\ \ ! h
&1\7\\\) Za ‘M@ L‘% “ﬁ\

Title Processive recoding and metazoan evolution of selenoprotein P:
Up to 132 UGAs in molluscs
Authors Baclaocos, Janinah;Santesmasses, Didac;Mariotti, Marco;Bierta,

Katarzyna;Vetick, Michael B.;Lynch, Sharon;McAllen,
Rob;Mackrill, John J.;Loughran, Gary;Guigo, Roderic;Szpunar,
Joanna;Copeland, Paul R.;Gladysheyv, Vadim N.;Atkins, John F.

Publication date

2019-08-20

Original Citation

Baclaocos, J., Santesmasses, D., Mariotti, M., Bierta, K., Vetick,
M. B., Lynch, S., McAllen, R., Mackrill, J. J., Loughran, G.,

Guigé, R., Szpunar, J., Copeland, P. R., Gladyshey, V. N. and
Atkins, J. F. (2019) 'Processive recoding and metazoan evolution
of selenoprotein P: up to 132 UGAs in molluscs’, Journal of
Molecular Biology, 431(22), pp.4381-4407. https://doi.org/10.1016/
j.jmb.2019.08.007

Type of publication

Article (peer-reviewed)

Link to publisher’s
version

https://www.sciencedirect.com/science/article/pii/
50022283619305133?via%3Dihub - 10.1016/j.jmb.2019.08.007

Rights

©2019 The Authors. Published by Elsevier Ltd. This is an
open access article under the CC BY-NC-ND license(http://
creativecommons.org/licenses/by-nc-nd/4.0/) - http://
creativecommons.org/licenses/by-nc-nd/4.0/

Download date

2026-08-13 22:52:26

[tem downloaded
from

https://hdl.handle.net/10468/8769

University College Cork, Ireland
Colaiste na hOllscoile Corcaigh



https://hdl.handle.net/10468/8769

Figure S3

A- Protein alignments from blast

Protein alignments from exonerate
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B = Comparing scores of identical blast and exonerate hits Log(evalue) is inversely proportional to exonerate score
[removing hits with saturated evalue =0.0]
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H.sapiens:300-381 UCCHCRHLIFEKTGSAI U-CK ENLPSLCSUIGLRAEENI 'LPPAA ISQ LIP TE AIURUKNQA KKUEUPSN
L.longissimus:547-605 ULCQ PEVRSRUECQPGRRSD EQA KSSEUQU HTQSGRUQURTSSL SNCQU
L.longissimus:520-584 GSGKIuURCQ NTIIGQC U  RATGRHA Q0 PEVRSRUECQPGR RSD[E COUQEQA VQKSSEU
L.longissimus:478-537 UEUR  SLGSTU UIP GGRSD QQGPTTTSNUQUQSG HGSGK UOCQNTSI GQCQU
L.longissimus:386-446 UQUR SGISAVO SUQCRSRNDLGO SACQUQ PSTQUIUOOSTGG DGSIUOUPSANGL SNUQU
L.longissimus:374-437 IU UQ DQAGQT UIURSGHSAVQ UQCRSRNDLG SACIUOPSTOUQUOQSTGGDG SSUQUPS
C.gigas:349-401 CSUQHQLAALEQHP § UHCHLQADDSLQDCQUQG SRG UIUQEVGTN IQUQUPS
C.gigas:450-523 CLUQCQQSI NNVVI IUPMGNTVDAYVSCSNPSA II IUPLETSSTRNUQUQSD QSGVNSUSUQNSI  GSu@u
C.gigas:529-573 SNLSU@CQ DSEQTTETUYCQTPVDSTND Bvu@cravsGsuBuaTl

Consensus

++++C+++1 FEKTGS++SUO+QMG+++GSTCOUOPORA+DSLTERS+UOUQLP+++UQU+QQUOGS+++SUSUOUON+++VQSSUQU PSN




