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An unfortunate mistake occurred when preparing Fig. 1 and Supplementary information Fig. 1. The regions highlighted as basic and
helix—loop-helix were incorrectly placed. Fig. 1 and Supplementary information Fig. 1 are shown correctly below with original legends.
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Fig. 1. Amino acid alignment of smyoDlc (DQ317527), tmyoDlc (EST: CX137438), btmyoDlc (DQ366710), smyoD1b (AJ557150), tmyoDl1b
(TmyoD2) (Z46924), smyoDla (AJ557148), and tmyoDla (TmyoD1) (Z46924). Amino acid sequences identical to smyoDIc are indicated by a dot.
Gaps are shown as a dash. Stars identify identical sequences globally and colons represent conserved amino acid substitutions. The basic (light grey)
and helix-loop-helix (dark grey) domains are shown.

* DOI of original article: 10.1016/j.febslet.2006.08.016

“Corresponding author. Fax: +44 1334 463443,
E-mail address: iaj@st-and.ac.uk (I.A. Johnston).

0014-5793/$32.00 © 2006 Federation of European Biochemical Societies. Published by Elsevier B.V. All rights reserved.
doi:10.1016/j.febslet.2006.10.032


https://core.ac.uk/display/82264724?utm_source=pdf&utm_medium=banner&utm_campaign=pdf-decoration-v1
mailto:iaj@st-and.ac.uk 

D.J. Macqueen, I.A. Johnston | FEBS Letters 580 (2006) 6286—6287 6287

A

nh 35 W 93 h 35 ©h 93 nh 35 9
) =

nh 35 h 93

h 3 ©h 9

r.

a.

MyoD2
MyoD2
MyoD1

MyoD1

MyoD2
MyoD2
MyoD1

MyoD1

MyoD2
MyoD2
MyoD1

MyoD1

MyoD2
MyoD2
MyoD1

MyoD1

MyoD2
MyoD2
MyoD1

MyoD1

10 20 30 40 50 60 70 80
U O DN DN DU RN DTS PRI UUUY FUUUE PUPUR DU BURTN PUROS PR
MDLSELVFPLS-ADDLYDDPCFSSGDLNFFDDLDSRL - - - -LLKPEGHQHLHHH--VPSAEEEL-------- EEETVVEE
....D.P.. .S o TS.M....... A..MHAG..... D.L.H...YH..I....---=-=-=--=-=--=----- D.
ELL.IS.SIPA...F....... TS.MH..E.M.P..VHAG....DDCCSSSSLSPSS-SSASPSSLLHIHHHT .AEDD.
.E..DIS..IPA...F...... NTS.MH. .E...PW.VHVG. ...DDSSSSVSPSPSS. .SSSPSSLLHLHHHA.GEDD.
90 100 110 120 130 140 150 160

HVRAPGGLHQAGRCLLWA(JKACKRKTTHADRRKAATMRERRRILYKVNDAFETLKRCTASNPNQRLAKVEILRNAISYIES

............ L P MR ccoco0c0000000Bc0000Pao0ocoooccoono

I S HH........J........ NV....... L..... Boooooo0o000 MIc coooo Poo0000000000000

..... S.H..........L.......N........L..... ©00000000000affocooo0oclPococoooococoano
170 180 190 200 210 220 230 240

ILOALLJRTSGQDQSFYPPLEPYGADSEASSPQSNCSDGAMDYVSP-CVTSNAKNNRSRRNIQTTGD---------------
..... -.R.E.......H.SG..D R......M..FI..-.SSTSENSDG.FS.QTAYES---------------
..... G-...EA..TV..H.SG..D....R......MT.FNG.T.QSNRRGSYY.S-YFSQ.PKAFAPPGSAIFVPPGS
P G-...DGY..V..H.SG..D....R...... MT.FNG.S.QSNRRGSYD.SSYFSE.PN---------------
250 260 270 280 290 300 310 320
S U PR DU DU BRI DU DS DS DU BRI BTN T DU DR
—————————————— SSSKQCLVSSLECLSSIVERISTDPTVVAPVGDSVVP---------RGPGSPQSSPAG--------
ffffffffffffff RR..RS.....D.............-A P......---------Q......N..T.SSPAGSSH
VNNCSAWFCFAGSLKAERN---...D........... ATSSGP.PV.GRGS----------- ..PL.A.SPRSS------
——————————— GGLK.ERSSV....D............TSSLL.AA.GPASPTTPPTGEAAA..PV.IPSPTAS------
B
330
R PO
______ IYEPL- Gene S. Aurata myoD2  T. rubripes myoD1
PAEPNS..... - .
T. rubripes myoD2 -
-REPNL. .QV. -
~QDPNL. .QV. - S. Aurata myoD1 - 18.6%

Supplementary information Fig. 1. A. Full amino acid sequence alignment of myoD2 orthologues in Takifugu rubripes (T.r.) and Sparus aurata
(S.a.) with their myoD1 paralogues. Accession numbers are: 7.r. myoD2 (NM_001040062), S.a. myoD?2 (AF478569), T.r. myoD1 (AY445316) and
S.a. myoD1 (AF478568). The basic (white boxes) and HLH domains (grey boxes) are shown. B. Percentage identities of the same sequences as in A.
Note that paralogues are more dissimilar than orthologues (grey and white boxes, respectively). Sequences were aligned using emboss:needle and the
Blosum62 matrix (http://www.ebi.ac.uk/emboss/align/).
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