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5’ UACUGUCAUUGUAUUCAAAUCUCAACAUUCCAUUAUUUUAAUA 3’
II: I III IIIIITIIT

3’ AUGUAUGAAGAAAUGUAAGGU miR -1

5’ UACUGUCAUUGUAUUCAAAUCUCAACAUUCCAUUAUUUUAAUA 3’
:I: ITI 1II: IITIIIII

3’ GGUGUGUGAAGGAAUGUAAGGU miR -206

Wild-Type MSTN [

5’ UACUGUCAUUGUAUUCAAAUCUCAACGUUCCAUUAUUUUAAUA 3’
II: I III II:IIIII

3’ AUGUAUGAAGAAAUGUAAGGU miR -1

5’ UACUGUCAUUGUAUUCAAAUCUCAACGUUCCAUUAUUUUAAUA 3’
:I: IT II: II:IITIII

3’ GGUGUGUGAAGGAAUGUAAGGU miR -206

Clop, A., Marcq, F., Takeda, H., Pirottin, D., Tordoir, X., Bibé, B., Bouix, J., Caiment, F., Elsen, J.M., Eychenne, F.,
Larzul, C., Laville, E., Meish, F. , Milenkovic, D. , Tobin, 1., Charlier, C., Georges, M. (2006)
A mutation creating a potential illegitimate miRNA target site in the myostatin gene affects muscularity in sheep

( G | I | |TI II" Nature Genetics, 38: 813-818
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Translational inhibition of the Texel MSTN allele

Hypomorphic allelg
% Small effect

Are Texel-like mutations common?
B Patrocles database
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3’-UTR

B Subtle variation in expression (hypo/hyper)
B Possibly no phenotypic expression
B Risk factor in complex diseases?

Georges M., Coppieters W., Charlier C. (2007)
( | l . o Polymorphic miRNA-mediated gene regulation: contribution to phenotypic variation and disease
aiil ITI [ I" Current Opinion in Genetics & Development 17:166-176
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Genommice Patrocles
Background The database of
Pol hi
Oymort%r;:els polymorphic miRNA-target interactions
Polymorphic
miRNAS
Polymorphic
silencing
machinery
Patrocles
finder
Patrocles D C u rre N tl y,
Home
B human
B mouse
B bovine
® dog
B chicken

Why the name "PATROCLES™

To a large extent, Patrocles was killed by Hector because he went to battie wearing the
armour of his fnend Achilles. Likewise, the mutani Texel MSTN mRNA has mistakenly
become the target of miRNAs because of its disguise using a target octamer motif borrowed
from g=nuine target genes

Callimir http://www.patrocles.org/
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Genomics target site
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Y e e m Xie et al. (2005): 540 8nt motif (mammals)
conserved, putative miR target sites

Steiene e m Lewis et al. (2005): 569 8nt motifs (human)
Paticcles e mature miRNA in miRBase 2-8 + A
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Targets (zoomed output)

Polymorphism

Ancestral allele

Universitée
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18125928

19271324

18271327

19271869

19386141

19388832

19392213

(G”IIIIII

-1

-
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1

|

-1

rs34926310

rsb844430

rs34412877

rs1044109

rs434049

rs1053206

rs1058503

-IA

AG/A/

G/-

AIC

G/C

CIT

AG

?

yes

7

ACTCAGGG Expr

ACTCAGGG Expr

CCCCACCA Expr

CCAAAGAA Expr

AGGAAGCA Exor

Unknown ACTCAGGT Exor

Unknown ACTCAGGT Exor

miR-92a-

s

TGCACTGT n/a

TTGGTGC nfa

Unknown CCAAAGAC Expr

X
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a- 30
niR-
16b
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Unknown

Unknown

Unknown

Unknown
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Targets (zoomed output)

Polymorphism

Ancestral allele

Universitée
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G Positon [st]_sNPi_[Ateles]vaial Octamer [ExprSouroe] miRNA | Octamor [Expouree] miRiA

22 18125928

22 19271324

22 19271327

22 19271869

22 19386141

22 19388832

22 19392213

(G”IIIIII

-1

1

|

-1

rs34926310 -/A

rsb844430 AG./N

rs34412877 GI-

rs1044108 A/C

-3

ACTCAGGG Expr

miR-

Patroclas

mMa

: ;

rs434049

rs1053206

rs1058503

Patroclas

MINA nge!
Taparmnatisl wMBA | opnoeam

e

CAGGT Exor

TGCACTGT n/a

TTGGTGC nfa

' Unknown CCAAAGAG Exor

516a-30
miR-
516b"

b

ug

X

Co-expression

miRBase

Unknown

Unknown

Unknown



Targets (zoomed output)

22 18125928

22 19271324

22 19271327

22 19271869

22 19386141

22 19388832

22 19392213
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miR-
516a-3p ENSG00000185214
miR- KLHL22
516b*
ENSG0000009393917
Unknown PCOAP
ENSG0000009383817
Unknown PCOAP
ENSG000000938917
PCQAP
ENSG00000128388
Unknown =N\ 032262
ENSG00000128389
Unknown =="uM 032262
ENSG00000133511
Unknown PIK4ACA

Ensembl
HUGO

Ensembl
HUGO

Ensembl
HUGO

Ensembl
HUGO

Ensembl
ReiSeq_dna

Ensembl
ReiSeq_dna

Ensembl
HUGO
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Keich-like protein 22.
[Source:Uniprot/SWISSPROT;Acc:Q53GT 1]

Positive cofactor 2 glutamine/Q-rich-
associated proteln (PC2 glutamine/Q-rich-
associated protein) (TPA-inducible gene 1

protein) (TiG-1) (Activator-recruited cofactor

105 kDa companent) (ARC105) (CTG

repeat protein 7a).
[Source:Uniprot!/SWISSPROT ;Acc:QI6RNS]

Positive cofactor 2 glutamine/Q-rich-
associated protein (PC2 glutamine/Q-rich-
associated protein) (TPA-inducible gene 1

protein) (TIG-1) (Activator-recruited cofactor

105 kDa component) (ARC105) (CTG

repeal protein 7a).
[Source:Uniprot/'SWISSPROT ;Acc:QS6RNS]

Positive cofactor 2 glutamine/Q-rich-
associated proteln (PC2 glutamine/Q-rich-
associated proteln) (TPA-Inducible gene 1

protein) (TiG-1) (Activator-recruited cofactor

105 kDa component) (ARC105) (CTG

repeat protein 7a).
[Source:Uniprot/SWISSPROT ; Acc:QI6RN5]

Phosphatidylinositol 4-kinase alpha (EC
2.7.1.67) (Pi4-kinase alpha) (PtdIns-4-
kinase alpha) (Pl4K-alpha).
[Source:Uniprot/SWISSPROT Acc:P42356]
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miR-
g - 516a-3p ENSG00000185214 Ensembl Keich-like protein 22.
22° 19125928 -1 rs34926310 -IA L Trag KLHL22 HUGO [Source:Uniprot/SWISSPROT;Acc:Q53GT1]
516b"
Positive cofactor 2 glutamine/Q-rich-
bty (PC2 glutamine/Q-rich-
1 — B (TPA-inducible gene 1
22 19271324 1 rs5844430 AC: X Unknown ENSGg%%JggQQQH ivator-recruited cofactor
e ent) (ARC105) (CTG
protein 7a).
ISSPROT;Acc:Q96RN5]
2 glutamine/Q-rich-
(PC2 glutamine/Q-rich-
(TPA-inducible gene 1
22 19271327 1 [s34412877 G X Unknown SMSCTRREESS0L] ivator-recruited cofactor
S Ensembl kent (arcios) (cta
. protein 7a).
[Source:Uniprot/SWISSPROT;Acc:Q36RNS]
Positive cofactor 2 glutamine/Q-rich-
associated proteln (PC2 glutamine/Q-rich-
associated proteln) (TPA-Inducible gene 1
22 19271869 1 rs1044108 A/ ENSGg%%)ggQQQW EQS%%D' protein) (TiG-1) (Activator-recruited cofactor
e 105 kDa component) (ARC105) (CTG
repeat protein 7a).
[Source:Uniprot/SWISSPROT ; Acc:QI6RN5]
ENSG00000128388 Ensembl
22 19386141 1 rs434048 GIC X  Unknown NM 032262 RefSeq_dna
= ENSG00000128389 Ensembl
22 19388832 1 rs1053206 Cf X  Unknown NM 032262 RefSeq_dna
Phosphatidylinositol 4-kinase alpha (EC
. ENSG00000133511 Ensembl 2.7.1.67) (Pi4-kinase alpha) (PtdIns-4-
22- 19392213 | =1 1058308 | A & Hnknown PIK4CA HUGO Kinase alpha) (Pl4K-alpha).

(G”Illlll

[Source:Uniprot/SWISSPROT Acc:P42356]
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callecting duct 5] ©
colon ® O score?
embryo 0000 =X tissue mapplng?
eoithelial cell . . O
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glomervius . .
heart 5] Q = target gene
Kidney ® 'Y ) = SymAtlas
er ) [ = mMiRNA
lung @ ® » cloning
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pancreatic alpha cel O o » computational
pancreatic beta col O Q
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skin 9 @
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spinal cord @9 L @ [02.04[
spicen o @ © [0.4,0.6[
st © e @ [0.6,0.8[
i ® il [0.8,1.0]
T-lymphocyte CD8 ) OO0

Landgraf P, Rusu M, Sheridan R, Sewer A, Iovino N, Aravin A, Pfeffer S, Rice A, Kamphorst AO, Landthaler M, Lin C, Socci ND, Hermida L,
Fulci V, Chiaretti S, Foa R, Schliwka J, Fuchs U, Novosel A, Miller RU, Schermer B, Bissels U, Inman J, Phan Q, Chien M, Weir DB, Choksi R,
De Vita G, Frezzetti D, Trompeter HI, Hornung V, Teng G, Hartmann G, Palkovits M, Di Lauro R, Wernet P, Macino G, Rogler CE,

Nagle JW, Ju J, Papavasiliou FN, Benzing T, Lichter P, Tam W, Brownstein MJ, Bosio A, Borkhardt A, Russo 1], Sander C,

( G | I | m | r Zavolan M, Tuschl T (2007) A mammalian microRNA expression atlas based on small RNA library sequencing. Cell 129: 1401-1414
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Co-expression: computational data
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Selective avoidance as in

Farh KK, Grimson A, Jan C,
Lewis BP, Johnston WK, Lim LP,
Burge CB, Bartel DP (2005)

The widespread impact of
mammalian MicroRNAs on mRNA
repression and evolution.
Science 310: 1817-1821
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SRS : [0 DSPs altering miRNA sequence

Unit

LSS Polymorphic miRNAs B (de-)stabilizing interaction
Genomics . . .
[0 DSPs altering miRNA concentration
e m  SNPs altering processing efficiency
o e B CNVs encompassing miRNA genes
. B eQTLs corresponding to host genes

output report

Seheet £TTL:

N Matnss bes vt atiane
Outpet o Uriit Polymorphic miRNAs -
Tow fa Lonkew
1T e F Animal Report
By ooy = T Genomics
e ”. " IENE =
Bavkgronnd
Polymorphic
targets
Pulymurpht
* 1 i
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silencing
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] various filters
m SNP
m host gene
B miRNA
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MiRNAs (zoomed output) ste | B

T
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T (W) CCUAAACUCACACACCIUAUACACUCGCAUU GAACC l.l»" AL A
=i\ GECUUUCACUCUCUUCAAUAUCUACACCUAA CUUGGEUCC UC €
A G «A
G f c G CC
A SCUAAAGUCACACAGGUUAUAGA CUGCAUU GAACCCAGG AE A
: GEEUUUCAGUGUCUUCAAUAUCU CGACCUAA CUULGGUCE UC G
A A G -A
Sa-mir- [S12778876 7 remature AT (T/A
10 ©B578416 GR578511 -1 * P i
( MI0003620 ) rs12780546 ? premature T/A (AIT) s = T
A (W) CCUAARCICACACACCUUAUACAUCUGEAUY GAACCCAGE AS A
S UUUCAGUEUGUUCAAUAUCUAGACCURR CUUGGGUCE UC €
A G -A
& G CcC
~ OCt = ol GGAUU GAACCCAGE AG A
- e \...JL!\ JEUCUUCAAUAUC ACACCUAR COUGGCUCC UC G
g A G -A
GE -RAC G - 96 & --—G6 ¢ COUJUAAARR
o Wi BeC £ UG COCAGE GG GU UU CEA ALCHY &}
= = JGG C AC UGGUUC CC CC AA CCU UCGAC G
hsa-mir-508 & ACA ( G U GU G ACUA - ~ANCCUCUAC
SEESSTEES 400 102724732 102724831 1 rs4919510 yes mature  C/G = = — .
( Mi0003621 ) s o i S A A W A s & 4
, GCC C UC CCCAGG GG GU UU CCGA ACGCU cC HO- A
2 JCG C AC UCEUUC CC CC AA /010 6 [0/ CC AN A
ACA ACA € G U GU G ACUA - CAACCIUCHA G A
goe A -4 G cC
G (WD) CAAGGUCEIAC LA GU CUOURAALCIC [.LL '.J CA U
= 2y CUUCCGUAIGEL CA GAAUUUCCAC UGG G CA D U
hsa-mir-93 9 A A gc A AC
.m -
(——Hmoﬂﬁo) 10 29931199 29931281 -1 rs12416605 no  seed CIT (GIA) 5 ace A -A G co
= A GANGGUGUACCA CU  CUDAAAGEIG ACC C GO caA U
CUUCCCUAUGEU CA CAAUUUCCAC UGG G CA CGU U
8 ==A A dCc A AC

CG“IIIIII
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L' UAAACUCACACACCUUAUAGALICUG f_lx..‘. GAACC LI»" f\' A

T ) GECUUUCAGUCGUCL 'Jq\AJ:\ CUACACCUAA CUUGCCUCC UC €
A G -A
UG P g ¢ cC
A CCU nAN JCACACAGGUUAUAGA CUGCAUU GAACCCAGG AG A
: GEEUUUCAGUGUGUUCAAUAUCU CGACCUAA CUULGGUCE UC G
A A G A
~Mmir= 10 premature AT (T/A)
( MIDD03620 ) premature T/A (A/T) oG a A on

. RB A (WT) CCUABRGUCACACASCUUAUAGAUCUEGAUY GAACCCAGE AS A
mi ase bl GEEUUUCAGUCUGUUCAAUAUCUAGACCUAR CUUGGGUCE UC €

A G =&
uJs . & G CcC
r { G CUGGAUU GAACUCCAGG AG A
- CUCUCUUCAAUAUC ACACCUAR COUCGCUCC U G
g A G -A
GG -RA C G - 98 & ~--G £ CCUTUAAARAA
c wm OCC CUCCOCAGG GG GU UU  CGA ACCK o
= s C AT UGCUUC CC CC AA CCU UCGAC &
B WCA C G U GU G ACUA = -AACCUCUAC
Dsa-micB08 40 402724732 102724831 1 rs4919510
( Mi0003621 ) s ARG 6 A A e I S g€ u
€ UC GOCAGG GG GU UU  GGA ACCU £C HU A
C AC JcEUUC CC CC AR ceu UCCA CC AA A
\CA G & J GU G ACUA - CAACCUCIA G A
. —— U ecc A -A G CC
CAAGGUCUACCA CU  CUURAACCUC ACC C GJ CA U
CUUCCGUADGEY CA GAAUUICCAC UGCE G CA GE U
hsa ir 93 J A A gc A AC
-m -
nsa-mitdB 45 p9931199 20931281 -1 1512416605 SNP — =
( MIOOD5760 ) A P R
GAAGGUGUACCA G  CUBAAAGCUC ACC © U CA U

CUUCCCGUAUGCU CA CGAAUDUCCAC UGG G CA GU U
g -=A A JdC A AC

<Cl||||||||
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ICUCCAUU CAACCCAGE AC A
CACCUMA CUUCCGUCC UC G

A € =A

A g g e
A CUGGAUU GAACCCAGG AG A
A GACCUAA CUUGGEUCE UC

A A ¢ -A
o3k [S12778876 7
784 7851 -
( MI0003620 ) 10 988578416 88578511 1 (512780545 ? 2 TS

CUGGAUU GAACCCRAGE AG A
AGACCURAA COUCCEUCC UC
A c -A

J = ¢ cc
¢ UCUGGAUU GAACCCAGG AG A
| AGACCURA CUUGEGUCC OO
4 A

G -A

c CCUUUAAAAR
CCA ACCIC G
°CU UCGAC G
A - ~AACCUCUAC
hsa-mir-808 : 224332 s _at Dixon et al 2007
1 7247 102724 91951 o > . Variation 4711 ' TR e T e e e
Chiiooopeagy (10 [FTAsfal TOREEE 18 MELEIEH A gEE=——— i et ENSCO000009533% 50027 6 at (Supp. Table 1)
GEA AGCU £C UU A
CCU UCCA SG AA A
A - GAACCUCUA G A
A -A G cC
AAAGCUC ACC C G CA U
JUYUCCAC UGE 6 CA GU U
hsa-mir-938 B BE A Pant et al 2006
-mir- : ant eta
10 28931188 28931281 -1 12416605 AR Variation 4673 ENSG000C00197321 SVIL FANL 818l 4YUY
( MIOO05760 ) rs no A -A C or arigtion

A (Supp. Table 1)
!!aaa!:rl A"L' Q EJ ',\

\AJUUCCAC UGG G CA GU

A g C A AC
CG“IIIIII

o
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ECECICE: N e

ICUCCAUU CAACCCAGE AC A
CACCUMA CUUCCGUCC UC G

A € =A
g g CC
A CUGGAUU GAACCCAGE AGC A
A GACCUAA CUUCCGUCE UC G
A A c -A
nsa-mir-607 (12778876 7
784 7851 -
( MIDO03620 ) i E Ll AL 1 rs12780548

hsa-mir-808 ’ . 224332 s_at Dixon et al 2007
porrrollE 724732 102724 91951 = . Varistion 4711 EN e
(Mioo3sz1) 'O 102724732 102724831 1 rsA913510 yes g g ¢ u ~Yanaton ENSCA0000099338 540027 ¢ at (Supp. Table 1)
GGA AGCU £C UU A
CoU UCCA CG AA A
1) - GAACCUCUA ¢ A
A -A G cr

ABAGCUGC ACC C Gl CA U
JUUCCAC JUGE 6 CAGU U
A UC A AC

Dsa-mir938 15 29931188 20931281 -1 1512416605 no e Varigtion 4673 EN

( MIOODS760 )

(G”IIIIII

3

A - A G
KIAMGCUG ACC C &I CA U
\AJUUCCAC UGG G CA GU U

A UCc A AC

Ensembl
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Gene attributes Gene position

Geno Other
T A e S N ET -y

HEDLS/ P-bodies:

ENSG00000038358 EDC4 Ge-1 decapping

16 ©6464500 ©6475806 1 rs2282317 yes  splice-site

non-
synonymous
rg197412 yes hon- T/C
[s197414 yes °YNONYMOUS  opn
ENSG00000054703 DDX20 GEMIN3 RISC/mIRNP 1 112099742 112111722 1 rs35755074 vyes syn;‘:;‘n‘ma AG
rs6660448 yes R C/A
[s89276  ves sgynonymous 1/C
nen-
synonymous
non-

rs17480618 yes >YNOWMOUS o0 (cig)

ENSGO00000B0802 CNOT4  NOT4 de’;:’::;;ﬁ;on 7 134697975 134845365 -1 re3812265 yes syn::;‘r;ous CIT (G/A)
56968632 yes o TIC (AG)

SYNoNymous

splice-site

splice-site

non-

(51421613 yes *Y"ONMOUS 1o (arG)
181421814 yes syn::;’,;ms GIC (CIB)
(81974777 yes Sy CiT (G/A)
1534185320 yes synonymous CIT (G/A)
P-bodies: rs35359985 vyes non- G/A(C/T)
ENSG00000082518 GEMINS transigtional- 5 154247169 154207941 -1 1535522740 yes synonymous GIC (C/G)
repression 535562111 yes non- AIC (TIG)

rs35707071 yes SYNONYMOUS C/T (G/A)
1535899504 yes ROR; CIT (GIA)
(s6865050 yes YNOMYMOUS qua cim)

non-
8816736 yes SyNonymous G/A (CIT)

non-
Synonymous

CG”HIIII splice-site



Machinery (zoomed output)

Gene attributes

Universitée

Gene position

de Liége

Geno Other
T A e S N ET -y

HEDLS/
Ge-1

P-bodies:

decapping 16

ENSG00000038358 EDC4

ENSG00000064703 DDX20 GEMIN3 RISC/miRNP 1

66464500 66475806 1 rs2262317 yes

rs187412 es

splice-site

non-
SYNONYMOUS

rs197414
535755074
re6880448

1583276

112099742 112111722 1

ENSG00000080802

P-bodies:
fransigtional- 3§
repression

ENSG00000082518 GEMINS

CG”IIIIII

Ensembl

rs17480618
183812265
56969632

> 134845365 -1

dbSNP

rs1421€13
rs1421814
181974777
534185320
rs35359985
1535522740
1535562111
535707071
(535899504
186865650
8816736

yes
yes
yes
yes
yes
154247165 154207841 -1
yes
yes
yes
yes
yes

splice-site
splice-site
non-
Synonymous
non-
synonymous
non-
synonymous
nen-
Synonymous
nen-
synonymous

non-
Synonymeous

non-

Synonymous
non-

Synonymous

splice-site

TIC (A/G)
G/C (C/G)
CIT (G/A)
CIT (GIA)
GIA (CIT)
GIC (C/G)
AIC (T/G)
CIT (G/A)
CIT (G/A)
GIA (CIT)
GIA (CIT)

<
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Gene attributes Gene position By
| mosatiens | Jo%, | 2%, | comparment|cir| s | na[su| s

Cow | ean |
SNP
o[ | o [ oree | e

Z HEDLS!  P-bodies: i z
ENSG00000038358 EDC4 docappng 16 6464500 66475006 1 rs22e2 ice-site GIT
0nN-
inymous
rs197 non- TIC
5197 wanymous CIA (?gﬂng eTxaat:l:;O;)T
ENSG00000064703 DDX20 GEMIN3 RISC/mIRNP 1 112099742 112111722 1 rs357 ,n;:y"aous NG DDX20 PP )
7Y = Panl et al 2006
rs668 e C/A (Supp. Table 1)
1585 onymous TIC
0n-
nymous
non-
s rs174f ";’L’:‘m“s GIC (C/G)
1 . A - . es: ; - s / - o 5
ENSGO0000080802 CNOT4  NOT& ool 7 134697975 134845385 -1 rsagr 00 CIT (GIA)
rs696 von. | TC(AG)
0Onymous
lice-site
ice-site
non-
(5142 “:1"')":“’“ TIC (NG)
rs142 nanymous G/C (C/6)
18197 on. | CIT (GIA)
15341, nonymous C/T (GIA)
P-bodies: rs353¢ non- GiA (CIT)
ENSG00000DB2518 GEMINS transigtional- 5 154247165 154297841 -1 1533552  onymous GIC (C/G) GEMING  Deelal2005
2 (Supp. Tahle 2)
repression 53556 non- AIC (T/G)
rs3570] NYMous ¢/ (GIA)
rs3509 non- GIT (G/A)
rS686' IonYMOUR: | a/a (CIT)
non-
i nonymous BIAYLET)
non-
10nNymous

CG”IIIIII ice-site



Machinery (zoomed output)

ENSG00000038358 EDC4

ENSG00000064703 DDX20 GEMIN3 RISC/miRNP

ENSG0O0000080802 CNOT4

deadenylation

ENSG00000082518 GEMINS

CG”HIIII

16

-
[

7

5

66464500 ©6475806

112099742 112111722

134697975 134845365

154247165 154297941

-1

-1

<

Université u °
de Liége -

Gone atuibutes Genopostion | MM ow | eam
et EEE SR

rs2262

ice-site GIT
on-
INYymous
non- TiC
wanymous CIA Goring et a1 2007
5 Supp. Table 1
'n;r?ynmous '?G DELs0 =i :
non- CIA (Supp. Table 1)
onymous  1/C
1on-
nymous
non-
“:L’:"“S GIC (C/G) = —
nonymous C;(‘: (GIA)
non- HOWG)
onymous -
lice-site o x
lce-site
non- : :
ORYMOUS 2139 : X
n;:ynr;lous G- (G0S) =X 35
non. 0T (GA) PubMed

Ge el 8| 2005
(Supp. Tahle 2)




Part 4 — Custom 3’-UTR sequences

RENCC G)ATTC

TCACATACCACC G)ATTC

7

Compare 2 sequences

Analyse 1 sequence

Callimir

IEG—|N\CTGTGA |x

i

|l.|"Kf‘0Nl"
iR-27.
ACTGTGAA : E
CTGTCAAA [ X |Lr-kr~o~n
|AGl'.C,TI\GA | Y IM
ITN\GCACA,IL Ierrom
AAGCACAA ;' miR 218
I& SCACAAG [ X ’ervﬁm
ATATGCAA :‘: ’u niR:-448
IT'«TGCMT Ix |uufg.1r
|l~ulA]M |m |_|:l_l_q_
TTTCCAGA | M miR-675-3p
TGCAGAAA M | miR.ses |
GTTATATA |M miR:410
NTTTGAMA [N | miRogor
CACTTGAA | X Lnknown
a.\CTTGMT X ernom‘

5

Université

de Liége |

3’-UTR of MSTN allele (Texel vs. WT)

L T

IAACATTCC , miR-613
miR-1

1235|ACATTCCA miR-206

| miR-613

useful for species
not yet fully annotated...

or even not yet fully sequenced!

ug



=
Part 4 — Custom 3’-UTR sequences e UG

de Liége |

SN C G ATTC

3’-UTR of MSTN allele (Texel vs. WT)
Compare 2 sequences

TCACATACCACC GJATTC ‘ - rt| Motif m

1234 AACATTCC mlR 613
miR-1

miR-206
| miR-613

1235|ACATTCCA

reammmemicccatre Analyse 1 sequence

Swtfmort | Sourve|mRNA___|

s [mcTeTGA (X |Unknown
M mi-27a
€5 [ACTGTGAA | [ =

g6 [cToTomma|[x [ Unknown

|Fe.'1‘ |AGCCTI\GA IM IIT\IH-FAS

Ehmocm/\r[ X [ urknown

118 [MAGCACAA

[‘- 19 [Mé[ ACAAG | X ’Lr‘knnm

157 [ATATGCAA ': ’ IniR:448

[158 [rarocmat [x  [unkrown
|1y) |ICGIA]M IM |1n_/_r}_

miR 218

216G [TTTCCAGA M miR-675-3p

[ses [recacam||n [ min.see

207 [GTTATATA [M | miR-410
[421: ATTTGAM M | miroso7

436 |CACTTGAA | X Lnknown

. A
=
Callimir o e




b

Conclusions p— Uﬂ

e de Liége |

Callimir

Tool to help prioritizing wet-lab experiments

Reports of polymorphic target sites / miRNAs

We hope it will be useful...

http://www.patrocles.org/

SLITRK1 (Abelson et al., Science, 2005)
AGTR1 (Sethupathy et al., AJHG, 2007)
AGTR1 (Martin et al., JBC, 2007)

DHFR (Mishra et al., PNAS, 2007) <l
HLA-G (Tan et al., AJHG, 2007)

REEP1, FGF20 (ASHG meeting 2007) ...

miR125a (Duan et al., HMG, 2007) ...




