Region ? SNP P RefSNP © TFBS name ¢ Source © - Motif Ref allele Non-ref a'ﬂele Tool | MCS
Position(chr:start-end:strand) score & score
YY1 (Yin and Yang 1) Transfac7.0:M00059  JaalCCCASAIGIaletiag - 0.996/0.976 (N|N)
Pax-2 (Paired box 2) Transfac:v7.0:M00008  22teCCicClalalatioggag 0.992/0.943 ; (N|N)
smetream novel-1 . Pax-2 Transfac:v7.0:M00098  2iceCROLISIAICIda9a0g 0.918/0.940 0.910/0.936 PMATCH (N|N)
(+YY1) HOXA3 (Homeobox cluster protein)  Transfac:v7.0:M00395 todTonag I 1.000/0.963 ] (minSUM) (NIN)
HOXA3 Transfac:v7.0:M00395 19: 47&%‘?1(_3I£28822:+ ) 0.940/0.941 0.956/0.953 (N[N)
CdxA (CdxA homeobox gene) Transfac:v7.0:M00100 GBS 1,000/0.992 1.000/0.992 (N|N)
YY1 Transfac:v7.0:M00069 A A Clalelgtaca 0.996/0.982 . (N|N)
Pax-2 Transfac:v7.0:M00008  33aCCATIclalclgtacatag 0.982/0.922 0.982/0.919 (N|N)
Evi-1 (Ectopic viral integration site 1) Transfac:v7.0:M00081 1 g;i?%%%?ﬂ%}ég%h 1 0.794/0.863 0.794/0.863 (N|N)
HOXA3 Transfacv7.0M00395 ATl 0.954/0.948 0.954/0.948 (N|N)
Pax-2 Transfac:v7.0:M00098 350271 CICIGtacalaggaa 0.947/0.891 ; (N|N)
. t:s;)z: ;z - Pax-2 Transfac:v7.0:M00098 ﬁg?ggfg’z%gfﬁjé%%%ﬁfﬁ 0.975/0.903 ] (L:nl\iflr{*STSI\;i) (N|N)
2 X oA, 2 x CdxA Transfac7.0:M00100 o SETICIAClY 1,000/0.975 1.000/0.971 (N|N)
HOXA3) HOXA3 Transfac7.0:M00395 o CRITOlaCldtE 0.970/0.946 ; (N|N)
HOXA3 Transfac7.0:M00395 o LICIACIGtace 1,000/0.975 ; (N|N)
Pax-2 Transfac:v7.0:M00098 B s 1 cogaaaace 0.981/0.946 0.981/0.945 (N|N)
HOXA3 Transfacv7.0M00395 o LACISTACaEg - 0.957/0.961 (N|N)
Msx-1 (Msh-like homeobox protein 1)  Transfac:v7.0:M00394 o 47855;;/%{?%%302;4, 1 1.000/1.000 1.000/1.000 (%E%EJS@ (N|N)
oo SECICCERE  oouoma | Q0B oS
HOXA3 Transfac7.0:M00395 o CECCTtadlied 0.926/0.942 ; (N|N)
(CCAAT/encfi;EnEzra :)pirr:ging protein) Transfac:v7.0:M00116 19:47%(2%'5?3??43;5[26:” i 1.000/0.997 (NTN)
C/EBPbeta Transfac:v7.0:M00117 R A S - 1.000/0.977 (N|N)
HOXA3 Transfac7.0:M00395 o o cclidbictla 0.987/0.942 (%gﬁr/ggg) (N|N)
Evi-1 Transfac:v7.0:M00081 Lo D841 ] 0.805/0.874 (N|N)
C/EBP Transfac:v7.0:M00159 R AN - - 0.980/0.973 (N|N)
Msx-1 Transfac:v7.0:M00394 o 475552?‘%&’7%1196622:+ 1 0.955/0.933 (?:ﬁ%’gfﬁs) OMATCH (N|N)
Evi-1 Transfac:v7.0:M00081 ‘o 4?8232?227(:59%928;+ 1 ; 0.805/0.874 (MinSUM) (N|N)
rs3214574 HOXA3 Transfac:v7.0:M00395 NI Liasss iy S 0.957/0.943 ; (N|N)
upstream glFé%Xl;%%éE%B)l: ?Elsri [-/CT] . Transfac:v7.0:M00081 19:2?523%??—3%%136?3@&1 0.898/0.844 0'972;0‘896 (N|N)
(- HOXA3, 2 x Evi-1) Pax-2 Transfac:v7.0:M00098 o A otagatatat 0.972/0.897 (ttagATAACttagatatat, (N|N)
(+ Paﬁ'ﬁS‘v’Zf’:'{?fi 19:4704(5)9(;19 66-/4:)7833634:+1)
(- Spz1, ’ Oct-1 (octamer-binding factor 1) Transfac:v7.0:M00137 19:4%[0'2323";‘5%(823821 1 0.996/0.992 (tagATAAéttaga, (N|N)
19:47049617-47049629:+1)
Evi-1 Transfac:v7.0:M00081 I by i 0.931/0.828 - (N|N)
Oct-1 Transtac7.0M00162 4o aoeas 4 0.982/0.960 (1 9:4704%2%{91'7906409633&1) (NIN)
Pax-6 Transfac:7.0:M00097 , SOICCECT PAgataacttaga i 0.987/0.976 PMATCH (N|N)
HOXA3 Transfac:v7.0:M00395 [/egATAACHag 1,000/0.995 1,000/0.995 (mmSFL::M’
19:47049622-47049630:+1 minFP) (NIN)
GATA-1 (GATAbinding factor 1) Transfacv7.0:M00346 o . fASATERCL 0.9 1629.46/0.9 (N|N)
GATA-2 (GATA-binding factor 2) Transfac:v7.0:M00082 16470 ﬁ)%?ﬂ%ﬁgwsﬁ 1 -10.9 3124.5/0.9 _— (N|N)
Evi-1 Transfac7.0:M00082 o ,ACATAACTIES 0.9 670.903/0.9 oreannet (N|N)
Cdc5 (Cdc5 cell division control protein 5) Transfac:v7.0:M00478 ‘o 47%5;5’3%*}3_Tf7%§4t§§30:+ 1 3343.59/0.9 /0.9 (N|N)
Pax-2 Transfac:v7.0:M00098 ?%gf%zg‘g&ﬂa;ﬁfgéﬁt]f? 0.915/0.916 0.915/0.916 (y+|N)
Evi-1 Transfac:v7.0:M00081 (SaglagadtAGrGSe 0.773/0.866 0.773/0.866 (y+IN)
Pax-2 Transfac:v7.0:M00008  29'aGACTigagglce/tjcacct 0.840/0.906 0.840/0.906 OMATGH (YIN)
509002 Roi\;il_1ha1 Transfac:v7.0:M00081 19?25é?§%§§§§£9%i?+1 0.796/0.885 ) (MinSUM) (y+|N)
upstream | (- Evi-1, RORalphat, [cT] (RAR-related orphan receptor alphat)  12Nsfac7.0MO0186 o 270 0000 47049912:+1 1.000/0.994 - (y+IN)
Paé-FgAg;’:rE;Ig?a, Pax-2 Transfac:v7.0:M00008  29a0BISIHIEACCIstocticn 0.992/0.914 ; (y-IN)
Evi-1 Transfac7.0:M00082 o S2CGAGCICHE 0.975/0.987 0.975/0.981 (%E%En;;', (y+|N)
PPARalpha (PPAR:RXR heterodimers)  Transfac:v12.1:M00242 aﬁ;ggg?ﬁgg g%g‘;ﬁ%f%fﬂf’* 0.784/0.784 - '(\:'nﬁgg (y+|N)
PPARgamma Transfac:v7.0:M00528  Jadiacacifgacla/tlca. 3331.06/0.9 0.9 MotifScanner (yIN)
Pax-2 Transfac:v7.0:M00098 g TS aleltlgttoce - 0.915/0.916 (Y|N)
Pax-2 Transfac:v7.0:M00098 fgj%;&%gfj[?‘ggggggﬁ 0.982/0.911 0.982/0.899 (Y|N)
C/EBPalpha Transfac7.0:M00116 o 98T TCCClalclgl 0.999/0.995 0.999/0.996 (yIN)
COMP1 Transfacv7.0:M00057  3GHecCTAICHIGtteceaaggggee ; 0.878/0.833 ("r’n'\i"rggﬂ) (y-IN)
novel-3 Msx-1 Transfac:v7.0:M00394 ‘o 47828;§§3;é§§§96;+ 1 0.955/0.940 0.992/0.965 (YIN)
upstream [crm . CCTA[CTlgttc
(+ Pax-2, COMP-1) HOXA3 Transfac:v7.0:M00395 19:47050789-47050797:+1 0.987/0.943 1.000/0.945 (Y|N)
Pax-2 Transfac:v7.0:M00098 SIS T TECoaaggggcca 0.963/0.928 0.963/0.928 (y+IN)
(peroxisc;i%?p:%ﬁﬁ%az?ctivated Transfac:v12.1:M00515 thrgi(?ggg\yg%(ﬂ;%%(C);gg?ﬁ]gT 0.604/0.675 0.604/0.682 '(\an.\L:C;)l (y+|N)
box_1_2_CTATGT Model:EPD Human 3 oro 5((3;/;&1;1(% e 6336.9 NA MotitSampler (YIN)
Pax-2 Transfac:v7.0:M00098  999°CCACCaccllclgloccea 0.992/0.947 0.992/0.921 (N|N)
Msx-1 Transfac7.0:M00304 o CaCCACCTICHl 0.906/0.936 ; OMATCH (N|N)
arean 1s7258162 o HOXA3 Transfac:v7.0:M00395 ?[ 3795%%@&2?%?2];76& 1 1.000/0.941 - (minSUM) (N|N)
(- Msx-1, HOXA3) Pax-2 Transfac:v7.0:M00098 1S 9lecCOAGCaalgtity. 0.992/0.930 0.992/0.929 (N|N)
MyoD (myoblast determining factor) ~ Transfac:v7.0:M00184 o 47%%02”5‘8‘;ch7’£12%077:+ 1 3593.57/0.9 -/0.9 MotifScanner (N|N)
Ebox (E-box) Transfac:v12.1:M01034 19 4;’8?2%%;_[:;3;‘;%‘;&” 0.998/0.996 - '(\:'n/T:EF',')' (N[N)
Pax-2 Transfac:v7.0:M00098 (e L ottlaititagat ; 1.000/0.900 (NIN)
Evi-1 Transfac:v7.0:M00081 Lo T 1 0.898/0.838 ; (N|N)
Coveld Msx-1 Transfac:v7.0:M00394 I AR - 0.951/0.959 (N|N)
upstream | (oo o Mexd) [GIT] Pax-2 Transfac:v7.0:Mo0098  CACtSTTTIG/TItagglactac 0.971/0.951 0.974/0.952 (Fr)nl\i/lr;A\STL?I\I/I—I) (NIN)
(- 3 x Evi-1) En-1 Transfac:v7.0:M00396 o o STTTIONNE 1,000/0.990 ; (N|N)
Evi-1 Transfac:v7.0:M00081 o g g 1 0.794/0.823 ; (N|N)
Pax-2 Transfac:v7.0:M00098 I T A aoagedtoas 0.903/0.899 0.903/0.898 (N|N)
Pax-2 Transfac:v7.0:M00098 1%{?%%28;1@%25[?2%]}31 0.992/0.935 0.992/0.923 (NIN)
Evi-1 Transfac:v7.0:M00081 1 gztj;%%gﬁ%’gﬁ%ég%%{ o 0.782/0.842 0.782/0.842 (N|N)
Evi-1 Transfac:v7.0:M00081  tioceactal[VBITONe 0.842/0.875 0.772/0.850 (NIN)
v-Myb Transfac:v7.0:M00003 o 47})05"9‘}21{*7%35’31]2 " 1.000/0.982 1.000/0.968 (N|N)
Msx-1 Transfac:v7.0:M00394 ‘0. 4732‘;?1*;%0651;?23& 1 0.909/0.931 0.917/0.936 OMATCH (N|N)
. Pbx-1 Transfac:v7.0:M00096 o 4;§§§3:%?%§3§ = 0.964/0.944 1.000/0.971 (MinSUM) (N|N)
smstroam s OO0, HOXAS, G Oct-1 Transfac:v7.0:M00162 1;;?;,%?_?_&2&%&?3;22;1 - 0.964/0.971 (N|N)
CREB_Q2: Broad- Pax-2 Transfac:v7.0:M00098 19:47053118-47053136+1 0.929/0.902 0.929/0.903 (N[N)
complex_3, 671.634/0.9;) Pax-2 Transfacv7.0Moo0gs  Alla/gIGACATICggaaaaa 0.992/0.899 0.992/0.912 (NIN)
HOXA3 Transfac7.0:M00395 o [MAlTGATate - 0.967/0.962 (N|N)
Broad-complex_2 Jaspar:v3.0:MA0011 19 470222322%%2 19941 953.749/0.9 1187.41/0.9 (N|N)
Broad-complex_3 Jaspar:v3.0:MAQ012 . 47‘:(;35@??;_’*;%’59’5923:” -/0.9 Py MotitSeanner (N|N)
| CREB_Q2 o
o e s domerk 6y rgngacuronoorr o JuOTACHTL i
protein)
p300 Transfac:v7.0:M00033 Jo e e aooalg) 0.994/0.980 1.000/0.979 (N|N)
el YY1 Transfac:v7.0:M00059 QA AlTiglstactega i 0.998/0.990 OMATCH (N|N)
upstream (+ Pax2, YY) [T/G] Pax-2 Transfac:v7.0:Mo00gs  291aCCAITIGICtactcgacag 0.992/0.909 0.974/0.899 (MinSUM) (NIN)
(- HOXA3) HOXA3 Transfac7.0:M00395 o [WSISTACea 0.987/0.964 . (NIN)
Pax-2 Transfac:v7.0:Moo0gs  [HGIacteBACAGactoaggtag ] 0.972/0.983 p('\nﬂﬁTFg)H (N|N)
Oct-1 Transfac:v7.0:M00137 19:40;;5(5;;-&'2’/:\:7[8/5?%34:“ 1.000/0.996 1.000/0.994 (N|N)
Evi-1 Transfac:v7.0:M00081 1ol 1 0.851/0.821 0.851/0.850 (N|N)
En-1 Transfac7.0:M00396 o o STAARaIgEl 0.996/0.990 . (N|N)
Evi-1 Transfac:v7.0:M00081 Iy o Al 0.805/0.834 0.805/0.839 (N|N)
HOXA3 Transfac7.0:M00395 o AAAIGIAICIa8S 0.984/0.975 - (N|N)
novel-7 SRY (sex-determining region Y) Transfac:v7.0:M00148 19:470'2?{58@‘]1?322905:” 1.000/1.000 - PMATCH (N|N)
upstream C(;rmlgﬁiAg: Broad. (G/A] Pax-2 Transfac:v7.0:M00098  2lg/alelAACA Tglacaaaaal 0.899/0.922 0.899/0.923 (MinSUM) (NIN)
i EVi_sz).(Sﬁ/c())).(S')A;é’ SRY) Msx-1 Transfac:v7.0:M00394 19:478%%/5?(])8ng§\€§08:+1 0.949/0.940 0.949/0.940 (N|N)
YY1 Transfac:v7.0:M00059 S acaaaa 0.985/0.978 0.985/0.981 (N|N)
HOXA3 Transfac7.0:M00305 o [OISTAACAl) 0.951/0.944 ; (N|N)
Msx-1 Transfac7.0:M00304 o [ORIMAACATS 0.962/0.967 0.962/0.957 (N|N)
HOXA3 Transfac:v7.0:M00395 P ot A S ; 1.000/0.982 (N|N)
Broad-complex_3 Jaspar:v3.0:MAQ012 19 4;"8‘5'“3!%‘;‘!2;&%09358:+ ; 953.749/0.9 -/0.9 MotifScanner (NIN)
Pax-2 Transfac:v7.0:M00098 203 TAC azaatlglalaca 0.915/0.904 0.915/0.907 (NIN)
FOXJ2 ( fork head box J 2) Transfac:v7.0:M00423 Lo v S - 0.968/0.891 (N|N)
Evi-1 Transfac:v7.0:M00081 g acaaaaat ﬁ’g?’f&ﬁi 1 0.851/0.867 0.921/0.892 (NIN)
HOXA3 Transfac7.0:M00395 o SSAIACAS Al 0.973/0.974 0.973/0.974 (N|N)
Msx-1 Transfac:v7.0:M00394 g Ll . I - 0.989/0.978 (NIN)
novel-8 Pbx-1a (homeo domain factor Pox-1)  Transfac:v7.0:M00096 JodT 1[7%’?3332 " 0.983/0.955 ] (NIN)
upstream EViE: ;;3()_(;26?;:1\(’ v (G/A) HOXA3 Transfac:v7.0:M00395 19: 47%?‘£%?§§(522:+ y 0.970/0.964 0.970/0.964 (f:n'\i/'nASTSI\';) (N|N)
(- Pbx-1, 2’x Msx’—1, V- En-1 Transfac:v7.0:M00396 19:47053914-47053920+1 - 1.000/0.996 (N|N)
Myb) Msx-1 Transfac:v7.0:M00394 ] e 0.913/0.931 - (N|N)
Msx-1 Transfac:v7.0:M00394 . 1Ly s i S 0.949/0.948 ; (N|N)
v-Myb Transfac7.0:M00003 o BaUIFAIACACE 1,000/0.977 - (N|N)
Pax-2 Transfac:v7.0:M00008  33tISalACACcagggacaca - 1,000/0.920 (N|N)
CdxA Transfac:v7.0:M00100 A o) v S - 1.000/0.982 (N|N)
YY1 Transfacv7.0:M00059 l9alachicCAcggacacag - 1,000/0.978 (N|N)
Msx-1 Transfac7.0:M00304 o 19SS TIAICTY 0.917/0.943 ; (N|N)
CdxA Transfac:v7.0:M00100 AR oy 0.971/0.973 - (N|N)
HOXA3 Transfac7.0:M00395 o o CCTIAIGHIGE - 0.987/0.953 (N|N)
Msx-1 Transfac:v7.0:M00394 ‘o 47(‘)’;22%(_:";](?51; - 0.955/0.933 0.992/0.958 OMATCH (NIN)
HOXA3 Transfac7.0:M00395 o o CITAICTTIES 0.970/0.959 0.957/0.948 (MinSUM) (N|N)
HLF Transfacv7.0M00260 o CTTAICHIgCea : 0.939/0.953 (N|N)
YY1 Transfac:v7.0:M00059  J2ICHIgTEGATcagaacte 1.000/0.983 1.000/0.981 (N|N)
Msx-1 Transfac7.0:M00304 o 8ISMGTCCMS 0.902/0.933 0.902/0.933 (N|N)
novel-9 Pbx-1b (homeo domain factor Pbx-1) ~ Transfac:v7.0:Mo0124  fAISGTE0RTCAlac 2253.81/0.9 10900.5/0.9 (N[N)
upstream Aéfzglgﬁsszﬁ”ﬁga o [CIT] Oct-1 (OCtarSgrL'Jg"F‘%i”g factort, 1 ansfac:v7.0:M00161 o 4?8228%?5;5253:]5} 1 180.893/0.9 101.817/0.9 (N|N)
ETAESE»_ERC%EX, ggi%i;; CREB (deltaCREB) Transfac7.0:M00113 o t9SCTUICMSIcC /0.9 259.949/0.9 (N|N)
AP-2alpha (Activator Protein-2) ~ Transfacv7.0:Mo0d69 o . SCClAlcMIGt -/0.9 384.776/0.9 (N[N)
CREB Transfac7.0:M00039 o ITAICITICTCE -/0.9 149.021/0.9 (N|N)
CREBP1 Transfac7.0:M00040 o ITAISITIOICE -/0.9 1153.47/0.9 MotifScanner (N|N)
POUS3F2 (N-Oct-5a, N-Oct-5b) Transfac:v7.0:M00464 19:471(;235/;15[5;;:‘21—21 " 137.922/0.9 -/0.9 (N|N)
CREB1 (Cycgi‘r’](ﬁ}'r\]"gppr;ﬁgﬂ;se element- 1 sparv3.0:MA0018 L edla i o /0.9 358.13/0.9 (N|N)
AP-2alpha Jaspar:v3.0:MA0003 10470 171 -/0.9 383.363/0.9 (N|N)
bZIP910 Jaspar:v3.0:MA0096 19: 4705CI2tﬁ\52{t7]§52217:+1 -/0.9 202.172/0.9 (NIN)
Pbx1 Jaspar:v3.0:MA0070 o 4‘37[342]?23%32325‘5% 1 2378.14/0.9 8330.43/0.9 (N|N)
Pax-6 Transfac:v7.0:M00097 %C}g%gggaﬁggﬂj@”ﬂ 0.948/0.968 0.948/0.968 (NIN)
Oct-1 Transfac:v7.0:M00137 ‘o 4;%t5A4T2§gﬁt7tga5[££7:+ 1 1.000/0.995 1.000/0.995 (N|N)
Evi-1 Transfac:v7.0:M00081 Jo e 0.819/0.832 0.898/0.861 (N|N)
Pax-2 Transfac:v7.0:M00098 e A elctaagat, 0.982/0.932 0.982/0.941 (N|N)
C/EBPalpha Transfac:v7.0:M00116 o i elctaaget, 1.000/0.998 - OMATCH (NIN)
Hovel-10 CdxA Transfac:v7.0:M00100 I LALL - T 0.979/0.981 0.979/0.972 (MinSUM) (N|N)
upstream (- C/EBPalpha) [r/cl CdxA Transfacvz.0Mo0100 o TTTTAIUClC 0.982/0.983 1,000/0.972 (N|N)
Pax-2 Transfac:v7.0:M00098 1 éfﬂf%g%ﬂ%%‘gf;‘gﬂ 1 0.924/0.907 0.949/0.922 (N|N)
Msx-1 Transfac:v7.0:M00394 19:4755[2(2:107-[%%2555:” 0.989/0.968 0.989/0.967 (N|N)
HOXA3 Transfac:v7.0M00395 o LTISISTARAOL - 1.000/0.955 0.951/0.946 (N|N)
box_2_2_TTACCTA Model:EPD Vertebrate 3" __ TTAIVCICTA 17423.7 N.A. (NIN)
19:47054245-47054251:+1 .
box_2_2_mTGTTACCTA Model:EPD Vertebrate 3* ATTTTAI/CICTA 61169.9 N.A. MotifSampler (NIN)
19:47054242-47054251:+1
Oct-1 Transfac7.0:M00137  SASTARTCIClcag ; 1.000/0.996 (N|N)
HOXA3 Transfac:v7.0:M00395 o 4735042%?43;8[5’2‘21 . 0.970/0.958 0.970/0.958 (N|N)
Pax-2 Transfac:v7.0:M00098 F;T;ggﬂf?])ié%%iitgg& - 0.989/0.931 (N|N)
el En-1 Transfac:v7.0:M00396 1047050Am o] o1 0.992/0.992 0.992/0.992 (N|N)
upstream | . 5o1 1 pax-2. SRY) [T/C] YY1 Transfacv7.0Mo0059 1aalCIUCICAGEatitiag 0.996/0.973 i (fn'\i"nASTSI\;') (NIN)
- Y¥1) SRY Transfac7.0:M00148 o o ASTCTICICE i 1,000/0.976 (N|N)
Pax-2 Transfac:v7.0:M00098 O Cattaggag 0.992/0.952 0.966/0.937 (N|N)
Pax-2 Transfac:v7.0:M00098 1393[;’(%%1%3%2%%963?31 0.918/0.927 0.918/0.927 (NIN)
YY1 Transfac:v7.0:M00059 1 Jﬁt@ﬁiﬁfﬁﬁ%ﬁ%ﬂ%@i 1 0.998/0.990 0.998/0.988 (N|N)
Pax-2 Transfac:v7.0:M00008  C929CIeTISGRa09900gac 0.914/0.926 ; (Y|N)
HOXA3 Transfacv7.0:M00395 o COAGDIcHIage 0.973/0.979 . (YIN)
COMP1 Transfac:v7.0:M00057 Cgagg:[Zét(l)ggz%’gjggg%%%%‘?gﬁcga 0.929/0.834 0.929/0.834 OMATCH (Y|N)
snstream rs930102 o En-1 Transfacv7.0M00396 o, GACCICTNIAg 0.992/0.988 ; (minSUM) (YIN)
(- Pax-2, HOXA2, Evi-1) Pax-2 Transfac:v7.0:M00098  299IGMBOLAGageeggacge 0.887/0.901 0.887/0.902 (YIN)
Sp1 (stimulating protein 1) Transfac:v7.0:M00008 o 4§(§gg12§ﬁ2¢($5%%33:+ 1 1.000/0.976 1.000/0.976 (Y|N)
accgggcegCgagGle/t]
Pax-5 (B-cell-specific activating protein)  Transfac:v7.0:M00143 gGcagggcecggacg 2609.34/0.9 1057.56/0.9 MotifScanner (y+|N)
19:47056222-47056249:+1
Sp1 Transfac:v7.0:M00008 o SOBOIOICIS0099 1.000/0.949 . (yIN)
Sp1 Transfac:v7.0:M00008 1aus e e o - 0.957/0.956 OMATCH (YyIN)
Sp1 Transfac:v7.0:M00008 o 99ICICISCOBgce ; 1,000/0.985 (minSUM) (y+|N)
Covel-12 Pax-2 Transfac:v7.0:M00098  99I9/ClgbtCLOngeacge 0.938/0.891 ; (y+|N)
upstream | (+ 2 x Spi, Pax-5, GIC] AP-2alpha Jaspar:v3.0:MA0003 19 473532‘;%?‘{976‘22;’95:+ ; 53.929/0.9 170.435/0.9 MotifLocator (y-IN)
AP-2alpha) cccgaGgcegececgglg/c]
(- Sp1, Pax-2) Pax-5 Transfac:v7.0:M00144 GCGggcCcgtece 84.2745/0.9 379.43/0.9 MotifScanner (y-1N)
19:47056279-47056306:+1
cccgaggcgeccgG[G/Cl
Pax-5 Transfac:v12.1:M00144 GCGggcccgtece 0.839/0.753 0.873/0.767 MATCH (YIN)
19:47056279-47056306:+1 (minFP)
AP-2alpha Transfacv11.2:M00469 o OeCCodlaicloe - 1.000/1.000 (y-IN)
AP-2alpha Jaspar:v7.0:MA0003 o 47635%238?}%95];; e /0.9 31.5705/0.9 (Y|N)
Eip74EF Jaspar:v7.0:MA0026 todTome e /0.9 394.501/0.9 | (YIN)
PU.1 (Spi-1) Jaspar:v7.0:MA0080 tgaToonam e -/0.9 311.828/0.9 Motiflocator (Y[N)
novel-13 AP-2alpha Jaspar:v3.0:MA0003 o 47([)2?;1123"7‘9’(?503;50} 1 41.181/0.9 0.9 (y-IN)
upstream | ("RLLAFREENIET G Pax-2 Transfacv7.0:M00098  9989CCCCAlalgloccgggt : 0.969/0.893 (yIN)
o R ey c-Ets-1 (p54) Transfac7.0:M00032 o SCCGCAlalgloce i 1.000/0.982 (YIN)
COMP1 Transfac:v7.0:M00057  ©c99al/gICCOEGGCatgaaggggee 0.807/0.852 0.807/0.844 (F:nl\iAnAsTSS) (y-IN)
v-Myb Transfac7.0:M00003 o C9AIRIAICCCHT i 0.972/0.971 (yIN)
p300 Transfac7.0:M00033  [2/aleccBOmLlgeag 1,000/0.979 1.000/0.979 (y-IN)
COMP1 Transfac:v7.0:M00057 ~ ©°9929CCCGScgtigaaglalglgee 0.807/0.852 0.807/0.844 (yIN)
Pax-2 Transfac:v7.0:M00008  S39°CT FGAagalalglaccalg 0.982/0.935 0.982/0.939 (yIN)
Pax-2 Transfac:v7.0:M00098 91]%02;55%/;2\821[%95]6%;2?19 0.955/0.930 0.955/0.941 (y-1N)
Msx-1 Transfac:v7.0:M00394 oy onCalaal 0.963/0.938 0.963/0.938 (y-IN)
. ) Hr:;:::m) G HOXA3 Transfac7.0:M00395 o 4%§é%22%§%§é6:+ 1 1.000/0.976 1.000/0.976 (?n'\i"nASTSI\;') (y-IN)
. Sp‘i) HOXA3 Transfac:v7.0:M00395 19:47056550-47056558+1 - 0.973/0.943 (y-1N)
HOXA3 Transfac7.0:M00395 o TofACOlIdlge 1,000/0.954 1.000/0.954 (y-IN)
SRY Transfac:v7.0:M00148 o7 e i - 1.000/0.975 (y-IN)
Sp1 Transfac:v7.0:M00008 P e Kpraracr 0.981/0.942 ; (yIN)
AP-2alpha Jaspar:v3.0:MA0003 o 47[(%%]5%gﬁgt359§§66:+ 1 51.4922/0.9 40.4248/0.9 MotifL.ocator (y|N)
COMP1 Transfac:v7.0:M00057 ~ 2291@aCieOGSaglaceactalglgttt 0.807/0.842 0.807/0.842 (y-IN)
COMP1 Transfac:v7.0:M00057 ~ 29'82065CEELglaceaclaglgtiia 0.893/0.832 0.893/0.832 (y-IN)
p300 Transfac:v7.0:M00033  egguCCoTaccadlalgl 1.000/0.997 1.000/0.997 (y-IN)
Pax-2 Transfac:v7.0:M00098 999G TACCaclaiglgiagg 0.895/0.891 - (y-|N)
YY1 Transfac:v7.0:M00059  JiACCATIA/aloagaat . 0.996/0.980 (?nl\iAnAsTgl\;') (y-IN)
Evi-1 Transfac:v7.0:M00081 1;2%%%@;%%?&%2%1 1 - 0.819/0.822 (y-|N)
Pbx-1 Transfac:v7.0:M00096 IS i 1S - 0.930/0.937 (y-IN)
HOXA3 Transfac7.0:M00395 o CIRIGIGTIBGS 0.956/0.953 0.940/0.941 (y-IN)
Msx-1 Transfac:v7.0:M00394 toaro T A ot 0.940/0.959 0.940/0.959 (y-IN)
novel-15 HOXA3 Transfac:v7.0:M00395 ‘o 47(?\5%(.5;9(251&‘718%%288& 1 1.000/0.995 1.000/0.995 (?E%Elg , (y+|N)
upstream (- (2+XYI:\_’I(_a:);1§VIlC§|1§3:$/X|\/1I3)/b e Pax-2 Jaspar:v3.0:MA0067 19: 470;?5%'3?‘[;/35]2586:4_ 1 112.092/0.9 -/0.9 MotifLocator (YIN)
v-Myb Transfacv7.0Mo0227 o tAOORCIVEIRL 96.1399/0.9 0.9 (y+|N)
Tst-1 (POU-factor Tst-1/0ct-6) Transfac:v7.0:M00133 1912?82*‘6’35%‘_1335?2;32} 1 181.713/0.9 /0.9 (y-N)
GR-a (Glucocorticoid response el.) Transfac:v7.0:M00205 1 QIZ%?égggg:;gggggg+ 1 1248.57/0.9 -/0.9 (y-1N)
Spz1 (spermatogenic Zip) Transfac:v7.0:M00446 13?:%%%?%?237%‘35"‘6%{?‘{% 705.638/0.9 705.638/0.9 MotifScanner (yIN)
Ik-2 (Ikaros 2) Transfac:v7.0:M00087 (Jaclgntacoitacady 591.664/0.9 359.408/0.9 (y-IN)
Spz1 Transfac:v7.0:M00446 13?:%%23‘8?:?8;2;@% 1 705.638/0.9 705.638/0.9 (y-IN)
(Glucocorticc()a;? -reelzfp?:nse element) Transfac:v7.0:M00205 1&1/33222%%?2;&%%008%1 170.47/0.9 -10.9 (y-IN)
Spz1 Transfac:v12.1:M00446 13?:%2&?5_9:?8;22@@ 1 0.998/0.962 0.998/0.962 VATGH (y-IN)
Kid3 (ZNF354C) Transfac:vi2.1:M01160 o 4705%5?3?4[1%95]6585:+ 1 1.000/1.000 _ (minFP) (Y|N)
box_2_1_GGTyCTAG Model:EPD Human 3 _ GGTCICC/CITGG 4788.67 N.A. (NIN)
N o/ 19:47056832-47056839:+1 MotitSampler
box_2_1_GGGCCTnCs Model:EPD Vertebrate 3* . GGTC[CC/C]TGGC. 2321.43 N.A. (N|N)
19:47056832-47056840:+1
rs2075749 [C/G] Sp1 Transfac:v7.0:M00008 o iggf&ﬁgﬁ?gggﬁ 1 111.864/0.3 188.282/0.3 MotifScanner (YIN)
box_1_2_CTGnmTTG Model:EPD Vertebrate 3" ~_CTGITILMG 14412 N.A. (- IN)
o intron 19:47057006-47057013:+1
box_1_1_TGTnTTsnGG Model:EPD Human 3* . TGTTT[-/TIGGTC . 1385.25 N.A. (yIN)
19:47057007-47057016:+1
oveldT o box_1_1_TTGGNCnTA Model:EPD Vertebrate 3" 19:471)5“()1?%0015:6\1 . 37103.9 N.A. MotifSampler (YIN)
box_1_2_GGnCTKAG Model:EPD Human 3* . [-/t]GGTCTTAG . 10389.1 N.A. (Y[N)
19:47057013-47057020:+1
box_2_1_GGTyCTAG Model:EPD Human 3* _ [MGGTCTTAG 12925.1 N.A. (Y IN)
19:47057013-47057020:+1
Szf1-1 Transfacvi12motiog  IGASAGIadlaalagasg 1.000/0.815 1.000/0.818 '(\fn’ﬂFCF'f) (yIN)
rs1366610 Spz1 (spermatogenic Zip) Transfac:v7.0:M00446 193";352%%?3%%35{%%% 1 /0.5 201.793/0.5 (y-IN)
(- Sp1, MZF1.5-13, Mzf1;) Mzf1 Transfac:v7.0:M00084 2999ACIa/BIDGA0g 201.027/0.5 -10.5 (YIN)
rs ;vse?-fz, ?g 11 222|/%29 OIéT? [A/G] gtAg[a/G]GGggg MotifScanner
5494.'35/0_9; HSF,1, ’ MZF1_5-13 Jaspar:v3.0:MA0057 19-47065134-47065143+1 1253.7/0.5 -/0.5 s (y-1N)
novﬁg%’,g%gggfz/?'g’ Sp1 Jaspar:v3.0:MA0079 19 47%96[;"1/ ggi%%%%ﬁt%m 104.692/0.5 /0.5 (y-IN)
Zic3 (zinc finger prot3e)|n of the cerebellum e 2 5.100450 19;4730%222/%3%%56?5%0414&1 /0.4 48.1223/0.4 (y-IN)
Hovelad Szf1-1 Transfac:vi1.2Mo1109  9SABSClacdaagleidlg 1.000/0.815 1.000/0.823 m:g)' (yIN)
(- MZF1_5-13, Mzf1, Sp13) Mzf1 Transfac:v7.0:M00084 joSggasseoalcialy 201.027/0.5 105 (yIN)
n%é?éééi%%?éé; C/G] MZF1_5-13 Jaspar:v3.0:MA0057 19. 47gggggfigg3ég]1943:+1 1253.7/0.5 -/0.5 | (y-IN)
SBII0SEAT, Sp1 Jasparva.0MAOO79 BdCdgdloigloct 104.692/0.5 /0.5 MotifScanner (y-IN)
o1 3?5015/8%?;@%2, Zic3 Transfac:v7.0:M00450 i el A -/0.4 48.1223/0.4 (y-IN)
novel-42, 630.919/0.9;)
4th intron Olf-1 (olfactory neuron-specific factor)  Transfac:v7.0:M00261 atCaAtTCCCcAaclt/G]Aatggtc 7791.08/0.1 -/0.1 (y|N)
HOXA3 Transfac:v7.0: M00395 ac[T/glAatggt -/0.4 121.962/0.4 (y-IN)
HSF1 (heat shock factor 1) Transfac:v7.0:M00146 I 0L 644.977/0.4 0.4 (y-N)
HSF2 (heat shock factor 2) Transfac:v7.0:M00147 R Lt oy TS 654.993/0.4 -10.4 MotifScanner (y-1N)
novel-42 Zic1 (zinc finger prot1e)in of the cerebellum . .7 0:M00448 19;47?)%5?51%%2?97;+1 /05 121.655/0.5 (y-N)
rszo(;5¢§o),(2is;afé75’/o.1; [T/G] ez (zine fnger pmtzeiin of e cerebelliM Transtacv7 0M004d9 1o /o0 e 7065107+ /0.5 49.014/0.5 (y-IN)
Spz1, ril\%gﬁgl? Zic3, box_2_2_yCCCAAsG Model:EPD Vertebrate 3* 19;478((3;52221‘;\1(;5)2561]90;4.1 18227.9 NA. (Y[N)
(-Olf-1, HSF1, HSF2) box_1_1_CnAACGA Model:EPD Human 3* CCAACIT/GA 2477.93 NA Y IN)
19:47065185-47065191:+1 A _
box_1_2_AACGA Model:EPD Vertebrate 3* AACIT/GIA 2035.61 A MotifSampler (Y IN)
19:47065187-47065191:+1 A
box_2_2_CCAAGGGTm Model:EPD Vertebrate 3" . CI[T/GJAATGGTC . 31751.6 NA. (y-1N)
19:47065189-47065197:+1
rs2075750 E47 Transfach7.0M00002 | 0 4874.710.1 1301 MotifScanner (YIN)
(-OIf-1, novel-42) e NP1 (myogenin/NF-11m dy?e?;g‘g)/ Transfac:v11.2:M00056 ttgagaagcCTg[c(;c/:tt]cacagccagga - 0.900/0.713 m:gg (YIN)

19:47065517,47065545:+1




