Figure S1: Sequencing chromatograms of confirmed ENU-induced mutations
[image: image1.png]— Sequencher X

Flo Bt Selet Contg Sequence Vew WindowFelp
= x]
B

B cr2-51 (rsp w56 CAGCAGTTGCACTCTCGOATGCAGCGGGTAGGAAGCAGTTTCTCCACCS6CAGCGEOAACCCGOGGARAACCGEOTAGCTTECCGATETCCCAGC]~
Bonsines  |SEENBCAGTTGCACTCTCGOATGCAGCOGGTAGGAAGCAGTTTETCCACCHE6CAGCGCOAACCCGE6GARAACCGEOTAGETTCCCEATHMCE
Borsifnn  |G6CAGCAGTTGCACTCTCGOATGCAGCOGETAGGAAGCAGTTTCTCCACCNG6CAGCGEOAACCCGE6GARAACCGEETAGETTECCEATHMC CEMoH
B r2siRmar BTTGCACTCTCGGATGEAGCGGGTAGGARGCAGTTTCTCCACCGGCAGCOCGAACCCOG66AARACCOGETAGETTCCCGATHBE

71 frag bases 50 50 T70 50 Tso 00 Tito 120 130 140

sclsted 3t 66 CAGCAGTTECACTCTCOGATGCAGCGGGTAGGAAGCAGTTTCTCCACCHEGCAGCECEAACCCEEE0ARAACCOOOTAGCTTCCCEATOTCCCAGC

consensus poson. [ e T
nuta)ion

B Chromatograms from C
Gr2-51R-B0 Fragmertase #05. B 55 o 60 &
=l 6 5 oA G C A GT T 1 CT Ca coC S L La s ceCeaa £oc cooe
T T 717 JAAA a8 @ ¢ 1 d 4@ a1 T T a4 d 4 T

MAAAMNM Wi,

e bme AL Bases2 orions
GA A C C 6666
4 T

GG C
T T T

111 c1co¢
AAA df d 471

g0 L oo

ST T e bt Base i oro7
A6 GA A C f oo
T T T

111 1 et G C 5c
AAA a7 ¢ T T T

a0 ol

T
TS ST raen based s Basesi oro0”
A C G CcGaa C C 65656
T o

=

C
T d s T T 14

.
A
/ . An . nnan AN

C
T

En

A .
T A
B LN A IV o

En




[image: image2.png]et Ven fovates Tods b |

EBack v o -

| @search yrolders (BB X 0 [E

raess [ crros

Cri06 Sanger conf
Fil

Ser 1.11MB

Attrbutes: (normal)

|| @ ) (O] @l & || Eichromatogram figure.coc...| Excrros [ Sequencher

Modfied: 9/13/2007 12:25 P

Type: File Sze: 1.1 1B

Els

06 Sanger crfoeseque,

J, Sequencher
Fle Edt Select Contig Sequence View Window Help

(@ crosirus  [CAGACACTGAGGCCAGCGAAGGRCCTGAATACATTCTCCCTTGAAATAATGACTCETCRIIGTGCCTCR

@oresiFmit |CAGACACTGAGGCCAGCGAAGGYCCTEAATACATTCTCCCTTGARATAATGACTCCTCAGETGECTCAGAGET

4B Crte1 (e | CAGACACTGAGOCCAGCOAAGRECTGAATACATTCTCCCTTGARATARTOACTECTCAGSTECCTCAGAGETEACAGGTCETECTGEC

) crvstFmis2 |CAGACACTGAGGCEAGCGAAGGHECTCAATACATTCTCCCTTGARATAATGACTCCTCAGETGECTCABA
I c O - .

10 frg bases 0 50 00 Tito Tizo Tiso Tiao Tiso Tieo
sdeted oA GACACTGAGGCCAGCGAAGGICCTOAATACATTCTCCCTTGARATAATGACTCCTCAGGTOCCTCAGAGCTCACAGGTCCTCETGEE

consensus posiion
01 ) b B

B Chromatograms from Contig[0005]
CrisS1F-b15 Fragment baze #4. 5252 4 of 91
A A6

TR SIF i Fragment bas 18 B e 10 o798 "
CC 16 aA

TC

TSI i30T Fagremese 755 Fose 5761 100
A A6 6 CC 16

Py
ARG G TC A A

S SIRmAT Fragment bz e 700 Base B0 o908+
GG C T Ta A 4

11 a4 @ Al




Mutant Line: crf02
Gene Name: Hspb9
Chr. 11 base #
: 100535061
Base Change: G to AF
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Mutant Line: crf06
Gene Name: Mnt
Chr. 11 base #: 74570213

Base Change: T to CF
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Mutant Line: crf06
Gene Name: Plscr3
Chr. 11 base #: 69575985
Base Change: A to GF
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Mutant Line: crf06
Gene Name: Ramp2
Chr. 11 base #: 101069419
Base Change: A to TF
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Mutant Line: crf08
Gene Name: Olfr394

Chr. 11 base #: 73613411
Base Change: A to GR
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Mutant Line: crf08
Gene Name: Med13
Chr. 11 base #: 86036886
Base Change: A to GR
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Mutant Line: crf12
Gene Name: Centb1
Chr. 11 base #: 69611154

Base Change: T to AR
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Mutant Line: crf12
Gene Name: Gip
Chr. 11 base #: 95850000
Base Change: A to CF
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Mutant Line: crf12
Gene Name: Mpdu1
Chr. 11 base #: 69383797
Base Change: T to AR
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Mutant Line: crf12
Gene Name: Med13
Chr. 11 base #: 85998337
Base Change: C to AR
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Mutant Line: crf18
Gene Name: Klhl10
Chr. 11 base #: 100266509
Base Change: A to GF
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Mutant Line: crf26
Gene Name: Ccdc55
Chr. 11 base #: 76771482
Base Change: T to AR
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Mutant Line: crf26
Gene Name: Taok1
Chr. 11 base #: 77301436
Base Change: T to AR
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Mutant Line: gro01
Gene Name: Dvl2
Chr. 11 base #: 69733804
Base Change: T to GF
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Mutant Line: gro01 
Gene Name: Nos2
Chr. 11 base #: 78675816
Base Change: A to GF
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Mutant Line: gro01 
Gene Name: Traf4
Chr. 11 base #: 77886324
Base Change: T to AR
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Mutant Line: gro22 
Gene Name: Abcc3
Chr. 11 base #: 94185363
Base Change: A to GR
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Mutant Line: gro22 
Gene Name: Abr
Chr. 11 base #: 76296662
Base Change: G to TR
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Mutant Line: gro22 
Gene Name: Mbtd1
Chr. 11 base #: 93758035
Base Change: T to CF
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Mutant Line: gro22 
Gene Name: Mett10d
Chr. 11 base #: 74528690
Base Change: T to AF
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Mutant Line: gro41 
Gene Name: Stac2
Chr. 11 base #: 97860769
Base Change: C to AR
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Mutant Line: gro42 
Gene Name: Nsf
Chr. 11 base #: 103669305
Base Change: C to AR
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Mutant Line: Inf3 
Gene Name: Sp6
Chr. 11 base #: 96844781
Base Change: T to AF
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Mutant Line: Inf7
Gene Name: Plekhm1
Chr. 11 base #: 103216073
Base Change: T to CR
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Mutant Line: Inf7
Gene Name: RP23-263M10.5

Chr. 11 base #: 72806018
Base Change: T to CF
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Mutant Line: Inf7
Gene Name: RP23-350G1.1
Chr. 11 base #: 81603955
Base Change: G to A
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Mutant Line: l11Jus03
Gene Name: Git1
Chr. 11 base #: 77228888
Base Change: A to CF
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Mutant Line: l11Jus05†
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Gene Name: Med13
Chr. 11 base #: 85998715
Base Change: T to AR
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Mutant Line: l11Jus06
Gene Name: Tmigd1

Chr. 11 base #: 76632430
Base Change: T to CF
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Mutant Line: l11Jus06
Gene Name: RP23-185A18.9
Chr. 11 base #: 77995272
Base Change: C to AF
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Mutant Line: l11Jus08
Gene Name: Zzef1
[image: image64.png]ATACCCCGAM TETGGC QGG ACTCCCARACTGCTT



Chr. 11 base #: 72616638
Base Change: T to AF
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Mutant Line: l11Jus12
Gene Name: Map3k14
Chr. 11 base #: 103042222
Base Change: A to TR
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Mutant Line: l11Jus12
Gene Name: P140
Chr. 11 base #: 97357664
Base Change: T to CR


Mutant Line: l11Jus12
Gene Name: Tlk2
Chr. 11 base #: 105092268
Base Change: T to CF



Mutant Line: L11Jus13
Gene Name: Mrpl27
Chr. 11 base #: 94475340
Base Change: C to AF


Mutant Line: l11Jus13
Gene Name: Nbr1
Chr. 11 base #: 101389913
Base Change: A to GF


Mutant Line: l11Jus13
Gene Name: Nxn
Chr. 11 base #: 75988665
Base Change: T to AR

Mutant Line: l11Jus13
Gene Name: RP23-396N4.2

Chr. 11 base #: 104597480
Base Change: T to AF


Mutant Line: l11Jus13
Gene Name: Mlx
Chr. 11 base #: 100912363
Base Change: T to CF



Mutant Line: l11Jus14
Gene Name: Stat3
Chr. 11 base #: 100717534
Base Change: G to TR

Mutant Line: l11Jus15
Gene Name: Car10
Chr. 11 base #: 92921139
Base Change: A to GF
Mutant Line: l11Jus15
Gene Name: Med31
Chr. 11 base #: 71937624
Base Change: C to TR

Mutant Line: l11Jus22
Gene Name: Scpep1
Chr. 11 base #: 88756987
Base Change: T to CR

Mutant Line: l11Jus22
Gene Name: Stat5a
Chr. 11 base #: 88756987
Base Change: T to CF

Mutant Line: l11Jus27

Gene Name: Dhx58
Chr. 11 base #: 100520453
Base Change: T to CR


Mutant Line: l11Jus27†
Gene Name: Usp32
Chr. 11 base #: 84720424
Base Change: T to CR


Mutant Line: l11Jus39
Gene Name: RP23-350G1.1
Chr. 11 base #: 81604157
Base Change: A to GF


Mutant Line: l11Jus48
Gene Name: Hes7
Chr. 11 base #: 68847190
Base Change: A to GF



Mutant Line: l11Jus49
Gene Name: Acaca
Chr. 11 base #: 84022865
Base Change: T to CF


Mutant Line: l11Jus52
Gene Name: Aipl1
Chr. 11 base #: 71763139
Base Change: A to TR


Mutant Line: l11Jus52
Gene Name: Atp6v0a1
Chr. 11 base #: 100831549
Base Change: T to AF



Mutant Line: l11Jus52
Gene Name: Fzd2
Chr. 11 base #: 102426840
Base Change: A to GF


Mutant Line: l11Jus52
Gene Name: Plxdc1
Chr. 11 base #: 97755094
Base Change: A to CR


Mutant Line: l11Jus52
Gene Name: Socs7
Chr. 11 base #: 97214405
Base Change: T to CF


Mutant Line: l11Jus54
Gene Name: Fzd2
Chr. 11 base #: 102427332
Base Change: G to AF


Mutant Line: l11Jus55
Gene Name: Nf1
Chr. 11 base #: 79304255
Base Change: A to GF

Mutant Line: l11Jus58
Gene Name: Cntnap1
Chr. 11 base #: 101008018
Base Change: C to TF


Mutant Line: l11Jus58
Gene Name: Mrps23
Chr. 11 base #: 87933245
Base Change: G to AF



Mutant Line: nur07
Gene Name: RP23-352L3.2
Chr. 11 base #: 86808189
Base Change: T to AR



Mutant Line: nur07
Gene Name: RP23-467J12.1
Chr. 11 base #: 86226660
Base Change: A to GF


Mutant Line: nur08
Gene Name: RP23-185A18.9
Chr. 11 base #: 77991203
Base Change: T to AF

Mutant Line: nur09
Gene Name: RP23-136D4.2
Chr. 11 base #: 104155899
Base Change: T to AR
















