Supplementary Datafile 3
Interproscan (http://www.ebi.ac.uk/Tools/pfa/iprscan/) profiles of identified components from the
screen for drivers of stumpy formation. Hits targeting purine metabolism are not shown.

Th927.2.1810

ISWI CHROMATIN-REMODELING COMPLEX ATPASE ISW1
(PTHR10799:SF73)

InterProScan (version: 4.8) Launched Mon, Sep 02, 2013 at 14:18:26
Sequence: Sequence_1 Finished Mon, Sep 02, 2013 at 14:19:05
Length: 1160

CRC64: BA3FSAFDFB2240ED

InterPro Match ’ Query Seq e + Description
1 1160
[ IPRO0O0330 | SNF2-related
PFO0176F —————— B SNF2_N
| IPROO1650 | Helicase, C-terminal
PFO027 1» - M Helicase_C
SM00450» -G B helicase superfamily c-terminal domain
PS51194» O HELICASE_CTER
[ IPRO09057 | Homeodomain-like
1.10.10.60» @~ [ no description
SSF46689» o B Homeodomain-like
[ IPRO12677 | Nucleotide-binding, alpha-beta plait
3.30.70.330» Y — M no description
[ IPRO14001 | Helicase, superfamily 1/2, ATP-binding domain
SMO0487 p —— [l DEAD-like helicases superfamily
PS51192» [0 HELICASE_ATP_BIND_1
| IPRO15194 | ISWI HAND domain
SSF101224» T W HAND domain of the nucleosome remodeling AT Pasel
| IPRO15195 | SLIDE domain
PFO9111» e — [ SLIDE
| IPRO27417 | P-loop containing nucleoside triphosphate hydrolase
S5F52 540 —— G S M P-loop containing nucleoside triphosphate hydrolase!
| nolPR | unintegrated
3.40.50.300r ———— TS G M no description

PTH R 10 78 » ——— . [0 SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN- DEPE
PTH R 10 799 . SF 7 3 ———— s [ 1SW] CHROMATIN-REMODELING COMPLEX ATPASE ISV
SSF54928» — M RNA-binding domain, RBD

E PRODOM EPRINTS OPIR HPFAM W SMART B TICRFAMS O PROFILE
O HAMAP O PROSITE W SUPERFAMILY DSICNALP ETMHMM [ PANTHER W CGENE3D

@ European Bioinformatics Institute 2006-2013. EBI is an Outstation of the European Molecular Biology Laboratory.

Reference:

A novel ISWI is involved in VSG expression site downregulation in African
trypanosomes.

Hughes K, Wand M, Foulston L, Young R, Harley K, Terry S, Ersfeld K, Rudenko
G. EMBO J. 2007 May 2;26(9):2400-10. Epub 2007 Apr 12.




Th927.2.2720

MITOGEN-ACTIVATED KINASE KINASE KINASE (PTHR24361)

InterPro Match ] sessssnnnnennenae Query Sequence .- .- .- .- 1 Description
1 1501
IPRO00718 | Protein kinase, catalytic domain
PFO0069 » [ Pxinase
PS50011» 0 PROTEIN_KINASE_DOM
IPR0O02230 | Serine/threonine- / dual specificity protein kinase, catalytic domain
SM00220» D [ Serine/Threonine protein kinases, catalytic
IPROC8271 | Serine/threonine-protein kinase, active site
PS00108» O PROTEIN_KINASE_ST
IPRO11008 | Protein kinase-like domain
SSF56112» O W Protein kinase-ike (PK-ike)
IPRO17441 | Protein kinase, ATP binding site
PS00107» O [0 PROTEIN_KINASE_ATP
IPR020635 | Tyrosine-protein kinase, catalytic domain
SM00219» D — [l Tyrosine kinase, catalytic domain
( nolPR ] unintegrated
G3DSA:1.10.510.10» -G — [ no description
G3DSA:3.30.200.20» —— B oo \
PTHR24361» -y [l MITOGEN-ACTIVATED KINASE KINASE KINASE
PTHR24361:SF124» [l MITOGEN-ACTIVATED PROTEIN KINASE KINASE
tmhmmp» oo W trar e_regions
@ PRODOM @ PRINTS @PIR B PFAM @ SMART B TIGRFAMs @ PROFILE
O HAMAP 0 PROSITE B SUPERFAMILY [ SIGNALP B TMHMM @ PANTHER B GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.

Th927.2.4020

NEDDB8-ACTIVATING ENZYME E1 REGULATORY SUBUNIT (AMYLOID
PROTEIN-BINDING PROTEIN 1)

(AMYLOID BETA PRECURSOR PROTEIN-BINDING PROTEIN 1, 59
KDA)(APP-BP1) (PTHR10953:SF29)

InterPro Match Pressssnssnssnssassnsansanssnssnsansansansassansansnns ery S QUENCE serrereersannnsannssnsensesssssessesssnssssansnnsansanes 1 mscﬂpﬂon
1 603
IPR0O0S036 | Molybdenum cofactor biosynthesis, MoeB
SSFB63572» W Activating enzymes of the ubiquitin-ike proteins
( IPRO16040 | NAD(P)-binding domain
G3DSA:3.40.50.720» - W o description
nolPR ] unintegrated

P THR 109353 » (e —— [l UBIQUITIN-ACTIVATING ENZYME E1
P THR 10953 S F 29 » - [l NEDDS-ACTIVATING ENZYME E1 REGULATORY SUBUN

@ PRODOM @ PRINTS BPIR B PFAM B SMART B TIGRFAMs ) PROFILE
O HAMAP O PROSITE W SUPERFAMILY DI SIGNALP B TMHMM @ PANTHER B GENE3D

©® European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.



Th927.3.4560

CARBON CATABOLITE-DEREPRESSING PROTEIN KINASE (PTHR24343:SF15)

InterPro Match Prossnnnes . . « Query Sequence sseeseee wee ssssssssssssssssannnaas 1 Description
1 631
IPR0O00719 | Protein kinase, catalytic domain
PFO0069 » @ Pxinase
PS50011» —¢ 0 PROTEIN_KINASE_DOM
IPR002250 | Serine/threonine- / dual specificity protein kinase, catalytic domain
SMO0220 » D B S_TKe
IPRO08271 | Serine/threonine-protein kinase, active site
PS00108» [ PROTEIN_KINASE_ST
IPR0O11008 | Protein kinase-like domain
SSF56112 » « W Kinase_lke
IPRO17441 | Protein kinase, ATP binding site
PS00107 » —C>- [ PROTEIN_KINASE_ATP
nolPR ] unintegrated
G3DSA:1.10.510.10 p e D - @ G3DSA:1.10.510.10
G3DSA:3.30.200.20 » D - B G3DSA:3.30.200.20
PTHR24343» @ PTHR24343

PTHR24343:SF15» B PTHR24343:SF15

@ PRODOM @ PRINTS PR B PFAM B SMART B TIGRFAMs B PROFILE
O HAMAP O PROSITE W SUPERFAMILY DI SIGNALP B TMHMM B PANTHER B GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.

Th927.4.3620/30/40

SERINE/THREONINE PROTEIN PHOSPHATASE (PTHR11668:SF110)

InterPro Match Processscsnnssannssnnssnnssannssnnnsannssnnnsnnnsannns Query Sequence .......................................................z.é.; Description
1

IPR004843 | Metallophosphoesterase domain
PFO0149» @ Metallophos

IPRO06186 | Serine/threonine-specific protein phosphatase/bis(5-nucleosyl)-tetraphosphatase
PRO0114» @ STPHPHTASE
SMO0156 » e [ Protein phosphatase 2A homologues, catalytic
PS00125» O 0 SER_THR_PHOSPHATASE

nolPR | unintegrated

G3DSA:3.60. 2 1. 10 » —— e —- ] no description
P THR 11668 » (s [ SERINE/THREONINE PROTEIN PHOSPHATASE
PTHR11668:SF 110 » e [ SERINE/THREONINE PROTEIN PHOSPHATASE
SS 56300 1~ W !ictallo-dependent phosphatases

B PRODOM B PRINTS BPIR B PFAM B SMART @ TIGRFAMs B PROFILE
O HAMAP O PROSITE W SUPERFAMILY [ SIGNALP B TMHMM B PANTHER W GENE3D

© European Bloinformatics Institute 2006-2012. EBI s an Qutstation of the European Molecular Biology Laboratory.

Reference:

Okadaic acid overcomes the blocked cell cycle caused by depleting Cdc2-related
kinases in Trypanosoma brucei.

Li Z, Tu X, Wang CC. Exp Cell Res. 2006 Nov 1;312(18):3504-16. Epub 2006 Aug 2.




Th927.7.7160

DUAL SPECIFICITY PROTEIN PHOSPHATASE (PTHR10159)

InterPro Match Procescsnssnnannnas . mey Squncg ....................................................... 9. .6.6| mscﬂpﬂon
1
IPRO00340 | Dual specificity phosphatase, catalytic domain
PFO0782» - @ DSPe
IPRO00387 | Protein-tyrosine/Dual specificity phosphatase
PS50056 » [ TYR_PHOSPHATASE 2
IPR0O16130 | Protein-tyrosine phosphatase, active site
PS00383» O O TYR_PHOSPHATASE _1
IPRO20422 | Dual specificity phosphatase, subgroup, catalytic domain
SMO0195» D B Dual specificity phosphatase, catalytic doma
IPR024550 | Dual specificity phosphatase
PTHR10159» ) s [l DUAL SPECIFICITY PROTEIN PHOSPHATASE
( nolPR ) unintegrated
G3DSA:3.90.190.10» @® B ro description
PTHR10159:SF146» ey [} SUBFAMILY NOT NAMED
SSF52739» G- W (Phosphotyrosine protein) phosphatases ||
@ PRODOM @ PRINTS @PIR @ PFAM W SMART B TIGRFAMs @ PROFILE
O HamaP 0 PROSITE W SUPERFAMILY @ SIGNALP B TMHMM @ PANTHER B GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Qutstation of the European Molecular Biology Laboratory.

Tb927.9.4080 (HYP2)

PROSITE PDOCO00846
Prokaryotic dksA C4-type zinc finger signature and profile
SSF52540 P-loop containing nucleoside triphosphate hydrolases

InterPro Match Pressssssansssansssassssasssnassansssansssnsnsannnsnns QUEry SeQUENCE «rrerererrereriniarertaiarsssrarsnsassnsssasssssssnnsnns 1 Description
1 1313

IPR0O00S62 | Zinc finger, DksA/TraR C4-type

PS51128» [ ZF_DKSA 2
IPRO27417 ] P-loop containing nucleoside triphosphate hydrolase
SSF52540» L 2 Il P-loop containing nucleoside triphosphate hydrolases
nolPR | unintegrated
G3DSA:3.30.470.30» —— @ no o N
G3DSA:3.40.50.300» I @ no o o
PF13207» A | ArA 1T
SSF56091» N B DNA ligase/mRNA capping enzyme, catalytic domain
@ PRODOM @ PRINTS BPIR W PFAM B SMART B TIGRFAMs 0 PROFILE
O HAMAP O PROSITE W SUPERFAMILY D SIGNALP B TMHMM @ PANTHER B GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.




Tb927.10.5930/40/50

SERINE/THREONINE-PROTEIN KINASE NEK (PTHR24362)

InterPro Match Prosesassssnssssnsssnnsssnnssanassansssannsannnsannnnn Query Sequence .......................................................‘;é.& Description
1

IPRO00719 | Protein kinase, catalytic domain

PFO0069 » B P<inase

PS50011» [ PROTEIN_KINASE_DOM
IPROO1843 | Pleckstrin homology domain

PFO0169» .

PS50003» > [ PH_DOMAIN
IPR002290 | Serine/threonine- / dual specificity protein kinase, catalytic domain

SO0 220 &~ D

@ Serine/Threonine protein kinases, catalytic

IPRO08271 | Serine/threonine-protein kinase, active site
PS00108» p— [0 PROTEIN_KINASE_ST
IPRO11008 | Protein kinase-like domain

SSF56 112 -~

W Protein kinase-ike (PK-ike)

IPR011883 | Pleckstrin homology-like domain
G3DSA:2.30.28.30» G- W ro description
IPRO17441 | Protein kinase, ATP binding site
PS00107» — ) PROTEIN_KINASE_ATP
IPR020635 | Tyrosine-protein kinase, catalytic domain

SMO02 19 & D

nolPR | unintegrated
G3DSA:1.10.510.10» s Brod
G3DSA:3.30.200.20 p —— G- B oo
P THR24 .36 2 » D |
SSF50723» eI W FH comain-ike
@ PRODOM @ PRINTS QPR W PFAM B SMART B TIGRFAMs 0 PROFILE
O HAMAP [ PROSITE W SUPERFAMILY [ SIGNALP W TMHMM B PANTHER B GENEZD

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.

Tbh927.10.12090/100
PS50102 Eukaryotic RNA Recognition Motif (RRM) profile

InterPro Match

Prosessssasassssasasassssasasassasasassnsasasassnsanas ery SQq(nan sssssssssssssssssssssasassssasasassssasasassnsasananannans]

116

IPRO00S04 | RNA recognition motif domain

PS50102 » ——<

IPRO12677 | Nucleotide-binding, alpha-beta plait
G3DSA:3.30.70.330 » — D

B Tyrosine kinase, catalytic domain

SERINE/THREONINE-PROTEIN KINASE NEK

Description

e+

RM_1
RNA recognition motif
RRM

nolPR | unintegrated

P THR24 01 2 » ——
PTHR2401 2. S 149 » —— -
S 554325 - -~

@ PRODOM
O HAMAP

@ PRINTS
O PROSITE

BPIR
W SUPERFAMILY

B PFAM
[ SIGNALP

@ SMART
@ TMHMM

B TIGRFAMs
@ PANTHER

@ FAMILY NOT NAMED
@ SUBFAMILY NOT NAMED
B RNA-binding domain, RBD

B PROFILE
B GENE3D

© European Bioinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.




Tb927.10.15020
DUAL SPECIFICITY PROTEIN KINASE YAK1 (PTHR24058:SF17

InterPro Match Breserersasansnsanensasenensanensssansssasensssascsses QUENY SEQUENCE srererrernsarensarannsansnsssansssssensssanensaneneneens]  Description
1

1095
IPRO00719 | Protein kinase, catalytic domain
PFO0063 » D ——————— G~ @ Pxinase
PS50011» >~ [ PROTEIN_KINASE_DOM
IPR002250 | Serine/threonine- / dual specificity protein kinase, catalytic domain
SM00220» -GS~ [ Scrine/Threonine protein kinases, catalytic
IPR008271 | Serine/threonine-protein kinase, active site
PS00108» - ) PROTEIN_KINASE_ST
IPR0O11009 | Protein kinase-like domain
SSF56112» G- [ Protein kinase-ike (PK-lke)
( nolPR ] unintegrated
G3DSA:1.10.510.10» — @D~ B o description
G3DSA:3.30.200.20» P B oo

PTHR24058 b e s~ [l DUAL SPECIFICITY PROTEIN KINASE
PTHR24058:SF17 b —eeeeeeeeeee——————— G- [l DUAL SPECIFICITY PROTEIN KINASE YAK1

@ PRODOM B PRINTS QPR B PFAM B SMART B TIGRFAMs B PROFILE
O HAMAP O PROSITE W SUPERFAMILY B SIGNALP B TMHMM B PANTHER @ GENEZD

© European Bioinformatics Institute 2006-2012. EBI Is an Outstation of the European Molecular Blology Laboratory.

Th927.11.290
PROTEIN-TYROSINE PHOSPHATASE MITOCHONDRIAL 1 (PTHR10159:SF5)

InterPro Match -1 Description
60
IPRO00340 | Dual specificity phosphatase, catalytic domain
PFOO782» — [l DSPc
IPRO00387 | Protein-tyrosine/Dual specificity phosphatase
PS50056 » [ TYR_PHOSPHATASE 2
IPRO20422 | Dual specificity phosphatase, subgroup, catalytic domain
SMO0135» - ——— [l Dual specificity phosphatase, catalytic doma
IPR024950 | Dual specificity phosphatase
PTHR10159» < — [l DUAL SPECIFICITY PROTEIN PHOSPHATASE
| nolPR ] unintegrated
G3DSA:3.90.180.10» - —— [l no description
PTHR10159:SF5» D — [l PROTEIN-TYROSINE PHOSPHATASE MITOCHONDRIAI
SSF52739» < W (Pnhosphotyrosine protein) phosphatases ||
@ PRODOM @ PRINTS @PIR @ PFAM W SMART B TIGRFAMs @ PROFILE
0 HaMAP O PROSITE W SUPERFAMILY [ SIGNALP B TMHMM @ PANTHER B GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.



Th927.11.300

BUD13 (PF09736): PRE-MRNA-SPLICING FACTOR OF RES COMPLEX

InterPro Match Pesecssacsucsnacsnssnacsesssassesssassesssassessansans
1

----- 1 Description
206

IPRO18609 | Budi3
PFO9736» ammmmD— 0 Bud13
nolPR | unintegrated
SignalP-NN(euk)» < B signal-peptide
@ PRODOM @ PRINTS BPIR W PFAM W SMART B TIGRFAMs B PROFILE
O HAMAP O PROSITE W SUPERFAMILY D SIGNALP B TMHMM @ PANTHER W GENE3D

© European Bloinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Blology Laboratory.

Th927.11.750
DNA REPAIR HELICASE RAD5,16 (PTHR10799:SF62)

SWI/SNF-RELATED MATRIX-ASSOCIATED ACTIN-DEPENDENT REGULATOR

OF CHROMATIN SUBFAMILY-RELATED (PTHR10799)

InterProScan (version: 4.8)
Sequence: Sequence_1
Length: 984

CRCB4: 2FF1CAA3338A326C

InterPro Match Query Seq
984
IPR0O00330 | SNF2-related
PFO0176» aEmm—— D
IPR001510 ] Zinc finger, PARP-type

3.30.1740.10 » — D
PFO0645 » ——CEE-
PS50064 » —a>-

IPRO01650 | Helicase, C-terminal

PFQ0271»
SM00430 »
PS51194»

)

IPRO01841 ] Zinc finger, RING-type
PF13639»
SM00184»
PS50089»

IPR002464 : DNA/RNA helicase, ATP-dependent, DEAH-box type, conserved site
PS00630» o

IPR013083 ] Zinc finger, RING/FYVE/PHD-type
3.30.40.10»

IPR014001 | Helicase, superfamily 1/2, ATP-binding domain

SMO04BT b e D
PS51192»

IPRO17836 : 4F e-4S ferredoxin-type, iron-sulpur binding domain
PS51379»

IPRO27417 ] P-loop containing nucleoside triphosphate hydrolase
S 75254 0 I e

nolPR ] unintegrated
3.40.50.300»

SSF57716 » — G

SSF57850 » a—
@ PRODOM @ PRINTS @PIR B PFAM B SMART B TIGRFAMs
O HAMAP O PROSITE W SUPERFAMILY D SIGNALP B TMHMM B PANTHER

Launched Mon, Sep 02, 2013 at 11:17:25
Finished Mon, Sep 02, 2013 at 11:17:33

Description

B SNF2_N

B G3DSA:3.30.1740.10
@ z1-PARP
[0 PARP_ZN_FINGER_ 2

@ Helcase C

B HELICc

0 HELICASE_CTER
B z-RING_2

B RING

0 ZF_RING_2

[0 DEAH_ATP_HELICASE
B G3DSA:3.30.40.10

B DEXDc
0 HELICASE_ATP_BIND_1

[ 4FE4S_FER 2
W SSF52540

B G3DSA:3.40.50.300
@ PTHR10799

@ PTHR10799:SF62
W SSF57718

W SSF57850

@ PROFILE
B GENE3D

© European Bioinformatics Institute 2006-2013. EBI is an Outstation of the European Molecular Biology Laboratory.




Tb927.11.760
PROTEIN PHOSPHATASE 2C (PTHR13832)

InterProScan (version: 4.8) Launched Mon, Sep 02, 2013 at 1
Sequence: Sequence_1 Finished Mon, Sep 02, 2013 at 1
Length: 408
CRC64: 7FB8SFBECFF70B42
InterPro Match » Query Seq e 1 Description
1 408
[ IPRO00222 | Protein phosphatase 2C, manganese/magnesium aspartate binding site
PS01032» O O pp2C

IPRO01932 | Protein phosphatase 2C (PP2C)-like domain

3.60.40. 10 » ———— - B G3DSA:3.60.40.10
P FO 048 1 v ————— PP2C
SMO 033 1 v —————— W PP2CSIG
SMO03 32 v —— - W PP2Cc
‘S F816/0/6 1 - W PP2C-related

IPRO15655 | Protein phosphatase 2C

P THR 138 3 2 - oy ——— [ PTHR13832

nolPR | unintegrated
PTHR13832:5F149»

B PTHR13832:5F149

E PRODOM EPRINTS OPIR W PFAM W SMART B TICRFAMs DO PROFALE
O HAMAP O PROSITE W SUPERFAMILY OSIGNALP ETMHMM B PANTHER W GENE3D

© European Bioinformatics Institute 2006-2013. EBI is an Outstation of the European Molecular Biology Laboratory.
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Th927.11.4610
PROTEIN KINASE A REGULATORY SUBUNIT (PTHR11635:SF6)

InterPro Match [ Y.
1

IPR0O00595 ] Cyclic nucleotide-binding domain

PFQ0027 » D G ——— [l cNMP_binding

SM0O0100» D G —— [l Cyclic nucleotide-monophosphate binding doma

PS50042» < >— [0 CNMP_BINDING_3
IPR0O02373 | cAMP/cGMP-dependent protein kinase

PRO0103» O —O-@—@—— [ CAMPKINASE
IPRO14710 | RmiC-like jelly roll fold

G3DSA:2.60.120.10» D - G —— [l no description

IPR0O18488 ] Cyclic nucleotide-binding, conserved site

PS00888 » <> [ CNMP_BINDING_1
IPRO18430 ] Cyclic nucleotide-binding-like

SSF51206» D SR W cAMP-Dinding domain-ike
nolPR ] unintegrated

G3DSA:3.80.10.10 p D

o \
P THR 1 1635 » - [l CAMP-DEPENDENT PROTEIN KINASE REGULATORY O}

PTHR11635: 56 » — - [l PROTEIN KINASE A REGULATORY SUBUNIT

PS51257 » & ) PROKAR_LIPOPROTEIN
SSF52047 p G W RNI-ike
@ PRODOM @ PRINTS QPR B PFAM B SMART B TIGRFAMs B PROFILE
O HAMAP O PROSITE W SUPERFAMILY DI SIGNALP B TMHMM @ PANTHER B GENEZD

©® European Bioinformatics Institute 2006-2012. EBI is an Outstation of the European Molecular Biology Laboratory.

Reference:
Characterization of a PKA-like kinase from Trypanosoma brucei. Susanne Kramer.
Dissertation for the Ludwig-Maximilians-University, Munich




