Tango13
Tango1

CG11178
CG11178
Ncse

Ky NFAT

45|

FlyBase Protein-Coding Genes
i Rtct||  CG11895) co11071 | 632606 | beny Ste:CG38238 |
NFAT i YR3 4 clic MANO G| Ste:C633247 |
Lig4+ll race -iH co11032 L e —— SteiCoa3246 |
CO11164) rags riH o 032613 et Ste:CG3324s |
CG1S760 Sl rdo c652626 H CG11065 ) Ste:C633244 (
co11162 | 1(1)dd4 b co18393 Ste12D0R| Ste:ce33236 |
c612177 § CG11134 | cG1easz | | cozasas R ste
CG11158 ) CG11151] 633174
©Ga340 rags
£G4 0 et cG11103 | | co3as2s B
c632627 b+l CG32625 ) steiccasass |
©632627 b+ CG33174 Hei Ste:c633257 (
c632627 B CG33174 Herfll
632627 1l 633174
CG16996 M4 CG10996 )
CG16996 bH

AMPD1

c632614 |

cG1368|  CO11674] na dprs
c612479 | Il Fbxl4B  CO3460§
cG12456 ) ol CO1434]  CG3400 b
cG13462 | nRL3S | Co32602 M
CG11581|  co42271 @) CG615157 |
CG11534 ) Co422714 c632595 )
£632603 | c632599 |
CG12481 ) muct B
©G11585 ) muct I
C613493 | muct I
611598 | cG1451 B
101566607 -}
1¢1)Ga469 | cG13404 |
101)60463 (4

HRNA- Capp ing-enzune K

LOD

— <
- ™
—
o
N—
E
—Ng’
|
-

42

Position (cM)

QTLA

G. Kislukhin et al.

032661 )
618313 |



FlyBase Protein-Coding Genes
FRY-SSA | cpri3 e} ces773 | coS7571 _  stau sl Ao HE Nup? CG36114) fin ote} CG14595§
CeS0s4 ] CGS776 CGS095 il Stau sl pAbo HB MEDS ) pen-2 ) Tangos |
cc10a16 ) COSTET | ceseas W Spné | adp i) CGS726 4H shb
CG34005 ) CGSTSE M Dips B 10141 b nopo Il sbb @
Cco144a5 ) c65756 @H HsF @) 101alH  cos721 4 e
ce5765 | CG34196|  HsF@) 101alH  CG33955 @ CG18536
cG16911 b @) 101a1]  co3395E B CG14502 k)
€6108912 ) Hsf @ 101a1H  CG14568) CG14562
CG34386 pt) L ) MEDS 618536 {
PAGE i Dap-1 co18537 |
PRk B Dap-1 § cG18538 |
pAbp B CG10916 ) ccis53a |
pAbE H 618546 |
pAkE HE
pfbe Hi
C617656 |
cos742
10131 H
€G10314 }
CG10915 b
GSTE1-10
0 — — <
© — - ™
[m)]
o < - oo
-
o I
o -
T T T T T

82 83 84 85 86
Position (cM)

QTLB

G. Kislukhin et al.

-logso(P)

CG15063 |

GStELd |
GStEL )
Gstez )

GSTES )

58I



FluBase Protein-coding Genes
B CGi1455 -l CG1281)  HSpa3H  CG14853 k4  droz| kst W Stude—— arni @ InpE2 4 £610359 ) CG32264 H——h  CG188SSH  Auhj—Hl Fie] co14982]
L | Cht7 - CG14356 ) oruf] CG1495ak  dros Ors)  stupe  arni @l EiR63E ¢ - CG32264 ftbdt enc Gresa| 0610853 |
ccaiez 3 pFkY  ord g C614959 4 dro4|  vTS21-B & 2IFSE E ip&3E ¢ Rt CG32264 }+ encr-i#l  CG14977| ©G14383
Jafraca q PFK) CG14967 [ CG34265 ) droS| vTs21-B{ Cucl)  EiRG3E ¢ b CG32264 { enc{fl cG14988) CGL4984{
Jafraca { CG14957| CG177464 CGi2009 )  dros | cycd ) E ip63E It -4 co32254 } enc Ubi-pe3E §  CG12605 i
scramb2 [ CG11537 @ CG32234| CG177464  CG14965 h kst —HE €614971 § E ip63E it i CGiesSs M) cGi128)  Awh sca|  CG1268S
sk2 @ CG1153 66 | CG14960 H PHGPx | CG12612 | cG32267 | Eip63E +iH 632266 ) h | Ubi-p63E N  CG12605
£632455 CG11537 @ = CG14958| CG12078| CO14968 f kst w—Hi £G42324 prf] 10353 ) 632262 | Ub i-p63E b
cG1271 [] CG11537 - CG14965 ) cc12017 |- Drs-1| £G42324 pef ©G10357 | ©G32263 | iaa B
cG1271 H cG12052 § 0032276 | CG14965 | Kst b Eip63E - CG12006 § ioa B
61271 [ BLovII§ CG32271 | CG14383 | c612018 | Eip63E i c612006 | nge |
61271 i BthVII ) CG33153 C614383 || cc12018 | Eip63E i scsaipha il nge |
CG16753 ) BthVIIf) 632277 2nT63C -] cG12014 | Eip53E - ACRBSF | Eip63F-1
£632456 ©G12073 | CG32269 ) 2nT63C i EipB3E - CG10366 )
CG11436 H—Hl rasp)  CG12034 ) 2nT63C -f CG14974 | ce12766 |
CG11436 -l CG14962 b RpL2S ) 2nTeaC -j C612023 p-—iiH 610863 |
CG11436 i ce2280 4 RoL2E | 2nTesC Wl cG16862 |
CG11436 i ce32280 § RpL2S ) c612077|
CG11436 4l c632280 § RpL25 | cG12016 §
CG11436 w4l c632278 4 CG17737 { CG42456 )
CG11436 i CG322814  CG11595 HY CG12016 )
CG11436 (il CG14363 ) CG11505 Hf cc11526 B
CG11436 (—fll CG14364 | CG11565 B c
CG11486 il C612734 PHG!
CG11436 il c612734 PHGPX {
CG11436 il cG32276 |
CG11436 #l C633160 | CG14963 )
CG11436 #l cc2270 §
rom in in-11ike @4
prominin-1ike @4
prominin-1ike @
GPx4
© — - <
© — — ™
—_
o
8 =
D
- <+ - - o o
|
N =
o -
T T T

Position (cM)

QTLC

Figure S3 Santa Cruz Genome Browser for Bayesian Credible Intervals (Table1) for QTLs A-C. QTL D spans a centromere so is
poorly resolved. For QTLs A&B the Drosophila orthologs of a priori human candidate genes is circled in red with the associated
human gene name also in red. For QTL C the novel candidate gene is circled in red, with the associated human genes name also

given.
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