Drosophila sequences (including multiple species)

Revised Nov. 29, 1999 (435 accession numbers)

Genomic P1 clones

DS00180 AC001660 Cyp28a5 67% identical to Cyp28a1

DS00837 AC004377 Cyp6d2

DS01529 AC004717 45-46% identical to Cyp4d sequences same as DS01589

DS01589 AC005834 45-46% identical to Cyp4d sequences same as DS01529

DS02730 AC006469 Cyp9b1 subclone 2_b6 overlaps with subclone 1_g11

        The gene runs from 9417-11153 of DS02370.1

DS02730 AC006469 Cyp9b2 subclone 1_g11 2 genes on this subclone 

        The gene runs from 7105-8818 of DS02730.1

DS02740 L49408 Cyp2b homolog

DS02782 AC002444 49% identical to DS06332

DS03308 AC004721

DS06332 AC003055 2 genes related to DS02782 and about 50% identical to 

        each other

DS07069 AC004345 Cyp12b2

DS07966 G00722 STS Dm0590 50% identical to 6a9 I-helix to K-helix

DS08018 AC004516 Cyp47a1 same gene as DS08658 36% identical to CYP4C1 and Cyp4d2

DS08204 AC004657 Cyp12b2 STS G00858 Dm0843

DS08507 Cyp6a9 STS Dm3472

DS08658 AC005556 Cyp47a1 same gene as DS08018

DS09119 AC004657 Cyp12b2

ESTs from Drosophila are named to indicate the library they were from.  There are 7 

library designations CK(embryo), GH(head), GM(ovary), HL(head) and LD(embryo), LP(larval-early pupal), SD(Schneider L2 cell culture) see AI numbers for GH seqs.

1. CK00078 AA141985 (5 prime read) Cyp4e2

2. CK00156 AA142039 (5 prime read) Cyp4e2

3. CK01075 AA140999 (5 prime read) same gene as CK01076

4. CK01076 AA141002 (5 prime read) same gene as CK01075 44% identical to 6d2

5. CK01625 AA141362 (5 prime read) Cyp4e2

6. CK02189 AA141667 (3 prime read) like 6d1 e-40 C-terminal same gene as CK02272

7. CK02189 AA141666 (5 prime read) like 6d1 e-45 N-terminal same gene as CK02272

8. CK02272 AA141600 (5 prime read) like 6d1 e-55 N-terminal same gene as CK02189

9. CK02272 AA141601 (3 prime read) like 6d1 e-10 C-terminal same gene as CK02189

10. GM01484 AA694758 (5 prime read) Cyp 4g1

11. GM05053 AA696094 (5 prime read) like 6a1 e-24 same gene as LD02462, GM13544, 

43% identical to Cyp6a1

12. GM06292 AA802777 (5 prime read) like 12b1 e-33 41% identical to Cyp12a1

same gene as HL01746, HL04361, HL04373, HL04839, LD26353, LD34576

13. GM08076 AA696656 (5 prime read) Cyp6a2

14. GM10171 AA735946 (5 prime read) 49% identical to cyp9a1 e-38

15. GM13544 AA803578 (5 prime read) like 6a1 e-70 same gene as LD2462, GM05053

16. HL01094 AA567377 (5 prime read) like 6b2 e-16 same gene as HL03662

17. HL01677 AA567719 (5 prime read) like 4e5 e-18 same gene as HL02882

       71% identical to HL03915, HL02882

18. HL01746 AA567770 (5 prime read) like 12b1 e-25 same gene as GM06292, 

              HL01746, HL04361, HL04373, HL04839, LD26353, LD34576

19. HL01817 AA567809 (5 prime read) like 12b1 e-18

20. HL01838 AA567823 (5 prime read) same gene as AC004717

21. HL01907 AA567862 (5 prime read) Cyp9b2

22. HL02362 AA697378 (5 prime read) Cyp4d2

23. HL02667 AA801503 (5 prime read) like 12a1 e-34

24. HL02788 AA697564 (5 prime read) like 28a1 e-31

25. HL02882 AA697618 (5 prime read) same gene as HL01677 

26. HL03421 AA697893 (5 prime read) Cyp4d2

27. HL03662 AA698035 (5 prime read) like 9a1 e-6 same gene as HL01094

28. HL03786 AA698109 (5 prime read) like 4g1 e-8

29. HL03915 AA698190 (5 prime read) like 4e5 e-15 71% identical to HL01677, 

            HL02882

30. HL04361 AA698375 (5 prime read) like 12b1 e-27 same gene as GM06292, 

           HL01746, HL04373, HL04839, LD26353, LD34576

31. HL04373 AA698380 (5 prime read) like 12b1 e-25 same gene as GM06292, 

           HL01746, HL04361, HL04839, LD26353, LD34576

32. HL04839 AA698511 (5 prime read) like 12a2 e-41 same gene as GM06292, 

           HL01746, HL04361, HL04373, LD26353, LD34576

33. HL04865 AA698531 (5 prime read) like 4d2 e-35 same gene as AC004717

34. HL05508 AA698702 (5 prime read) like 4d2 e-50 same gene as AC004717

35. HL05525 AA698711 (5 prime read) like 28a2 e-65

36. HL06009 AA698945 (5 prime read) like 6a2 e-3 (N-terminal)

37. HL07765 AA699131 (5 prime read) like 6a1 e-50 49% identical to Cyp6a2

38. LD01943 AA816508 (5 prime read) like 6a2 e-41 same gene as LD31895, LD04267

39. LD02462 AA202305 (5 prime read) like 6a1 e-47 same gene as GM05053, GM13544

40. LD02646 AA202364 (5 prime read) like 4e5 e-32

41. LD04267 AA201305 (5 prime read) like 6a2 e-27 same gene as LD31895, LD01943

42. LD16653 AA441651 (5 prime read) like CYP78 e-3 (may be accidental) exact match to 

            AL021086 10349-10114 (-) strand probably not a P450

43. LD21809 AA940590 (5 prime read) Cyp4e2

44. LD22157 AA940642 (5 prime read) Cyp4e2

45. LD25139 AA941155 (5 prime read) like Cyp6a e-22

46. LD26353 AA942250 (5 prime read) same gene as GM06292, HL01746, HL04361, 

            HL04373, HL04839, LD34576

47. LD27879 AA949109 (5 prime read) Cyp4e2

48. LD31895 AA951440 (5 prime read) like 6a2 e-43 same gene as LD01943, LD04267

49. LD34576 AA990733 (5 prime read) same gene as GM06292, HL01746, HL04361, 

           HL04373, HL04839, LD26353

50. LD37233 AI457023

51. LD43269 AI511759

52. LD44491 AI512580

53. LD47761 AI546241 

54. LD47986 AI546418

55. LP01662 AI258456 6a related

56. LP01819 AI258590 Cyp6a8

57. LP03420 AI259899 

58. LP03950 AI260230 6a related

59. LP05075 AI261013 

60. LP05668 AI257340 

61. LP06355 AI257867 

62. LP06368 AI257879 

63. LP06402 AI257903 Cyp6a9

64. LP07321 AI294030 Cyp18

65. LP07728 AI294370 

66. LP08915 AI295319 

67. LP09266 AI295592 

68. LP09448 AI295735 

69. LP09942 AI296124 

70. LP11071 AI296945 

71. LP12125 AI297753 Cyp4 new

72. LP12322 AI297882 

73. SD04231 AI532649 6a related

74. SD06306 AI533952 6a related

75. SD06663 AI534145 Cyp6a related

76. SD10018 AI543300

Genbank Accession numbers

K00045 Cyp4e1

L46858 Cyp6a5 homolog

L46859 Cyp6a8

L46860 Cyp6a9

L49408 CYP2B homolog

M88009 Cyp6a2

S51248 Cyp6a2

S66112 Cyp18 fragment

U34323 Cyp4c3

U34324 Cyp9b1

U34325 Cyp9b2

U34326 Cyp9c1

U34327 Cyp4p1

U34328 Cyp4g1

U34329 Cyp4d8

U34330 Cyp4e3

U34331 Cyp4e4

U34332 Cyp4e2

U44753 Cyp18

U56957 Cyp4e2

U78088 Cyp6a2

U78485 Cyp12b1 D. acanthoptera

U78486 Cyp4e5  D. mettleri

U87164 Cyp6a9  ortholog D. grimshawi

U89746 Cyp28a1 D. mettleri

U89747 Cyp28a2 D. mettleri

U91565 Cyp28a3 D. Nigrospiracula

U91566 Cyp28a4 D. hydei

U91634 Cyp4d10 D. mettleri

V00204 Cyp4e1

X67645 Cyp4d1

X75955 Cyp4d2

X86076 Cyp4e2

Z23005 Cyp4d2

Z31947 STS

Z70922 STS

Z98269 Cyp4d1

AA140999 CK01075 (5 prime read) same gene as CK01076

AA141002 CK01076 (5 prime read) same gene as CK01075

AA141362 CK01625 (5 prime read) Cyp4e2

AA141600 CK02272 (5 prime read) like 6d1 e-55

AA141601 CK02272 (3 prime read) like 6d1 e-10

AA141666 CK02189 (5 prime read) like 6d1 e-45

AA141667 CK02189 (3 prime read) like 6d1 e-40

AA141985 CK00078 (5 prime read) Cyp4e2

AA142039 CK00156 (5 prime read) Cyp4e2

AA201305 LD04267 (5 prime read) like 6a2 e-27

AA202305 LD02462 (5 prime read) like 6a1 e-47

AA202364 LD02646 (5 prime read) like 4e5 e-32

AA246246 LD06038 

AA441651 LD16653 (5 prime read) like CYP78 e-3 (may be accidental match)

AA567377 HL01094 (5 prime read) like 6b2 e-16

AA567719 HL01677 (5 prime read) like 4e5 e-18

AA567770 HL01746 (5 prime read) like 12b1 e-25

AA567809 HL01817 (5 prime read) like 12b1 e-18

AA567823 HL01838 (5 prime read) same gene as AC004717

AA567862 HL01907 (5 prime read) Cyp9b2

AA694758 GM01484 (5 prime read) like 4g1 e-35

AA694912 GM01769 

AA696094 GM05053 (5 prime read) like 6a1 e-24

AA696656 GM08076 Cyp6a2

AA697378 HL02362 (5 prime read) Cyp4d2

AA697564 HL02788 (5 prime read) like 28a1 e-31 N-terminal 85% identical to HL05525

AA697893 HL03421 (5 prime read) Cyp4d2

AA698035 HL03662 (5 prime read) like 9a1 e-6

AA698109 HL03786 = AC007809

AA698190 HL03915 (5 prime read) like 4e5 e-15

AA698375 HL04361 (5 prime read) like 12b1 e-27

AA698380 HL04373 (5 prime read) like 12b1 e-25

AA698511 HL04839 (5 prime read) like 12a2 e-41

AA698531 HL04865 (5 prime read) like 4d2 e-35

AA698702 HL05508 (5 prime read) like 4d2 e-50

AA698711 HL05525 (5 prime read) like 28a2 e-65 N-terminal 85% identical to HL02788

AA698945 HL06009 (5 prime read) like 6a2 e-3 (may be accidental match)

AA698588 HL04979 very similar to AI064680

AA699131 HL07765 (5 prime read) like 6a1 e-50

AA735946 GM10171 (5 prime read) 49% identical to cyp9a1 e-38

AA801503 HL02667 (5 prime read) like 12a1 e-34

AA802777 GM06292 (5 prime read) like 12b1 e-33

AA803578 GM13544 (5 prime read) like 6a1 e-70

AA803931 GM10891 = AC014186 full length seq.

AA816508 LD01943 (5 prime read) like 6a2 e-41

AA940590 LD21809 (5 prime read) like 4e2 e-110

AA940642 LD22157 (5 prime read) like 4e2 e-152

AA941155 LD25139 (5 prime read) like Cyp6a e-22

AA942250 LD26353 (5 prime read)

AA949109 LD27879 (5 prime read) like 4e2 e-148

AA951440 LD31895 (5 prime read) like 6a2 e-43

AA990733 LD34576 (5 prime read)

AC001660 DS00180 Cyp28a5

AC002444 DS02782 =AC009909 full length probably new family

   49% to AC003055 end of this gene is on AC003055

AC003055 DS06332 2 genes 5000 and 7000 regions 49% to AC002444 

   next best 34% to Cyp28a

AC004304 = AC004516 = AC004426 = AC005556 = Cyp4aa1

AC004345 DS07069 Cyp12b2

AC004377 DS00837 Cyp6d2

AC004426 = AC004516 = AC004304 = AC005556 = Cyp4aa1

AC004516 = AC004304 = AC004426 = AC005556 = Cyp4aa1

AC004657 Cyp12b2 DS09119, DS08204

AC004717 DS01529 45% identical to cyp4d sequences

AC004721 DS03308 Cyp6a16

AC005130 DS01560 poor similarity to other P450s see AC007440

AC005415* = the 15,000 region of AC005451 same as Cyp new 

AC005450 = Cyp9h1 AC007453, AC005472 66% identical to AA567377

AC005451 Cyp4e1, Cyp4e2, Cyp new full length probably new family

AC005457 3 seqs. = AC007085 Cyp6a13, CYP6a14, Cyp6a15p

AC005472 Cyp9h1 = AC005450, AC007453 comp(140861-142253) 66% identical to AA567377

AC005556 DS08658 = AC004516 = AC004304 = AC004426 =  Cyp4aa1

AC005811* = AC005130

AC005834 DS01589 = AC004717

AC006091 Cyp12a4, Cyp12a5

AC006469 Cyp9b1, Cyp9b2

AC007085 2 sequences Cyp6a13, Cyp6a14 1st = 57% to 6a5 = AC005457

AC007137 probably a new family

AC007257 168116-168021 N-term like AC007137

AC007291 Cyp4e3

AC007356 mitochondrial 42% to AC007398

AC007398 42% to AC007356

AC007418* = AC007398

AC007440* Cyp6g1 and another gene 3 contigs 2 genes = AC015208 

   parts are 59% to AC005130

AC007441* 52% to 6d2

AC007453 Cyp9h1 = AC005472, AC005450 50% to 9b3 66% identical to AA567377

AC007549 Cyp6a2

AC007571 probable new family like AC007752

AC007573* = AC015424 and AC010003

AC007574* Cyp9c1

AC007579* Cyp4aa1

AC007581 Cyp9c1

AC007594* 2 genes one is a pseudogene.  Gene A = 73% to Cyp9f1 

   94% to gene B (pseudogene).  95% to Cyp9f2 93% to AC009741

   Gene B (pseudogene) is 91% to 9f2 95% to AC009741 69% to 9f1

AC007724 2 sequences including AL076582 Seq 1 is 52% to AC007928

    Seq. 1 is 46% to AC007928

AC007725* = AC015141, AC008307 

AC007752* most like AC007571

AC007809 = AC007928 AA698109 AL060049 AL076303 38% to 4C1 57% to AL076582

AC007928 = AC007809 47% TO 4C14

AC007974 Cyp4c3 

AC008003* = AC008324 and AA567719 for C-helix region

AC008141* Cyp12a5

AC008186* Cyp4p1 and Cyp4p3 multiple contigs

AC008187* full length P450 with an N-terminal extension that is not complete

   Probably in the 12 family

AC008197* 48% to 6d2 in the 6 family

AC008219* Cyp4c3

AC008257* complete 43% to Cyp6g1 = AC014226

AC008285* = AI403838 new Cyp6a member complete

AC008288* = AL072844 AI517040 missing N-terminal only

AC008307* AC015141 AC007725

AC008309* = AC008285

AC008324* 2 genes i full length one partial perhaps with 

    alt. splice at C-helix exon

AC008325* N-term of gene 1 of AC008325 plus N-term of another = AA697618

AC008327* full length sequence = AC008324 AI403094 

AC008339* = AC008257

AC008340* Cyp6a2

AC008350* Cyp6d2

AC008352* = AC008257

AC008359* = AC014292 AC009393 AC014072 AI257867 full length new family

AC009342* = AC008257

AC009355* = AC008327

AC009385* = AC012807

AC009393* = AC014292 AC008359 AC014072 AI257867 full length new family

AC009844* at least 6 genes

AC009846* = AC001897 full length 6d like

AC009741* Cyp9f member 95% to AC007574 gene A

AC009909* = AC002444 AC003055 full length

AC009910* Cyp6a16

AC009911* Cyp6a17

AC010003* 91% to AC015424 probably same gene 94% to AC007573 40% to 4d1

AC010014* same gene as AC010015 63% to AC004717

AC010015* same gene as AC010014 Cyp4d8 63% to AC004717

AC010112* Cyp4d8 plus a second gene on AC010113

AC010113* Cyp4d8 plus a second gene also on AC010112 and AC010557

AC010557* Cyp4d8 plus a second gene on AC010113

AC010578* 33,00 region fragment = Cyp6a17 also has AA951440 match

AC011761* = AC015002

AC012164* Cyp18 and 2-3 more genes or gene fragments

AC012373* Cyp18 and 2-3 more genes or gene fragments

AC012807* new full length mito clan seq. 48% to 12a2 = AC009385

AC012831* 56% to part of AC014742

AC013225* = AC007571

AC013857* = AC008187

AC013897* Cyp4g15

AC014072* = AC014292 AC009393 AC008359 AI257867 full length new family

AC014186* full length = AA803931 AA821188 AA803220 AI404794

AC014191* 

AC014226* = AC008257

AC014292* = AC008359 AC009393 AC014072 AI257867 full length new family

AC014497* Cyp6a2

AC014742* probable pseudogene like AC012831

AC014779* Cyp4c3

AC014810* = AL065712 27% to Cyp18 new family 

AC015002* = AC011761

AC015141* = AC008307 AC007725

AC015190* CYP12a4, Cyp12a5

AC015208* same as AC007440 new gene plus Cyp6g1 and a third gene

AC015216* Cyp18 and 2-3 more genes or gene fragments

AC015396* = AL099182 36% to 12a3 mito clan

AC015424* = AC007573 AC010003

AF016992 TO AF017004 Cyp4d1

AF017005 Drosophila simulans Cyp4d2

AF017006 to AF017019 Cyp4d2

AF061081 to AF061083 Cyp6a2

AF083945 Cyp9b3

AF083946 Cyp6g1

AF083947 Cyp9f1

AI062067 GH01123

AI062205 GH01333

AI062549 GH01777 Cyp6g1

AI062772 GH02094

AI062825 GH02170

AI062848 GH02194

AI063157 GH02673

AI063239 GH02806

AI063322 GH03064

AI063421 GH03219 6a related

AI063794 GH03774 Cyp6g1

AI063849 GH03949 Cyp9b2

AI064088 GH04350

AI064259 GH04619

AI064268 GH04631

AI064278 GH04644

AI064555 GH05014

AI106625 GH06684

AI064680 GH02908 = AL061315 AI404867 AI406053 AI516839 very similar to      

                                     AA698588

AI106700 GH07625

AI106721 GH07650

AI106780 GH05994

AI106986 GH06263

AI107062 GH06353

AI107173 GH06488

AI107207 GH06534

AI107730 GH05558 Cyp6a8

AI107737 GH05567 Cyp4g1

AI107765 GH05611

AI107803 GH05657

AI107861 GH05732

AI107892 GH05773

AI107940 GH05839

AI108091 GH06828

AI108382 GH07207

AI108390 GH07216

AI108845 GH08141

AI108856 GH08157

AI108823 GH08116

AI108995 GH07481

AI109079 GH07595

AI109083 GH07603

AI109091 GH07613

AI109353 GH08514

AI109410 GH08593

AI109667 GH08918

AI109680 GH08932

AI109737 GH09012 4p1 N-term?

AI109996 GH09418

AI110101 GH09563

AI113367 GH06928

AI113449 GH09719 Cyp6g1

AI113485 GH09810

AI113499 GH09824

AI113770 GH10223

AI114010 GH10635 6a related

AI114078 GH10754

AI114198 GH10927 Cyp6a2

AI114209 GH10953

AI133818 GH10520 Cyp6g1

AI133930 GH11207

AI134091 GH11449

AI134251 GH11657

AI134370 GH11817

AI134464 GH11938

AI134468 GH11942 Cyp4g1

AI134510 GH11993

AI134544 GH12035

AI134711 GH12246

AI134994 GH12601

AI135092 GH12724

AI135407 GH13137

AI135496 GH13284

AI135715 GH13561

AI135768 GH13635

AI135779 GH13651

AI135898 GH13814 6a related

AI237973 GH13192

AI238008 GH13965 Cyp6a2

AI238257 GH14271 Cyp4g1

AI238329 GH14353

AI238755 GH14860

AI238761 GH14866

AI257340 LP05668

AI257867 LP06355

AI257879 LP06368

AI257903 LP06402 Cyp6a9

AI258456 LP01662 6a related

AI258590 LP01819 Cyp6a8

AI259899 LP03420

AI260230 LP03950 6a related

AI261013 LP05075

AI292654 GH15604

AI292751 GH15730

AI292944 GH15982

AI292972 GH16021

AI292892 GH15917

AI293025 GH16091

AI293033 GH16105

AI293255 GH16401 Cyp4p1

AI293299 GH16462

AI293313 GH16481

AI294030 LP07321 Cyp18

AI294370 LP07728

AI295319 LP08915

AI295592 LP09266

AI295735 LP09448

AI296124 LP09942

AI296945 LP11071

AI297753 LP12125 Cyp4 new

AI297882 LP12322

AI386498 GH16584

AI386573 GH16696

AI386932 GH17321 Cyp6g1

AI387842 GH18513

AI387905 GH18601

AI387915 GH18614

AI387969 GH18703

AI388306 GH19158

AI388987 GH20054

AI388993 GH20061

AI389195 GH20311

AI389275 GH20410

AI389355 GH20504

AI389454 GH20633

AI389883 GH21174

AI402085 GH07481

AI402118 GH08116 Cyp9b2

AI402187 GH09810 Cyp4d2

AI402215 GH10520

AI402220 GH10635

AI402390 GH21606 Cyp6g1

AI402621 GH21873

AI402430 GH21650

AI402779 GH22070

AI402810 GH22108

AI402886 GH22216

AI403093 GH22459

AI403094 GH22460

AI403297 GH22709

AI403497 GH22950

AI403566 GH23033

AI403655 GH23140

AI403665 GH23150

AI403674 GH23160

AI403684 GH23173

AI403823 GH23342 Cyp6g1

AI403829 GH23351 

AI403838 GH23364 80% to 6a8

AI404012 GH23586

AI404082 GH23673

AI404516 GH24257

AI404522 GH24265

AI404794 GH24629

AI404831 GH24669

AI404867 GH24715

AI404961 GH24843

AI405011 GH24915

AI405120 GH25039 L49408

AI405169 GH25095

AI405296 GH25251

AI405607 GH25679

AI405947 GH26104 4p1 N-term?

AI406053 GH26239

AI406141 GH26347

AI457023 LD37233

AI511759 LD43269

AI512580 LD44491

AI513739 GH26796 AA567377

AI514076 GH27132

AI514270 GH27363

AI516839 GH27419

AI516961 GH27571

AI517120 GH27758

AI517348 GH28064

AI517349 GH28065

AI517356 GH28075 Cyp6g1

AI517365 GH28087

AI517399 GH28328

AI517484 GH28448 Cyp4g1

AI517561 GH28566

AI517684 GH28732

AI517752 GH28810

AI517823 GH28887 Cyp6g1

AI532649 SD04231 6a related

AI533952 SD06306 6a related

AI534145 SD06663 Cyp6a related

AI543300 SD10018

AI546241 LD47761 Cyp6a related

AI546418 LD47986

AL009188 Cyp4g1

AL009194 Cyp4d2 plus two other genes

AL009194 13000 region Cyp4d14 

AL009194 6000-8000 region Cyp4e4

AL023401 Cyp4d2 STS

AL051240

AL052842.1|CNS000F5  Drosophila 215  8e-56 exact match with AA699131

AL053264.1|CNS0098O  Drosophila melanogaster 272  4e-73 cyp6a9

AL054065.1|CNS004PR  Drosophila melanogaster 222  2e-62 cyp6a8

AL054245.1|CNS009UB  Drosophila 46  2e-12 exact match to AL062352

AL054261.1|CNS004MS  Drosophila melanogaster 105  1e-22 cyp6a9

AL054861.1|CNS00A30  Drosophila melanogaster 182  3e-77 cyp6a9

AL055555.1|CNS004XH  Drosophila melanogaster 171  5e-50 cyp6a9

AL055637.1|CNS00ALR  Drosophila 62  1e-09 exact match with AL058497

AL055774 Cyp4p2

AL057750.1|CNS00162 136  5e-58 65% identical to AL062684

AL057969.1|CNS00BXP  Drosophila 61  3e-09 exact match to AL067059

AL058497.1|CNS00BYD  Drosophila 40  0.006 exact match to AL055637

AL058810.1|CNS0017H  Drosophila 68  3e-11 exact match with Dm0590

AL059237.1|CNS00CG4 exact match to AC005811, AL062712, AL068269, AL075733

AL059533.1|CNS005I8 62  2e-09 exact match with composite sequence CK01076

AL060049

AL061295.1|CNS001S5  Drosophila 59  1e-08 exact match to L46858

AL061650.1|CNS00613  Drosophila 74  3e-13 60% identical to L46858

AL061315

AL062343 Cyp18

AL062352.1|CNS002D3  Drosophila 89  4e-29 exact match to AL054245

AL062712.1|CNS002HH exact match to AC005811, AL059237, AL068269, AL075733

AL062684.1|CNS002GP 155  7e-38  65% identical to AL057750

AL063060 4p1 and 4p2 fragments

AL063519 29% identical to 12A1 N-term to mid

AL063862.1|CNS00350  Drosophila melanogaster 123  5e-28 cyp9c1

AL065705.1|CNS006L5  Drosophila 58  2e-08 exact match to AA698945

AL065891.1|CNS006T4  Drosophila 126  5e-29 exact match with AA141600

AL067059.1|CNS007EC  Drosophila 56  9e-08 exact match to AL057969

AL067521

AL068269.1|CNS00LIR exact match to AC005811, AL062712, AL059237, AL075733

AL069773.1|CNS00ERU  Drosophila 87  4e-17 exact match to Dm3472

AL069964.1|CNS00DFU  Drosophila 136  6e-32 72% identical to 6a9

AL070300 Cyp6g1

AL070449.1|CNS00FAM 72  1e-12 exact match with composite sequence CK01076

AL070586.1|CNS00DGA  Drosophila melanogaster 108  1e-38 cyp6a9

AL070820.1|CNS00FNQ  Drosophila 40  0.006 40% identical to CYP28A1

AL072094.1|CNS00GEP  Drosophila melanogaster 178  1e-72 cyp6a9

AL072439

AL072844.1|CNS00H2C  Drosophila 80  5e-15 42% identical to 6a5

AL074108.1|CNS00HVU  Drosophila 171  7e-48 exact match with AA699131

AL074717

AL075733.1|CNS00J4Z exact match to AC005811, AL062712, AL068269, AL059237

AL076220.1|CNS00JFP  Drosophila melanogaster 77  5e-23 cyp9c1

AL076303

AL076582

AL076863.1|CNS00JXK  Drosophila 173  2e-79 exact match with AA951440

AL076873.1|CNS00JXU  Drosophila 191 1e-59 exact match with AA951440

AL077732 Cyp18

AL078165.1|CNS00KMI  Drosophila 196  4e-50 exact match with Dm3472

AL078186

AL078839 63% TO AC005834

