
A list of 107 Fusarium graminearum/Gibberella zeae P450s in 

CYP order. 66 fit in existing families, named before adding this fungal genome. 41 CYPs are in 34 new families.

note 504 clan = 64 clan 

note 581 clan = 547 clan

note 586 clan = 59 clan

note 588 clan = 534 clan

note 594 clan = 533 clan 594 has some gaps

note 610 clan = 553 clan

569 family = 531 family

CYP610 may be CYP7 like

>CYP51F1  FG01000.1 AACM01000048 FGcontig1.48_scaffold1

>CYP51F2  FG04092.1 AACM01000179 FGcontig1.179_scaffold2

>CYP51F3  FG11024.1 AACM01000457 FGcontig1.457_scaffold8

>CYP53A6  FG08079.1 AACM01000324 FGcontig1.324_scaffold5

>CYP53A7  FG08086.1 AACM01000324 FGcontig1.324_scaffold5

>CYP53A8  FG10451.1 AACM01000435 FGcontig1.435_scaffold7

>CYP54C1  FG11536.1 AACM01000473 FGcontig1.473_scaffold10

>CYP55A8  FG11585.1 AACM01000475 FGcontig1.475_scaffold11

>CYP58A3  FG03535.1 AACM01000159 FGcontig1.159_scaffold2

>CYP59B1  FG02366.1 AACM01000117 FGcontig1.117_scaffold1

  59clan

>CYP61A1  FG01959.1 AACM01000104 FGcontig1.104_scaffold1

>CYP61Ax  FG03686.1 AACM01000161 FGcontig1.161_scaffold2

>CYP62B1  FG05806.1 AACM01000233 FGcontig1.233_scaffold3

>CYP65A2  FG03540.1 AACM01000159 FGcontig1.159_scaffold2

>CYP65Q1  FG07765.1 AACM01000318 FGcontig1.318_scaffold4

>CYP65R1  FG03191.1 AACM01000148 FGcontig1.148_scaffold2

>CYP65S1  FG08023.1 AACM01000323 FGcontig1.323_scaffold5

>CYP68C2  FG00071.1 AACM01000004 FGcontig1.4_scaffold1

>CYP68J1  FG02672.1 AACM01000132 FGcontig1.132_scaffold1

>CYP68J2  FG04717.1 AACM01000196 FGcontig1.196_scaffold3

>CYP68K1  FG11002.1 AACM01000457 FGcontig1.457_scaffold8

  54clan
>CYP504A5 FG03741.1 AACM01000162 FGcontig1.162_scaffold2

>CYP504B3 FG06447.1 AACM01000259 FGcontig1.259_scaffold4

>CYP505A7 FG01972.1 AACM01000107 FGcontig1.107_scaffold1

>CYP505C2 FG07596.1 AACM01000315 FGcontig1.315_scaffold4

>CYP506A2 FG01786.1 AACM01000093 FGcontig1.93_scaffold1

>CYP526E1 FG03860.1 AACM01000167 FGcontig1.167_scaffold2

>CYP526F1 FG10629.1 AACM01000446 FGcontig1.446_scaffold7

>CYP527E1 FG01767.1 AACM01000092 FGcontig1.92_scaffold1

>CYP528A2 FG02458.1 AACM01000122 FGcontig1.122_scaffold1

>CYP530A2 FG11389.1 AACM01000465 FGcontig1.465_scaffold9

>CYP531C1 FG02982.1 AACM01000145 FGcontig1.145_scaffold2

>CYP531D1 FG09351.1 AACM01000383 FGcontig1.383_scaffold6

>CYP532A3 FG01745.1 AACM01000092 FGcontig1.92_scaffold1

>CYP532B1 FG03260.1 AACM01000150 FGcontig1.150_scaffold2

>CYP532B2 FG07977.1 AACM01000323 FGcontig1.323_scaffold5

>CYP532C1 FG08008.1 AACM01000323 FGcontig1.323_scaffold5

>CYP534C1 FG09916.1 AACM01000411 FGcontig1.411_scaffold7

>CYP537A2 FG05426.1 AACM01000224 FGcontig1.224_scaffold3

>CYP539A3 FG01284.1 AACM01000065 FGcontig1.65_scaffold1

>CYP539E1 FG08005.1 AACM01000323 FGcontig1.323_scaffold5
>CYP540B2 FG02138.1 AACM01000111 FGcontig1.111_scaffold1

>CYP540B3 FG03548.1 AACM01000159 FGcontig1.159_scaffold2

>CYP542B1 FG08809.1 AACM01000355 FGcontig1.355_scaffold5

>CYP544A3 FG08377.1 AACM01000335 FGcontig1.335_scaffold5

>CYP546B1 FG10571.1 AACM01000442 FGcontig1.442_scaffold7

>CYP547B1 FG11303.1 AACM01000464 FGcontig1.464_scaffold9

>CYP548A3 FG06068.1 AACM01000241 FGcontig1.241_scaffold3

>CYP548B1 FG00037.1 AACM01000002 FGcontig1.2_scaffold1

>CYP550B1 FG05960.1 AACM01000237 FGcontig1.237_scaffold3

>CYP551B1 FG01739.1 AACM01000092 FGcontig1.92_scaffold1

>CYP552B3 FG11038.1 AACM01000458 FGcontig1.458_scaffold8

>CYP552C2 FG02344.1 AACM01000116 FGcontig1.116_scaffold1

>CYP552C3 FG08186.1 AACM01000329 FGcontig1.329_scaffold5

>CYP561D1 FG01740.1 AACM01000092 FGcontig1.92_scaffold1

>CYP566B1 FG04590.1 AACM01000193 FGcontig1.193_scaffold2

>CYP567B1 FG10695.1 AACM01000446 FGcontig1.446_scaffold7

  53clan

>CYP570C1 FG02419.1 AACM01000122 FGcontig1.122_scaffold1

>CYP570C2 FG02929.1 AACM01000143 FGcontig1.143_scaffold2

>CYP570D1 FG11498.1 AACM01000470 FGcontig1.470_scaffold9

>CYP573A2 FG03008.1 AACM01000145 FGcontig1.145_scaffold2

>CYP577A2 FG07654.1 AACM01000316 FGcontig1.316_scaffold4

>CYP584D1 FG08320.1 AACM01000333 FGcontig1.333_scaffold5
>CYP587B1 FG04249.1 AACM01000185 FGcontig1.185_scaffold2

  59clan
>CYP602B1 FG01868.1 AACM01000100 FGcontig1.100_scaffold1

>CYP606B1 FG11282.1 AACM01000464 FGcontig1.464_scaffold9

>CYP614A1 FG02113.1 AACM01000111 FGcontig1.111_scaffold1

  534clan

>CYP615A1 FG08183.1 AACM01000329 FGcontig1.329_scaffold5

  534clan
>CYP616A1 FG09671.1 AACM01000401 FGcontig1.401_scaffold6

   547clan

>CYP617A1 FG01048.1 AACM01000052 FGcontig1.52_scaffold1

   547clan

>CYP617B1 FG02118.1 AACM01000111 FGcontig1.111_scaffold1

   547clan

>CYP617C1  FG10461.1 AACM01000435 FGcontig1.435_scaffold7

   547clan
>CYP618A1 FG03961.1 AACM01000168 FGcontig1.168_scaffold2

   547clan 37% TO CYP582A1
>CYP619A1 FG09086.1 AACM01000370 FGcontig1.370_scaffold6

  64 clan

>CYP620A1 FG02837.1 AACM01000142 FGcontig1.142_scaffold2

  64 clan

>CYP620B1 FG03700.1 AACM01000161 FGcontig1.161_scaffold2

  64 clan

>CYP620C1 FG00007.1 AACM01000001 FGcontig1.1_scaffold1

  64 clan 

>CYP621A1 FG05113.1 AACM01000205 FGcontig1.205_scaffold3

  66 clan
>CYP622A1 FG08187.1 AACM01000329 FGcontig1.329_scaffold5

  54clan
>CYP623A1 FG02117.1 AACM01000111 FGcontig1.111_scaffold1

  54clan

>CYP623B1 FG09195.1 AACM01000371 FGcontig1.371_scaffold6

  54clan
>CYP624A1 FG02371.1 AACM01000117 FGcontig1.117_scaffold1

  53clan
>CYP625A1 FG10991.1 AACM01000457 FGcontig1.457_scaffold8

  53clan

>CYP626A1 FG11465.1 AACM01000467 FGcontig1.467_scaffold9

  53clan
>CYP627A1 FG07804.1 AACM01000320 FGcontig1.320_scaffold4

  53clan 

>CYP628A1 FG03086.1 AACM01000147 FGcontig1.147_scaffold2

  53clan  
>CYP629A1 FG11424.1 AACM01000467 FGcontig1.467_scaffold9

  53clan
>CYP630A1 FG00012.1 AACM01000001 FGcontig1.1_scaffold1

  53clan

>CYP630B1 FG08412.1 AACM01000338 FGcontig1.338_scaffold5

  53clan
>CYP631A1 FG10329.1 AACM01000425 FGcontig1.425_scaffold7

  53clan
>CYP632A1 FG03264.1 AACM01000150 FGcontig1.150_scaffold2

  53clan
>CYP633A1 FG03796.1 AACM01000164 FGcontig1.164_scaffold2

  7clan
>CYP633B1 FG08207.1 AACM01000329 FGcontig1.329_scaffold5

  7clan
>CYP634A1 FG02872.1 AACM01000142 FGcontig1.142_scaffold2

  7clan 37% to 633B1
>CYP635A1 FG08191.1 AACM01000329 FGcontig1.329_scaffold5

  7clan
>CYP636A1 FG02111.1 AACM01000111 FGcontig1.111_scaffold1

  7clan
>CYP637A1 FG03498.1 AACM01000159 FGcontig1.159_scaffold2

  7clan
>CYP638A1 FG02114.1 AACM01000111 FGcontig1.111_scaffold1

  7clan
>CYP639A1 FG03850.1 AACM01000166 FGcontig1.166_scaffold2

  7clan 
>CYP640A1 FG11108.1 AACM01000459 FGcontig1.459_scaffold8

  7clan
>CYP641A1 FG10910.1 AACM01000454 FGcontig1.454_scaffold8

  7clan
>CYP642A1 FG01583.1 AACM01000081 FGcontig1.81_scaffold1

  7clan
>CYP643A1 FG02367.1 AACM01000117 FGcontig1.117_scaffold1

  643clan

>CYP643B1 FG04724.1 AACM01000196 FGcontig1.196_scaffold3

  643clan
>CYP643A2 FG01722.1 AACM01000091 FGcontig1.91_scaffold1

  643clan

>CYP644A1 FG10610.1 AACM01000444 FGcontig1.444_scaffold7

  644clan

>CYP645A1 FG00127.1 AACM01000005 FGcontig1.5_scaffold1

  116clan lateral transfer from bacterial CYP116B

