Section 1

@1 10 20 30 40 50 60 70 83
Ab PB 53-197 aa (1) GSALSPATPPPSLNLSHQQQQHQQH ALIWNDFQ SFRHLRDEEDFVDVTLAC.ER FTAHKVVLSACSPYFRRLLKAN
GAFPC1-131aa (1) —~---————==—=————-—--- MS PMNSL SLTWGDIG SL AIQLLRCHGDLVDCTLAAGGR FPAHK VLCAASPILLDLLKNT
Lolal 1-127aa (1) ~-—-—-—-—-=—=—===—=-=----- SSDQQFFL.WNDFQ N SFRHLRDEKSETDVTLACEGQTCKAHKMVLSACSPYFEKALLEEN
Bab2 PA 194-313aa (1) ~ - - - - - ———————————-—--——-— EGQQFCLRWNNYQSNLTNVFDELLQSESFVDVTLSCEGHSIKAHKMVLSACSPYFQALFYDN
Psg/BTBV 1-141aa (1) -~ -—-—-——-—-—-——-—-—-——----- MAA.RGHQYFSLRWNN QNT TSVFQQLREDL FVDVTLSCEHGSLKAHKVVLSACSTYFQKLLLEN
CG8924 PB 1-146aa (1) -~ —-—-————————————-—-— MSGATQEFC.RWNS LGS GAAFPQLLAGQRFVDVTLACEGQQMHCH VLIACSTYFEA LAEH
Mod(mdg4) 1-131aa (1) ~--—-————-——————-—-—-—-—- IADDEQFSLCWNNF NLS GFHESLCRGDLVDVILAAEGQI KAH VLSVCSPIFRK FTQM
LolaPA 1-120aa (1) ~—————————=—=—=—=————--—-— DDDQQFCLRWNNHQSTLISVFDTLLENETLVDCTLAAEGKFLKAHK VLSACSPYFATLLQ-
BtbVIl PA 1-119a2a (1) -~ - - - ———————————————-— MSVQOFCLRWNNHQPNFESVCSSLLHNGTLVDVTLAAEGRQLQAHKEVLSACSSYFQALFTTN
Ttk 1-131aa (1) ~—--—-———=—=——-=———---- MKMASQRFCLRWNN QlNL SVFEDQLLHAETFTDVTLAVEGQHLKAHKMVLSACSPYENTLFVSH
Section 2

(84) 84 90 100 110 120 130 140 150 164

SFEMYNGEVNVSHEQLPDFLKTAHLLQERGLADVNGGYPYSK-—————----oomm o
FVYRGEVSVDHAQLPSELQAAQCLNIQGLAPQTVTKDDYTTHS - = ——mmmmomm -
FLKTA.RLK.EG LAETPSSIKREG--—-——————————————

Ab PB 53-197 aa (84) P-CEHPIVILRDVRCDDVENL
GAF PC 1-131 aa (67) P-CKHPVVMLAGVNANDLEAL
Lolal 1-127 aa (66) P-SKHP

IHLQA FMYAGEVNV.Q QLP
Bab2 PA 194-313 aa (63) PCQHP - SDLKALVEFMY NVCQ QUINPLLKVAETLKIRGLAEVSAGR-----————————————————-
Psq/BTB V 1-141 aa (68) PCKHPTI PA TDLKTHIDFVYRG DV ESELQGL TAEQLKIKGLCETAENADDLNDAATATITVSE-------
CG8924 PB 1-146 aa (66) PCKHPVI KLW-QAL DFMY GEVNV QAGLGQLLRCAEQLQIRGLYGSEAPINYKKLQQASLEAAKDPAATTAR

Mod(mdg4) 1-131 aa @S)PSNTHAIVFLNNVSHSALKDL QFMYCGEVNVKQ
Lola PA 1-120 aa @S)Y—DKHPIFILIDVKIQlLlA DYMYRGEVN

QLARELKAAESLQEKGLEDNRT -~ = === == — e e -
QEQLPHBLKTAEMLKIKGLAEMPT - == == == = — - oo
RLTAFLRVAESLRIKGLTEVNDDKPSPAAAAA-—————————————

BtbVII PA 1-119 aa (64) P-CQHP IV ILKDVQYDDLKTMVDEMYYGEVNV
Ttk 1-131 aa (66) P-EKHPIVILKDVPYSDMKSLLDFMYRGEVSVDQ

IALP F TAESLQIKGLiINDPAPQPPQESSP --------------

CG8924 BTB alignment with BTB domains of known Ttk-group members (Ab, GAF, Batman (Lolal),
Bab2, Psq (BTBV), Mod(mdg4), Lola, BtbVII, Ttk).
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Bab2, Psq (BTBV), Mod(mdg4), Lola, BtbVII, Ttk).
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Section 1

@1 10 20 30 40 50 60 70 83
Ab PB 53-197 aa (1) GSALSPATPPPSLNLSHQQQQHQQH ALIWNDFQ S SSFRHLRIEEDFVDVTLAC.ER FTAHKVVLSACSPYFRRLLKAN
GAFPC1-131aa (1) ~—-—-—-—-———-—==—=-=-—--~- MS.PMNSL SLTWGDNGIFSLVSAIQLLRCHGDLVDCTLAAGGRSFPAHK VLCAASP.LLDLLKNT
Rib1-141aa (@) - ------- MGGPTAPVASSGEVGQTYCLRWNNHQTNLWVQ LHALHIVG.VDCILVV.DEQFQAH VLIANSPYFIHILK.V
Mod(mdg4) 1-131aa (1) ~--——--———-=—=—=——=——-——--~- ADDEQFSLCWNNFNTNLSAGFHESLCRGDLVDVSLAAEGQ IVKAH VLSVCSPIFRK FTQM
Bab2 PA 194-313aa (1) ——-—-—-——-—————=——-——-—--—---— EGQQFCLRWNNYQSNLTNVFDELLQSESFVDVTLSCEGHSIKAHKMVLSACSPYFQALFYDN
Psq/BTBV 1-141aa (1) ~-----—-—-—-—-—------ MAAIRGHQYFSLRWNN QNT TSVFQQLRIDL FVDVTLSCEHGSLKAHKVMVLSACSTYFQKLLLEN
BtbVII PA1-119aa (1) ~-—-—-—-—-—=-——=—=-—=—-——-——-- MSVQQFCLRWNNHOQPNFESVCSSLLHNGTLVDVTLAAEGRQLQAHKIVLSACSSYFQALFTTN
LolaPA1-120aa (1) ~—————=——=—=—=—=—=————--— DDDQQFCLRWNN Q TL SVFDTLLINE LVDCTLAAEGKFLKAHK VLSACSPYFATLLQ-
Ttk 1-131aa (1) ~—-—-——-—-—=—=—=—=—=-—-—~-— MKMASQRFCLRWNNHQSNLLSVFDQLLHAETFETDVTLAVEGQHLKAHK VLSACSPYFITLFVSH
Lolal 1-127aa (1) ~-—-—=-—-—===—===—=-—-—--~- MlSSDQQFFLlWNDFQ SFRHLR.EK FTDVTLACEGQTCKAHK VLSACSPYFKALLE.N
Section 2

(84) 84 90 100 110 120 130 140 157

Ab PB 53-197 aa
GAF PC 1-131 aa

Rib 1-141 aa
Mod(mdg4) 1-131 aa
Bab2 PA 194-313 aa
Psg/BTB V 1-141 aa
BtbVII PA 1-119 aa
Lola PA 1-120 aa

Ttk 1-131 aa

Lolal 1-127 aa

(84) PCEHP - [IVILRDVRCDDVENLLSFMYNGEVNVSHEQLPDFEKTAHLLQERGLABVNGGYPYSK--————————-
(67) PCKHP -MVMLAGVNANDLEALLEFVYRGEVSVDHAQLP
(76) PQDHC—!.!LPGVKGF.AALLMYTGETTV.KSQEPE L TAKELQ.KGLYINLMKFNHASVTPT -------
(65) PSNTHAIVFLNNVSHSALKDL QFMYCGEVNVKQ ALPAFISTAESLQIKGLTDNDPAPQPPQESSP-—-———-

(63) PCQHP- LITMRDVS NVCQ QENPELKVAETLKIRGLAEVSAGR-——————————————
(68) PCKHP T ILPADN I ESELQG LRTAEQLKIKGLCETAENADDLNDAATATITVSE
(64) PCQHP - 1VILKDVQ

(65) YDKHP -1 FII LKDVK
(66) PEKHP - IV I LKDVP
(66) PSKHP - LI LKDV'S

LKAAESLQIKGLSDNRT--——---—-—-————-——-
FMY GEVSVDQ RLTAFLRVAESLRIKGLTEVNDDKPSPAAAAA----——-
FMYAGEVNVSQEQLPAFLKTADRLKMKGLAETPSSIKREG-----------

Rib BTB alignment with BTB domains of Ttk-group members


Tosh
Typewritten Text
Rib BTB alignment with BTB domains of Ttk-group members

Tosh
Typewritten Text

Tosh
Highlight

Toshiba
Highlight


Section 1

@M1 10 20 30 40 50 60 70 83
Ab PB 53-197 aa (1) GSALSPATPPPSLNLSHQQQQHQQH LIWND QSS SSFRHLRDEEDFVDVTLAC.E—R FTAHKVVLSACSPYFRRLLKA
GAFPC1-131aa (1) - --—-———=——-=————---- MS.PMNSL LTWGDNYGTSLVSAIQLLRCHGDLVDCTLAAGG-RSFPAHK VLCAASP.LLDLLKN
CP190PA1-131@a (1) ~—————————=—=—=—=—=—=—=————-— MGEVK VDNWGVFF QKLQNFFNKTﬁlCDlTLQFRDNSQLKVH VLSACIDYFIVLEQT
Psg/BTBV 1-14l1aa (1) -~ -—-—-——-—-—-—-—-—-—----- MAAVRGHQYFSLRWNNYQNTMTSVFQQLREDL FVDVTLICEH—G LKAHKVVLSACSTYFQKLLLE
Mod(mdg4) 1-131aa (1) ~--—-——————————--—-—--——- IADDEQF LCWNN NLS.GFHESLCRGDLVDV.LAAEG—QI KAH VLSVCSP.FRK.FTQ
Bab2 PA 194-313aa (1) ~——-—-——————-——————---——- EGQOQFCLRWNNYQSNLTNVFEDELLQSE FVDVTLICEG—H KAHKMVLSACSPYFQALFYD
BtbvIl PA 1-119aa (1) ~——--—-—-———-—-—-———----—- MSVQOFCLRWNNHQPNFESVCSSLLHNGTLVDVTLAAEG-ROLQAHKEIVLSACSSYFQALFTT
LolaPA1-120aa (1) ~—————=——=—=—=——=—=———--— IDDDQQFCLRWNNHQ TLISVFEDTLLENELVDCTLAAEG-KFLKAHKVMVLSACSPYFATLLQE
Ttk 1-131aa (1) ~——-—-—————=——————--- MKMASQRFCLRWNNHQSNLLSVFDQLLHAETFTDVTLAVEG-QHLKAHK VLSACSPYFITLFVS
Lolal 1-127aa (1) ~—-—-—-————————-——---- MlSSDQQFFLlWNDlQ N SFRHLRDEK FTDVTLACEG—Q.CKAHK VLSACSPYFKALLEE
Section 2

(84) 84 90 100 110 120 130 140 158

Ab PB 53-197 aa
GAF PC 1-131 aa
CP190 PA 1-131 aa
Psq/BTB V 1-141 aa
Mod(mdg4) 1-131 aa
Bab2 PA 194-313 aa
BtbVII PA 1-119 aa
Lola PA 1-120 aa

Ttk 1-131 aa

Lolal 1-127 aa

(83) NPC-EHP IV ILRDVRCDDVENLESFMYNGEVNVSHEQLPD FLKTAHLLQURGLADYNGGYPYSK-—--——————-
LAGVNANDLEALLEFVYRGEVSVDHAQLPSELQAAQCLNIQGLAPQTVTKDDYTTHS - -~ - -~~~

(66) TPC-KHPMV

(63) CE1VDDALIMPNEFQADVMVPIVNEMY TGTHEFELKMYGKLLRTAKEMNMTVLLKELEAHRRTMENVNR -~ - - - -
(67) NPCKHPTIRLPADNIETDLKT I IDFVYRGEIDVIESELQGLLRTAEQLKIKGLCETAENADDLNDAATATITVSE
(64) MPSNTHATVFENNVSHSALKDLEQFMYCGEVNVKQBALPAFISTAESLQIKGLTBONDPAPQPPQESSP—-—-—--

DVS
DVQ
DVK
DVP
DVS

(62) NPC-QHP LI
(63) NPC-QHPIVIL
(64) QYD-KHPIFIL
(65) HPE-KHP VI L
(65) NPS-KHPLEIL

FMYKGENNVCQ
FMYYGEVNVSQ

MYRGEVNISQ
FMYRGEVSVDQ
FMYAGEVNVSQ

QINPLLKVAETLKIRGLAEVSAGR------————————-
QLPHFLKTAEMLKIKGLAEMPT-----——-----—---—-
QLARLLKAAESLQIKGLSBNRT-—-——————---————-
RLTAFLRVAESLRIKGLTEVNDDKPSPAAAAA----———
QLPAFLKTADRLKMKGLAETPSSIKREG-----------

CP190 BTB alignment with BTB domains of Ttk-group members
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Section 1

Q1 10 20 30 40 50 70 81
Ab PB 53-197 aa (1) GSALSPATPPPSLNLSHQQQQHQQHYALKWNDEQSSIFESSFRHLRDEEDFVDVTLACDE VLSACSPYFRRLLK
CG41099 PB 33-164aa (1) ———————-———-———————-———~- SENEESGLSSELSRLSLTVASLFDKNEYADRIYIRSOQ VLHARSEKWGNDLL
GAFPC1-131aa (1) ~——-——-—=-—=——====-—- MSEPMNSLYSLTWGDYGFESLVSATIQLLRCHGDLVDCTLAAG VLCAASPELLDLLK
Lolal 1-127aa (1) ———-—----—-—-—-—--—--- MMSSDQQFFLKWNDEQTN SFRHLRPEKSFTDVTLACEGQTCKAHKMVLSACSPYFKALLE
Bab2 PA 194-313aa (1) -~ - —-—----—---—=--—-—-——--—-- EGQQFCLRWNNYQSNLTNVEDELLQSESFVDVTLSCEGH VLSACSPYFQALFY
Psq/BTBV 1-14laa (1) ——-----————————~ MAAVRGHQYFSLRWNNYQNTMTSVFQQLREDLSFVDVTLSCEHG VLSACSTYFQKLEL
Mod(mdg4) 1-131 aa (1) ———————-----=—=———~ ADDEQFSLCWNNENTNLSAGFHESLCRGDLVDVSLAAEGOQ I VLSVCSPEFRKMFT
BtbVII PA 1-119 aa (1) —————===—==—=—=—====—=—=—~— MSVQQFCLRWNNHQPNFBSVCSSELHNGELVDVTLAAEGROQ VLSACSSYFQALFT
LolaPA1-120 aa (1) —==—=——=—=—=—=--=—=-—---—-—-~- MDDDQQFCLRWNNHQSTLENSVFEDTLLENETLVDCTLAAEGKF VLSACSPYFATLLQ
Ttk 1-181aa (1) ——-——------——---—---- MKMASQRFCLRWNNHQSNLESVFDQLLHAETFETDVTLAVEGQH VLSACSPYENTLFV
Section 2

(82) 82 90 100 110 120 130 140 158

Ab PB 53-197 aa
CG41099 PB 33-164 aa
GAF PC 1-131 aa

Lolal 1-127 aa

Bab2 PA 194-313 aa
Psg/BTB V 1-141 aa
Mod(mdg4) 1-131 aa
BtbVII PA 1-119 aa
Lola PA 1-120 aa

Ttk 1-131 aa

(82) ANPC-EHPIVILRDVRCDDVENLLSFMYNGEVNVSHE-QLPDFLKTAHLLQIRGLADVNGGYPYSK-----=--—--
(60) SN1Q---QLD-WSDLNEDVMLSLLRWEYTDLEDLEQNDGLALDELKAAHRFGEPSLLGHCERALVTSVGVRSCIRFYC
(65) NTPC-KHPVVMLAGVNANDLEALLEFVYRGEVSVDHA-QLPSLLOAAQCENIQGLAPQTVTKDDYTTHS----~----
(64) ENPS-KHPITILKDVSYI1HLQATLEFMYAGEVNVSQ —QLPIFLKTA.RL KGLAETPSSIKREG--=--=-=-—-=----
(61) DNPC-QHP1 DVSWSDLKALVEFMYKGEINVCQD-QINPLLKVAETLKIRGLAEVSAGR------—-——————-
(66) ENPCKHPTIILPADNIETDLKT FVYRGEIDVTES-ELQGLLRTAEQLKIKGLCETAENADDLNDAATATITVSE
(63) QMPSNTHAIVFLNNVSHSALKDL

(62) TNPC-QHPIVI LIDVQIDDLKT
QEL

(63) EQYD-KHP I FILKDVK
CG41099 BTB alignment with BTB domains of Ttk-group members

(64) SHPE-KHPIVILKDVP
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Section 1

1) 1 10 20 30 40 50 60 70 83

Ab PB 53-197 aa u)GSALSPATPPPSLNLSHQQQQHQQH.ALIWNDFQSS SSFRHLRDEEDFVDVTLACDERSFTAHKMVLSACSPYFRRLLKAN
Lolal 1-127 aa (1) ——-——=---—-—---———--———~- MMSSDQQFFLKWNDFQ SFRHLRDEKSFTDVTLACEGQTCKAHKMVLSACSPYFKALLEEN
GAFPC1-13l1aa (1) ———-———-——---——-——-—~- MSIPMNSLlSLTWGDlG SLVSAIQLLRCHGDEVDCTLAAGGRSFPAHKIVLCAASPELLDLLKNT
Mri PA 86-210 a2 (1) ——————=———=—— ===~ m SG G PLPPERITMLVDGVRFTVEQSLLTAHPTTMLGTMEGSGFQFAH
Mod(mdg4) 1-131aa (1) ——-——--——--——-———-~- MADDEQFSLCWNNF NLS GFHESLCRGD VDVlLAAEGQIIKAH VLSVCSPEFRKMFTQM
Bab2 PA 194-313aa (1) —————--——-—-——-————-—~- EGQQFCLRWNNY¥QSNL TNVFDELLQSESFVDVTLSCEGHSTKAHKMVLSACSPYFQALFYDN
Psq/BTBV 1-14laa (1) ——-------—-—---——--"- MAAVYRGHQYFSLRWNNYQNTMTSVEQQLREDL FVDVTLICEHGSLKAHK VLSACSTYFQKLLLEN
BtbVII PA1-119aa (1) ——-——---——--——--——--—— MSVQQFCLRWNNHQPNFISVCSSLLEHNGTEVDVTLAAEGRQLQAHKIVLSACSSYFQALFTTN
lolaPA1-120aa (1) ——---———=----———----——~- MDDDQQFCLRWNNHQSTLISVFDTLLENETLVDCTLAAEGKFLKAHKVVLSACSPYFATLLQERQ
Ttk 1-181aa (1) ——--——---——---——---———~- MKMASQRECLRWNNHQSNLLESVFDQLLHAETF TDVTLAVEGQHLKAHKMVLSACSPYFNTLFVSH
Section 2
(84) 84 90 100 110 120 130 140 150 166
Ab PB 53-197 aa (84) PCEHP-TVILRDVRCDDVENLLSFMYNGEVNVSH Q ------------- LPDFLKTAHLLQIRGLADVNGGYPYSK-~-~-----
Lolal 1-127 aa  (66) PSKHP - LKDVSY IHLQATLEFMYAGEVNVSQEQ

GAF PC 1-131 aa

Mri PA 86-210 aa
Mod(mdg4) 1-131 aa
Bab2 PA 194-313 aa
Psq/BTB V 1-141 aa
BtbVII PA 1-119 aa
Lola PA 1-120 aa

Ttk 1-131 aa

1

(67) PCKHP - MVMLAGVNANDLEALLEFVMYRGEVSVDHAQ---—-———————-
(50) TNERGEYD

@5)PSNTHAIVFLNNVS SALKDL

@B)PCQHP—I

(68) PCKHPTI
(64) PCQHP - 1VILKDVQ
(65) YDKHP -1 FILKDVK
(66) PEKHP - 1VI L

------------- LP FLKTABRLKVKGLAETPSSIKREG--~-—---

LQAAQCLNIQGLAPQTVTKDDYTTHS----
YKSGV.RCPPTVSVPELKEACDYLL.PFDATTVRCQN-GLLHELSNEGARQ -------
QFMYCGEVNVKQ ————————————— LPAFNSTAESLQIKGL TBNDPAPQPPQESSP---
NVCQ ------------- INPELKVAETLKIRGLAEVSAGR-—--——-————
ESE-——---—mmmmmu LQGLLRTAEQLKIKGLCETAENADDLNDAATATI
I ------------- LPHELKTAEMLKIKGLAEMPT—————————————

ADGIISHLVFRAIL

DVSWSDLKAL
AD.I FTDLKT

DV
DDLKT FMYYGEVNV
QELRA GEVN

SDMKSLL FMY GEVSVDQ

LAALLKAAESLQIKGLSDNRT----—--—=—-—---

DVPYSDMKSLLDFMYRGEVSVDQER----=-=-=-==—-—- LTAFLRVAESLRIKGLTEVNDDKPSPAAAAA---

Mri BTB alignment with BTB domains of Ttk-group members
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