1 JMETLNGPAGG GAPDTKPQPA GQHHRHHHLH PLAERRRLHR APSPARPFLK
50 JDLHTRPATAT PSAGRAPTPA APRSPSLAGK APPSPGPPAA PGRLSRRSGV

100 JVPGAKDKPPP GAGARSAGGA KAVPGTRRAA RAGPAEPLSR VGRPTGAEPP

150 JPAVAKGRKTK RGPGTPPARA VVPPARASRYV PAVTLSVTSVIAGCRINHTDS

200 SSDLSDCASE PLSDEQRLLP AASSDAESGT GSSDREPIRG APTPSSGSRG

250 |PPPGSPEPPI LLAAPP/ASA CLGGRSSPGG ASTGSPGPGS QEDVGGRAPP

* % *
300 ERTILGTSKE PSLGEQPRLL VVA\EEEELLR EMEELRSEND YLKDELDELR\
CC1.
350 |AEMEEMRDSY LEIE\DGYQLQE LRRELDRANK NCRILQYRLR KAEQKSLKVA/|
CC1.
a0 [ET|GQVDGELI RSLEQD|LKVA KDVSVRLHHE LETVEEKRAK AEDDNETLRQ .
—» < cc2.
B conf: AN Ezzennn i RERRIREREN R En-nn RN ENERRERERRNE R Enn=ndEN
Pred: ______% ——

ARZ: SLGEQPRLLVVAEEE EMEEMEDSYLEEDGYQ
1
170 210

CC1 wt Pred: CCCCCCCH%PHHPHHHEH%ksﬂjmm;ﬁ;um&mmumccc
180

cont: JANNNNRRzonnEnRRRRRNNRRERNNRNRRRRE N ERRRNn R aaEEl
Pred: O: )_

CC1 5LP pred: ccocececcecoececocceccecccccceccceccCcCHARHBREABRERRECCCC
AA: SLGEQPRLLVVAEEEE edRsEgD Kk DER DHPRAEMEEMRD S YLEEDGYQ
1 1

170 180 190 2

NS || BeRRR | [[[[[[[][FRRRR L] TR
CC15LA "% — —

Pred: CCCCCCCHHHHHHHERHHHHHHHHHEHHHHHAHAHANEAA HEEARAERAREACCCC
an: sLeEQPRLLVVAREEHR e AR s o ko rg.0ddRA gMEEMRDSYLEEDGYQ
1 T T T 1
170 180 190 2 210

S2 Fig. The amino acid sequence of the MTCL1 N-terminal region and the
predicted secondary structure of the first half of CC1. .

(A) The amino acid sequence of mouse MTCL1 from 1 to 450 1s shown. Red and green
boxes indicate N-MTBD and the proline-rich region, respectively. Proline residues are

red. The sequences corresponding to CC1 and CC2 are boxed by black, in which



residues 1n the “d” position of the heptad repeat (a-b-c-d-e-f-g)n are blue. The amino
acids 1n the first half of CCI1 are bold, and the mutated residues are indicated by
asterisks. Note that the heptad pattern of the first and latter half of CC1 is interrupted by
a single residue, glutamate (red arrow). (B) Secondary structures of the first half of CC1
wt and its mutants were predicted by the PSIPRED  program
(http://bioinf.cs.ucl.ac.uk/psipred/). Positions of mutated leucine residues are indicated
by red rectangles. Seven residue repeats, (a-b-c-d-e-f-g), are indicated by black brackets

under the sequences..



