytic cleavage and ligation
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RNA splicing, via transesterification reactions
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Color Key
RNA splicing, via endonucleolytic cleavage and ligation
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snoRNA splicing
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production of small RNA involved in gene silencing by RNA
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NcRNA 3'-end processing

-10 5
Value

— RRP46

— RNT1

— RRP6

L CsL4

— CCA1

DIS3

RRP42

— RNH70

— REX2

— RTF1

— YSH1

— REX3

- PAP2

r TRF5

PAF1

— RPS21B

— PAP1

— MTR4

r TRZ1

- YLR132C

NRD1

RRP43

CBF5

TSR1

YNRO024W

SEN1

CTR9

RPSOA

LRP1

RPS21A

RPSOB

NOP1

MTR3

REF2

- - 5 5 - - 5 5

y, 2 % % N S 2 .

X * = £ | | = E

= £ = = B IS c =

75 N ? N 7 N 2, N
| N N I N N

N N

Gene



Color Key

rRNA processing
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tRNA processing
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production of miIRNAs involved in gene silencing by miRNA
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cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA)
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