
Supplementary Table 2. Retrogene and parental gene pairs features. Presence of 5’ UTR, TSS  prediction by McPromoter, distribution of detected promoter motifs and cDNA/EST hits are reported. 

Retrogene Location Predicted by McPromoter Motif Type (location is based on Ensembl database TSS) Motif Type (location is based on McPromoter Predicted TSS) cDNA/ESTs Hits Parental Gene Location Predicted by McPromoter Motif Type (location is based on Ensembl database TSS) cDNA/ESTs Hits
CG2718-RC 2L Y NA NA LD|LP|RE|RH|SD|GH|GM|HL|EC|EK|EN|EP| CG1743-RB X Y TATA(-54)| GH|RH|LP|EK|RE|AT|HL|EP|EC|
CG10838-RA 2L N NA NA NA CG10751-RA 2R Y DRE(-71)|DMv3(-14)| RE|LD|EC|EN|
CG9564-RA 2L N NA NA EK| CG31954-RA 2L N NA NA
CG8602-RA 3L Y DRE(-93)|E-box(-31)| E-box(-72)| LD|RH|GH|RE|EK|EN|SD|EP|LP|GM| CG12194-RA 2L N NA EC|EK|
CG9150-RA 2L N NA NA EN| CG8757-RA 3L Y NA NA
CG8986-RA 2R N TATA(-31)|INR1(+4)| NA RE|LP|EK| CG14534-RA 2L Y TATA(-28)| RE|LP|EK|
CG9573-RA 2L Y DMv4(-32)|DRE(+20)| DMv4(-54)|DRE(-2)| RE|AT|LP|GH| CG14213-RB X Y DMv4(+3)|DPE(-8)| GH|AT|EK|SD|LD|LP|RE|EP|
CG9582-RA 2L N TATA(-75)|GCT(-49)| NA AT| CG5254-RA X N DRE(-31)|E-box(+26)|GCT(+6)| RE|SD|LD|LP|
CG5648-RA 2L N INR(-20)| NA AT| CG4904-RA 2L Y DRE(-20)| RE|LP|AT|GH|EC|EK|RH|GM|LD|
CG4701-RA 2L Y NA NA AT| CG5395-RA 2L N DMv4(+8)|DRE(-19)|INR(-3)| GH|LP|SD|RE|EC|AT|RH|EN|EP|LD|EK|GM|CK|
CG7423-RA X Y NA NA NA CG31715-RA 2L Y TATA(-83)|DMv3(+12)| RE|EP|EC|
CG2528-RA 2L N NA NA GH| CG5355-RA 2L Y NA GH|LP|LD|AT|SD|RE|RH|EK|EP|EC|GM|
CG9254-RA 2L N NA NA AT|EC| CG5304-RA 2L Y INR(+6)|DMv2(-87)|DPE(+26)| LP|RE|LD|SD|EK|EP|CK|
CG10839-RA 2L Y DRE(-89)|TATA(-7)|DMv3(+21)| TATA(-38)| AT| CG8800-RA 2R N NA NA
CG5755-RA 2L N DMv3(-6)| NA AT|GH|EC| CG8931-RA X Y NA GH|LD|AT|RE|EK|EC|
CG10174-RA 2L Y NA DRE(-13)| NA CG1740-RA X Y DRE(-52)|DMv3(+3)| GM|RE|GH|EN|EK|
CG4706-RA 3R N DRE(-95)| NA AT| CG9244-RB 2L N NA LD|HL|SD|RH|LP|GH|RE|GM|EK|EN|
CG8330-RA 2R N MTE(+23)| NA AT| CG12157-RA X N DRE(-79)| LD|SD|GH|RE|GM|LP|EK|EP|
CG4408-RA 3R N MTE(-56)| NA LD|GH|RH|RE|LP|EC| CG2915-RB 2R Y NA GM|SD|RE|GH|LD|RH|AT|LP|EC|EK|EP|
CG2916-RA 2R N DRE(+2)|INR(-61)| NA LD|RE|EK|EP| CG4173-RA 3R Y DMv4(+3)|DMv5(-19)| LD|LP|SD|RH|RE|GM|GH|EK|EN|
CG12324-RA 2R N DRE(-60)| NA LD|RE|EP|EK|LP|GM| CG2033-RA X N DMv4(-22)|DRE(-61)| RH|RE|LD|GM|EK|SD|EC|EN|EP|
CG4960-RA 3R N NA NA AT| CG8331-RA 2R Y DRE(-55)| GM|SD|RE|GH|LP|EK|EC|
CG8186-RA 2R Y DRE(-29)|INR(+12)|E-box(-89)| DRE(-30)|INR(+11)|E-box(-90)| GH|LP|UT|AT|RH|RE|SD|GM|LD|EK|EN| CG8310-RA X N NA EP|EK|
CG10931-RA 2R Y NA NA NA CG17437-RA X N DMv4(-32) RE|LD|GH|EK|EC|EN|LP|
CG32669-RA X N INR(-44)| NA LP| CG10444-RA 2R Y DMv4(+1)|E-box(+18)| LD|LP|AT|SD|RE|GH|EK|RH|EP|
CG1736-RA 3R N NA NA EC| CG9327-RA 2R Y DRE(-99)| RE|AT|LP|LD|SD|GM|RH|GH|UT|EK|
CG7975-RA 2R N INR(-19)| NA AT|EP|EK| CG6852-RA 3L Y E-box(-89)| GH|
CG9873-RA 2R N NA NA NA CG9091-RA X Y DMv4(-18)|DRE(-36)|DMv5(-64)| SD|RH|RE|LD|EC|LP|GH|GM|EN|UT|EK|AT|
CG3162-RA 2R N DMv4(-92)|DRE(-75)|INR(-59)| NA AT|UT| CG9998-RA X Y DRE(-14)| LD|GM|SD|AT|RE|UT|GH|RH|EK|LP|CK|EP|
CG6873-RA X N NA NA NA CG4254-RA 2R Y DMv3(+19)| SD|GM|RE|GH|LP|LD|EC|EN|EK|
CG6255-RA 3R N NA NA GH|AT|UT| CG1065-RA 3L Y DRE(-22)|E-box(-99)| LD|SD|RE|GH|RH|GM|LP|AT|EK|EC|EN|
CG32238-RA 3L Y NA NA NA CG8918-RA X N INR(+31)| GH|
CG5150-RA 3L N DMv5(-46)| NA GH|RE|EK| CG10827-RA 3R Y INR(-2)| LP|RE|EK|
CG17003-RA X N NA NA AT| CG3967-RB 3L N INR(-2)|DMv3(-89)| HL|AT|GH|RE|EC|EK|SD|EP|GM|
CG1950-RA X N NA NA AT|EK| CG3431-RA 3L Y INR(-3)| AT|LD|RE|SD|RH|LP|EK|EC|
CG12362-RB 3L N INR(-3)| NA AT|EC| CG5659-RB X Y DMv5(-1)|MTE(-91)| RE|LD|EK|
CG32087-RA 3L N DMv5(-58)| NA AT| CG32675-RB X Y DMv4(-17)|DMv5(-90)|DMv3(-15)|DMv2(-16)| SD|EP|EK|AT|HL|RE|RH|LD|
CG7815-RA 3L N TATA(-64)| NA GH|EC| CG1404-RB X Y DMv4(-29)|TATA(-71)|INR(+20)| LD|GM|LP|UT|SD|RE|AT|RH|GH|EN|EK|EC|
CG7542-RA 3L N TATA(-41)|INR(-11)| NA AT| CG10472-RA 3L N TATA(-35)| RE|GH|LP|
CG11401-RA 3L N GCT(-17)| NA AT|LP| CG2151-RC X Y NA LD|GM|AT|LP|GH|RE|RH|SD|UT|EN|EP|EK|
CG5265-RA 3R N NA NA AT| CG1041-RA 3R Y DRE(-87)| LD|RE|EP|EK|HL|LP|
CG1287-RA 3R N INR(-54)| NA AT|GH| CG2076-RA X Y DRE(-78)| RH|GH|SD|AT|RE|LP|GM|EK|EN|
CG31477-RA 3R Y NA NA NA CG9032-RB X Y DMv4(-10)|DMv5(-43)| RH|RE|GM|GH|EC|EN|EK|
CG17645-RA 3R N NA NA GH|AT| CG1721-RA 3R N NA GH|RH|LP|RE|GM|SD|LD|EK|AT|
CG1409-RA X Y NA NA AT| CG5268-RA 3R Y DRE(-43)|E-box(-3)|DMv3(-15)| RE|EC|RH|EK|
CG12334-RA 3R N NA NA AT|EK|EC| CG32672-RA X Y DMv4(-17)|INR(-1)|DMv3(-62)| SD|RE|RH|LD|LP|GH|EN|EK|EC|EP|GM|HL|
CG6036-RA 3R N INR(-45)| NA EC|AT| CG1906-RA 3R Y DRE(-36)| LD|AT|UT|EK|SD|GM|GH|RE|RH|HL|
CG17856-RA 3R N NA NA NA CG3560-RA X Y DRE(-81)| EN|RH|LP|GH|GM|RE|
CG31202-RA 3R N NA NA NA CG32684-RB X Y DMv4(53)|INR(-78)| RE|GH|EK|EP|LD|HL|EN|CK|RH|
CG9842-RA X Y DMv4(-5)| NA LD|SD|LP|GH|EK|RE|HL| CG1455-RA 3R Y INR(-2)| RE|GH|EK|LP|
CG5450-RA 2L Y DRE(-35)|E-box(-58)| DRE(-66)|E-box(+7)| LP|GH|AT|EC| CG6998-RB X Y TATA(-83)|E-box(+28)| LD|RE|EK|SD|RH|LP|GM|GH|AT|EC|EN|
CG18735-RA 2R N NA NA NA CG4386-RA 2R Y INR(-2)| LD|RE|LP|CK|EK|
CG13078-RA 2L N NA NA NA CG13077-RA 2L Y NA RH|EK|RE|EP|
CG16988-RA 3L N NA NA LD|AT|EK| CG16982-RA X Y DMv4(+15)|DRE(-49)| SD|GH|LP|RE|EC|EK|GM|LD|
CG10104-RA 2R N NA NA AT|RH|EK| CG1548-RA 2R N DRE(-47)|INR(+17)| SD|LP|LD|GH|RH|AT|EC|RE|EN|EK|GM|EP|
CG8629-RA 3L N TATA(-32)| NA RE|EC|EK| CG8628-RA 3L N NA LP|
CG7094-RA 2L N DMv5(-71)|GCT(-42)| NA AT| CG2028-RB X Y NA LD|GH|RE|LP|SD|RH|EN|EK|EP|
CG18290-RB 3R Y TATA(-34)| TATA(-16)| RE|AT|LP|RH|GH|EC|LD|HL|GM|EK| CG10067-RA 2R Y TATA(-35)|INR(+6)| LD|GM|LP|HL|AT|RE|RH|GH|EC|CK|EK|
CG7768-RB 3L N TATA(-26)| NA GM|AT|EC| CG9916-RA X Y MTE(+4)| SD|RE|LP|RH|GH|GM|LD|EN|EC|AT|EK|EP|
CG17268-RA 3R N NA NA AT|LP| CG3422-RA X Y DMv4(+31)| RE|LD|EK|SD|GM|
CG2512-RA 3R N INR(-80)| NA SD|AT|LD|GH|LP|UT|GM|RH|RE|HL|EK|EC| CG1913-RA 3R Y INR(-24)| AT|GH|LD|HL|LP|SD|UT|RE|GM|RH|
CG1924-RA X Y NA NA NA CG11958-RA 3R Y TATA(-45)| GH|SD|AT|LD|RE|UT|RH|LP|GM|EN|HL|EK|EP|
CG4264-RF 3R N DMv4(-8)|TATA(+13)|GCT(-11)| NA RH|GM|LD|AT|SD|GH|LP|RE|EN| CG8937-RA 3L Y INR(-86)| RH|EK|GH|AT|GM|
CG13732-RA 3L Y NA NA RH|EC|SD| CG15645-RA X Y INR(+19)| RE|EC|EP|EK|
CG13069-RA 3L Y NA NA EK|EP| CG13067-RA 3L N NA LP|GM|EK|
CG9518-RA X N INR(-3)|E-box(-50)|GCT(-36)| NA RE|EK| CG9503-RA X Y INR(-2)|DMv3(-38)| RE|EK|EP|
CG7197-RA 3L Y DRE(-37)| DRE(-72)| LD|SD|EC|EK|RE| CG8385-RB 3L Y DMv3(-29)| LD|RE|SD|LP|HL|EC|EN|GM|EP|EK|RH|
CG2830-RA 2L N INR(-30)| NA GH|AT| CG12101-RB X Y DMv4(-7)|DRE(-43)| SD|AT|LD|RE|GM|RH|LP|GH|EN|EK|HL|
CG6180-RA 2L N DRE(-16)|INR(-97)| NA GH|RH|GM|AT|EK|LP|EC| CG17919-RA 3R Y INR(-1)|E-box(-69)|DMv5(-84)| GH|RH|EK|
CG2577-RA X N INR(-50)|GCT(-65)| NA AT|EC| CG2028-RC X Y NA LD|GH|RE|LP|SD|RH|EN|EK|EP|
CG31742-RA 2L Y NA NA NA CG9868-RA 2R N INR1(+6)| AT|
CG5409-RA 2R Y NA NA EC|AT| CG5178-RA 3R N NA LP|GH|EK|RH|
CG9436-RA 2R Y DRE(-41)|E-box(-67)| DRE(-17)|E-box(-43)|DMv3(-98)| LD|AT|SD|RH|RE|GH|EN|EK| CG10638-RA 3L Y DMv4(-6)|DMv5(-29)|GCT(+15)| RH|SD|GH|EC|LD|RE|GM|EK|
CG9722-RA 3R N NA NA NA CG3798-RB 2R Y DRE(-3)| GH|RH|SD|LP|AT|LD|RE|EK|HL|EN|
CG7923-RA 3L Y NA NA NA CG5887-RA 3R Y DRE(-53)|DMv3(+17)| RH|GH|SD|AT|LP|RE|EC|GM|LD|EN|EK|
CG9906-RA X Y NA NA NA CG11958-RA 3R Y TATA(-45)| GH|SD|AT|LD|RE|UT|RH|LP|GM|EN|HL|EK|EP|
CG9013-RA 2R N NA NA NA CG3161-RB 2R Y TATA(+8)|DMv3(-42)|DMv2(-43)| RH|LD|RE|SD|LP|GM|HL|GH|EK|EN|CK|
CG4209-RA X Y E-box(-86)| E-box(-67)| RH|RE|EK| CG11217-RA 2R Y DMv4(+10)|DMv5(-13)|DMv3(-72)| RE|RH|SD|EC|EK|
CG11825-RA 2R N TATA(-32)|INR(+2)| NA RE|EK|EN| CG17734-RA 3R Y DMv4(-10)|E-box(+10)| RE|LP|EK|RH|EP|
CG5650-RA 3R Y DRE(-51)| DRE(-92)| LD|RH|RE|GH|AT|SD|LP|EK|GM|EC|EN| CG6593-RA 3R Y DMv4(-59)|DRE(-9)| RE|LD|SD|RH|GM|EK|HL|GH|EP|EC|
CG8280-RA 2R Y DMv4(-27)|INR1(-92)| DMv4(-52)| LP|GM|SD|HL|LD|RE|RH|GH|AT|UT| CG1873-RB 3R Y INR(-2)|DMv3(-22)| HL|GH|RE|RH|LP|EK|EC|
CG6050-RA 2R Y DMv4(-16)|DRE(-55)|DMv3(-14)|DMv2(-15)| DRE(-37)|DMv3(+4)|DMv2(+3)| RH|GM|AT|SD|LP|UT|RE|GH|LD|EK|CK| CG12736-RA 2R Y NA GH|AT|LD|RE|UT|EK|GM|CK|RH|EN|EP|EC|
CG12169-RA 3L N INR(+20)| NA AT|UT|LP| CG17746-RB 3L Y DMv4(-32)| LD|RE|EK|
CG9920-RA 3R Y INR(-13)| NA AT|LP|GH|EC| CG11267-RA 3L Y DMv4(-21)| RH|RE|GH|EK|EC|EN|GM|
CG9602-RA 3R N NA NA GH|EK| CG4443-RA X Y DRE(+1)| RE|AT|RH|GM|EN|EK|LD|EP|
CG31003-RA 3R N DMv3(-9)| NA AT|GH| CG2621-RF X Y DMv4(+26)|DRE(-86)|INR(-51)| LD|SD|RE|GM|LP|EK|AT|GH|EP|
CG5718-RA 3L N NA NA GH|AT| CG17246-RB 2R N NA GH|AT|LD|RH|RE|LP|SD|EK|EN|HL|EP|
CG5078-RA 3L Y NA INR(+28)| NA CG11537-RC 3L Y DMv4(-35)| LD|GH|AT|EK|RE|GM|EN|EP|LP|
CG6208-RA 3R Y NA NA NA CG3988-RA 2R N DMv4(-8)| GH|SD|LP|
CG14508-RA 3R N GCT(-36)| NA AT| CG4769-RA 3L Y NA GM|RE|GH|LP|SD|RH|LD|AT|HL|EK|EC|EN|
CG11913-RA 3R N NA NA NA CG1970-RA 4 N DRE(-9)|TATA(-45)| GH|GM|RE|RH|LD|LP|SD|EC|HL|EK|EN|

Notes: 1) Bolded genes are the ones with annotated 5' UTR; 2) "Y" means that McPromoter has a detection and "N" means that McPromoter does not have a detection at the criteria level mentioned in Materials and Methods;
 3) "NA" means that either no motif enumerated in the text is detected or no cDNA/ESTs hit is found in the library at the criteria level mentioned in Materials and Methods;

cDNA/ESTs libraries. CK: rough endoplasmic reticulum. GH: head library. GM: ovaries. HL: adult heads. LD: 0-22hr embryos. LP: varying stages of larvae and early pupae. SD: non-isogenic Schneider L2 cells. AT: adult testes. UT: adult testes stem cell enriched. RE: Riken embryo. RH: Riken head.
Other information about these libraries are availabe at the website: http://www.fruitfly.org/EST/faq.html


