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Dm_lab NNSGRTNFTNK-QLTELEKEFHFN---RYLTRARRIEIANTLQ----------LNETQVKIWFQNRRMKQKKRV
Dm_pb PRRLRTAYTNT-QLLELEKEFHFN---KYLCRPRRIEIAASLD----------LTERQVKVWFQNRRMKHKRQT
Dm_zen2 SKRSRTAFSSL-QLIELEREFHLN---KYLARTRRIEISQRLA----------LTERQVKIWFQNRRMKLKKST
Dm_zen LKRSRTAFTSV-QLVELENEFKSN---MYLYRTRRIEIAQRLS----------LCERQVKIWFQNRRMKFKKDI
Dm_bcd PRRTRTTFTSS-QIAELEQHFLQG---RYLTAPRLADLSAKLA----------LGTAQVKIWFKNRRRRHKIQS
Dm_Dfd PKRQRTAYTRH-QILELEKEFHYN---RYLTRRRRIEIAHTLV----------LSERQIKIWFQNRRMKWKKDN
Dm_Scr TKRQRTSYTRY-QTLELEKEFHFN---RYLTRRRRIEIAHALC----------LTERQIKIWFQNRRMKWKKEH
Dm_ftz SKRTRQTYTRY-QTLELEKEFHFN---RYITRRRRIDIANALS----------LSERQIKIWFQNRRMKSKKDR
Dm_Antp RKRGRQTYTRY-QTLELEKEFHFN---RYLTRRRRIEIAHALC----------LTERQIKIWFQNRRMKWKKEN
Dm_Ubx RRRGRQTYTRY-QTLELEKEFHTN---HYLTRRRRIEMAHALC----------LTERQIKIWFQNRRMKLKKEI
Dm_abd-A RRRGRQTYTRF-QTLELEKEFHFN---HYLTRRRRIEIAHALC----------LTERQIKIWFQNRRMKLKKEL
Dm_Abd-B VRKKRKPYSKF-QTLELEKEFLFN---AYVSKQKRWELARNLQ----------LTERQVKIWFQNRRMKNKKNS
Dm_eve VRRYRTAFTRD-QLGRLEKEFYKE---NYVSRPRRCELAAQLN----------LPESTIKVWFQNRRMKDKRQR
Dm_ind SKRIRTAFTST-QLLELEREFSHN---AYLSRLRRIEIANRLR----------LSEKQVKIWFQNRRVKQKKGG
Dm_cad KDKYRVVYTDF-QRLELEKEYCTS---RYITIRRKSELAQTLS----------LSERQVKIWFQNRRAKERKQN
Dm_btn NRKERTAFSKT-QLKQLEAEFCYS---NYLTRLRRYEIAVALE----------LTERQVKVWFQNRRMKCKRIK
Dm_ro QRRQRTTFSTE-QTLRLEVEFHRN---EYISRSRRFELAETLR----------LTETQIKIWFQNRRAKDKRIE
Dm_Hmx KKKTRTVFSRA-QVFQLESTFDLK---RYLSSSERAGLAASLR----------LTETQVKIWFQNRRNKWKRQL
Dm_slou PRRARTAFTYE-QLVSLENKFKTT---RYLSVCERLNLALSLS----------LTETQVKIWFQNRRTKWKKQN
Dm_Cll/C15 RKKPRTSFTRI-QVAELEKRFHKQ---KYLASAERAALARGLK----------MTDAQVKTWFQNRRTKWRRQT
Dm_lbe KRKSRTAFTNH-QIFELEKRFLYQ---KYLSPADRDEIAASLG----------LSNAQVITWFQNRRAKQKRDI
Dm_lbl KRKSRTAFTNQ-QIFELEKRFLYQ---KYLSPADRDEIAGGLG----------LSNAQVITWFQNRRAKLKRDM
Dm_bap KKRSRAAFSHA-QVFELERRFAQQ---RYLSGPERSEMAKSLR----------LTETQVKIWFQNRRYKTKRKQ
Dm_tin KRKPRVLFSQA-QVLELECRFRLK---KYLTGAEREIIAQKLN----------LSATQVKIWFQNRRYKSKRGD
Dm_Dr/msh NRKPRTPFTTQ-QLLSLEKKFREK---QYLSIAERAEFSSSLR----------LTETQVKIWFQNRRAKAKRLQ
Dm_BarH1 QRKARTAFTDH-QLQTLEKSFERQ---KYLSVQERQELAHKLD----------LSDCQVKTWYQNRRTKWKRQT
Dm_BarH2 QRKARTAFTDH-QLQTLEKSFERQ---KYLSVQDRMELANKLE----------LSDCQVKTWYQNRRTKWKRQT
Dm_bsh RRKARTVFSDP-QLSGLEKRFEGQ---RYLSTPERVELATALG----------LSETQVKTWFQNRRMKHKKQL
Dm_CG11085 PRRRRTAFTHA-QLAYLERKFRCQ---KYLSVADRSDVAETLN----------LSETQVKTWYQNRRTKWKRQN
Dm_vnd KRKRRVLFTKA-QTYELERRFRQQ---RYLSAPEREHLASLIR----------LTPTQVKIWFQNHRYKTKRAQ
Dm_scro RRKRRVLFTQA-QVYELERRFKQQ---RYLSAPEREHLASLIH----------LTPTQVKIWFQNHRYKCKRQA
Dm_Dbx GMMRRAVFSDS-QRKGLEKRFQQQ---KYISKPDRKKLAERLG----------LKDSQVKIWFQNRRMKWRNSK
Dm_lms KKRPRTAFSAA-QIKALETEFERG---KYLSVAKRTALAKQLQ----------LTETQIKIWFQNRRTKWKRKY
Dm_CG15696 GRLPRIPFTPQ-QLQALENAYKES---NYLSAEDANKLADSLE----------LTNTRVKIWFQNRRARERREK
Dm_CG18599 NKRVRTIFTPE-QLECLEAEFERQ---QYMVGPERLYLAHTLK----------LTEAQVKVWFQNRRIKWRKHH
Dm_CG34031 DRKPRQAYSAS-QLERLENEFNLD---KYLSVSKRVELSKSLS----------LTEVQVKTWFQNRRTKWKKQL
Dm_HHEX RKGGQIRFTSQ-QTKNLEARFASS---KYLSPEERRHLALQLK----------LTDRQVKTWFQNRRAKWRRAN
Dm_Dll MRKPRTIYSSL-QLQQLNRRFQRT---QYLALPERAELAASLG----------LTQTQVKIWFQNRRSKYKKMM
Dm_E5 PKRVRTAFSPT-QLLKLEHAFEGN---HYVVGAERKQLAQGLS----------LTETQVKVWFQNRRTKHKRMQ
Dm_ems PKRIRTAFSPS-QLLKLEHAFESN---QYVVGAERKALAQNLN----------LSETQVKVWFQNRRTKHKRMQ
Dm_exex TRRPRTAFTSQ-QLLELEKQFKQN---KYLSRPKRFEVASGLM----------LSETQVKIWFQNRRMKWKRSK
Dm_HGTX KKHTRPTFSGQ-QIFALEKTFEQT---KYLAGPERAKLAYALG----------MSESQVKVWFQNRRTKWRKRH
Dm_H2.0 RSWSRAVFSNL-QRKGLEIQFQQQ---KYITKPDRRKLAARLN----------LTDAQVKVWFQNRRMKWRHTR
Dm_unpg SRRRRTAFTSE-QLLELEREFHAK---KYLSLTERSQIATSLK----------LSEVQVKIWFQNRRAKWKRVK
Dm_NK7.1 KKKARTTFTGR-QIFELEKMFENK---KYLSASERTEMAKLLM----------VTETQVKIWFQNRRTKWKKQD
Dm_en EKRPRTAFSSE-QLARLKREFNEN---RYLTERRRQQLSSELG----------LNEAQIKIWFQNKRAKIKKST
Dm_inv DKRPRTAFSGT-QLARLKHEFNEN---RYLTEKRRQQLSGELG----------LNEAQIKIWFQNKRAKLKKSS
Dm_ey LQRNRTSFTND-QIDSLEKEFERT---HYPDVFARERLAGKIG----------LPEARIQVWFSNRRAKWRREE
Dm_toy LQRNRTSFSNE-QIDSLEKEFERT---HYPDVFARERLADKIG----------LPEARIQVWFSNRRAKWRREE
Hs_PAX6 LQRNRTSFTQE-QIEALEKEFERT---HYPDVFARERLAAKID----------LPEARIQVWFSNRRAKWRREE
Dr_Pax10 LQRNRTSFTQE-QIDALEKEFERT---HYPDVFARERLAAKID----------LPEARIQVWFSNRRAKWRREE
Dm_eyg FRRNRTTFSPE-QLEELEKEFDKS---HYPCVSTRERLSSRTS----------LSEARVQVWFSNRRAKWRRHQ
Dm_toe FRRNRTTFSPE-QLDELEKEFDKS---HYPCVNTREKLAARTA----------LSEARVQVWFSNRRAKWRRHQ
Spur_LOC574563 LRRSRTTFTQN-QLAVLESDFEKT---HYPCVNTREELATKTS----------LSEARVQVWFSNRRAKWRRHK
Sk_Eygone SRRSRTTFSGD-QLDVLEKEFDKT---HYPCVNTREDLANKTH----------LSEARVQVWFSNRRAKWRRHK
Dm_gsb QRRSRTTFSND-QIDALERIFART---QYPDVYTREELAQSTG----------LTEARVQVWFSNRRARLRKQL
Dm_gsb-n QRRSRTTFTAE-QLEALERAFSRT---QYPDVYTREELAQTTA----------LTEARIQVWFSNRRARLRKHS
Dm_prd QRRCRTTFSAS-QLDELERAFERT---QYPDIYTREELAQRTN----------LTEARIQVWFSNRRARLRKQH
Hs_PAX7 QRRSRTTFTAE-QLEELEKAFERT---HYPDIYTREELAQRTK----------LTEARVQVWFSNRRARWRKQA
Dm_al QRRYRTTFTSF-QLEELEKAFSRT---HYPDVFTREELAMKIG----------LTEARIQVWFQNRRAKWRKQE
Dm_CG11294 QRRNRTTFTPQ-QLQELEALFQKT---HYPDVFLREEVALRIS----------LSEARVQVWFQNRRAKWRKQA
Dm_CG34340 QRRNRTTFTLQ-QLEELETAFAQT---HYPDVFTREDLAMKIN----------LTEARVQVWFQNRRAKWRKAE
Dm_CG34367 QRRSRTNFTLD-QLNELERLFEET---HYPDAFMREELSQRLG----------LSEARVQVWFQNRRAKCRKHE
Dm_CG9876 PRRNRTTFSSA-QLTALEKVFERT---HYPDAFVREELATKVH----------LSEARVQVWFQNRRAKFRRNE
Dm_CG32532 RRRHRTTFTQE-QLAELEAAFAKS---HYPDIYCREELARTTK----------LNEARIQVWFQNRRAKYRKQE
Dm_Gsc KRRHRTIFTEE-QLEQLEATFDKT---HYPDVVLREQLALKVD----------LKEERVEVWFKNRRAKWRKQK
Dm_Vsx1 RRHGRTIFTSS-QLEELEKAFKEA---HYPDVSARELLSMKTG----------LAEDRIQVWYQNRRAKWRKTE
Dm_Vsx2 RRHSRTIFTSY-QLEKLEEAFKEA---HYPDVYAREMLSLKTE----------LPEDRIQVWFQNRRAKWRKTE
Dm_unc-4 RRRSRTNFNSW-QLEELERAFSAS---HYPDIFMREALAMRLD----------LKESRVAVWFQNRRAKVRKRE
Dm_oc QRRERTTFTRA-QLDVLEALFGKT---RYPDIFMREEVALKIN----------LPESRVQVWFKNRRAKCRQQL
Dm_OdsH KRRGRTNFNSW-QLRELERVFQGS---HYPDIFMREALATKLD----------LMEGRIAVWFQNRRAKWRKQE
Dm_hbn VRRSRTTFTTF-QLHQLERAFEKT---QYPDVFTREDLAMRLD----------LSEARVQVWFQNRRAKWRKRE
Dm_otp QKRHRTRFTPA-QLNELERCFSKT---HYPDIFMREEIAMRIG----------LTESRVQVWFQNRRAKWKKRK
Dm_PHDP QRRIRTTFTSN-QLNELEKIFLET---HYPDIYTREEIASKLH----------LTEARVQVWFQNRRAKFRKQE
Dm_Pph13 QRRYRTTFNTL-QLQELERAFQRT---HYPDVFFREELAVRID----------LTEARVQVWFQNRRAKWRKQE
Dm_Ptx1 QRRQRTHFTSQ-QLQELEHTFSRN---RYPDMSTREEIAMWTN----------LTEARVRVWFKNRRAKWRKRE
Dm_repo KKKTRTTFTAY-QLEELERAFERA---PYPDVFAREELAIKLN----------LSESRVQVWFQNRRAKWRKHE
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Sup. Fig. S1 Multiple sequence alignment of HDs
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Dm_Rx HRRNRTTFTTY-QLHELERAFEKS---HYPDVYSREELAMKVN----------LPEVRVQVWFQNRRAKWRRQE
Dm_tup PTRVRTVLNEK-QLHTLRTCYNAN---PRPDALMKEQLVEMTS----------LSPRVIRVWFQNKRCKDKKKT
Dm_ap TKRMRTSFKHH-QLRTMKSYFAIN---HNPDAKDLKQLSQKTG----------LPKRVLQVWFQNARAKWRRMM
Dm_Awh TKRVRTTFTEE-QLQVLQANFQID---SNPDGQDLERIASVTG----------LSKRVTQVWFQNSRARQKKHI
Dm_Lim1 RRGPRTTIKAK-QLEVLKTAFNQT---PKPTRHIREQLAKETG----------LPMRVIQVWFQNKRSKERRMK
Dm_Lim3 NKRPRTTITAK-QLETLKTAYNNS---PKPARHVREQLSQDTG----------LDMRVVQVWFQNRRAKEKRLK
Dm_CG32105 PKRPRTILTSQ-QRKQFKASFDQS---PKPCRKVREALAKDTG----------LSVRVVQVWFQNQRAKMKKIQ
Dm_CG4328 PKRPRTILNTQ-QRRAFKASFEVS---PKPCRKVRENLAKDTG----------LSLRIVQVWFQNQRAKVKKIQ
Dm_zfh1 KVRVRTAINEE-QQQQLKQHYSLN---ARPSRDEFRMIAARLQ----------LDPRVVQVWFQNNRSRERKMQ
Dm_zfh2_HD1 QKRARTRITDD-QLKILRAHFDIN---NSPSEESIMEMSQKAN----------LPMKVVKHWFRNTLFKERQRN
Dm_zfh2_HD2 KRANRTRFTDY-QIKVLQEFFENN---SYPKDSDLEYLSKLLL----------LSPRVIVVWFQNARQKQRKIY
Dm_zfh2_HD3 NKRLRTTILPE-QLNFLYECYQSE---SNPSRKMLEEISKKVN----------LKKRVVQVWFQNSRAKDKKSR
Dm_cut SKKQRVLFSEE-QKEALRLAFALD---PYPNVGTIEFLANELG----------LATRTITNWFHNHRMRLKQQV
Dm_onecut PKKPRLVFTDL-QRRTLQAIFKET---KRPSKEMQVTIARQLG----------LEPTTVGNFFMNARRRSMDKW
Hs_SATB1 KTRPRTKISVE-ALGILQSFIQDV--GLYPDEEAIQTLSAQLD----------LPKYTIIKFFQNQRYYLKHHG
Dm_dve_HD1 KTRMRTSFDPEMELPKLQKWFADN---PHPSRQQIQTYVVQLNALESRRGRKPLDVNNVVYWFKNARAAQKRAE
Dm_dve_HD2 RKRNRTFIDPVTEVPKLEQWFAMN---THPSHNLILKYTEDLNTMPYRQKFPRLESKNVQFWFKNRRAKCKRLK
Dm_nub RRKKRTSIETT-IRGALEKAFLAN---QKPTSEEITQLADRLS----------MEKEVVRVWFCNRRQKEKRIN
Dm_pdm2 RRKKRTSIETT-VRTTLEKAFLMN---CKPTSEEISQLSERLN----------MDKEVIRVWFCNRRQKEKRIN
Dm_vvl KRKKRTSIEVS-VKGALEQHFHKQ---PKPSAQEITSLADSLQ----------LEKEVVRVWFCNRRQKEKRMT
Dm_acj6 GEKKRTSIAAP-EKRSLEAYFAVQ---PRPSGEKIAAIAEKLD----------LKKNVVRVWFCNQRQKQKRIV
Dm_pdm3 KRKRRTSFTPQ-ALELLNAHFERN---THPSGTEITGLAHQLG----------YEREVIRIWFCNKRQALKNTV
Hs_HNF1A GRRNRFKWGPA-SQQILFQAYERQ---KNPSKEERETLVEECNRAExGLGSNLVTEVRVYNWFANRRKEEAFRH
Dm_schlank GIRSSRPKKAA-NVPILEKTYAKS---TRLDKKKLVPLSKQTD----------MSEREIERWWRLRRAQDKPST
Dm_pros TPLHSSTLTPM-HLRKAKLMFFWV---RYPSSAVLKMYFPDIK-------FNKNNTAQLVKWFSNFREFYYIQM
Dm_so GEETSYCFKEK-SRSVLRDWYSHN---PYPSPREKRDLAEATG----------LTTTQVSNWFKNRRQRDRAAE
Dm_Optix GEQKTHCFKER-TRSLLREWYLQD---PYPNPTKKRELAKATG----------LNPTQVGNWFKNRRQRDRAAA
Dm_Six4 GEETVYCFKEK-SRNALKDCYLTN---RYPTPDEKKTLAKKTG----------LTLTQVSNWFKNRRQRDRTPQ
Ce_UNC-39 GEEIVYSFKDS-SRKFLKQFFRNVS--EYPTQEQKREISRATG----------LKIVQISNWFKNRRQRDKSNN
Dm_CG11617 SRATKRLFTPD-IKRMLKDWLIRRRENPYPSREEKKQLAAETG----------LTYTQICNWFANWRRKLKNSE
Dm_ara LAARRKNATRE-STATLKAWLNEHKKNPYPTKGEKIMLAIITK----------MTLTQVSTWFANARRRLKKEN
Dm_caup LAARRKNATRE-STATLKAWLSEHKKNPYPTKGEKIMLAIITK----------MTLTQVSTWFANARRRLKKEN
Dm_mirr NGARRKNATRE-TTSTLKAWLNEHKKNPYPTKGEKIMLAIITK----------MTLTQVSTWFANARRRLKKEN
Dm_vis LRKRRGNLPKS-SVKILKRWLYEHRYNAYPSDAEKFTLSQEAN----------LTVLQVCNWFINARRRILPEM
Dm_achi LRKRRGNLPKT-SVKILKRWLYEHRYNAYPSDAEKFTLSQEAN----------LTVLQVCNWFINARRRILPEM
Dm_hth NQKKRGIFPKV-ATNILRAWLFQHLTHPYPSEDQKKQLAQDTG----------LTILQVNNWFINARRRIVQPM
Dm_exd ARRKRRNFSKQ-ASEILNEYFYSHLSNPYPSEEAKEELARKCG----------ITVSQVSNWFGNKRIRYKKNI
Hs_PBX1 ARRKRRNFNKQ-ATEILNEYFYSHLSNPYPSEEAKEELAKKCG----------ITVSQVSNWFGNKRIRYKKNI
Pt_TALE KNSNKNKFQKR-SIDILKKWFLDHLDNPYPDNTEKQRLSKITG----------MHVRQIQNWFTNSRKRYLEPL
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