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Supplementary Fig. 1. Alignment of amino acid sequences of homeodomain of POU and CUT class proteins generated by CLUSTALW.

Sequence data used for phylogenetic analysis are shown by brown lines. The accession numbers of the sequences used are as follows: Mm_Cutl1:
AAH90847; Hs_CUTL2: O14519; Dm_cut: NP-524764; Hs_ONECUT2: O95948; Mm_Onecut2: AAI03669; Dr_onecut: AAH90847; Dm_onecut: NP-
524842; Sp_hnf6: NP-999824; Hr_HNF-6: BAB15952; Ci_Onecut: BAE06494; Mm_SATB-2_Q546B3; Hs_SATB-1: Q59EQ0; Mm_Satb1: Q91XB1;
Dm_Dve: BAA32660; Hs_POU1F1: NP-000297; Gg_POU1F1: NP-989650; Hs_POU2F1: AAH01664; Hs_POU3F1: AAA59965; Hs_POU4F1: CAA45907;
Hs_POU5F1: CAA77951; Hs_POU6F1: NP-002693.
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Onecut2_HD_Mm_AAI03669 -QKKSRLVFTDL-QRRTLFAIFKEN-KRPSKEMQITISQQLG----------LELTTVSNFFMNARRRSLEKWQDD--
onecut_HD_Dr_AAH90847 -SKKPRLVFTDV-QRRTLHAIFKEN-KRPSKELQITISQQLG----------LELATVSNFFMNARRRSLDKWLDD--
hnf6_HD_Sp_NP_999824 -IKKPRLVFTDL-QRRTLHAIFKEN-KRPSKEMQITIAQQLG----------LELSTVSNFFMNARRRSQDKWQDE--
onecut_HD_Dm_NP_524842 -PKKPRLVFTDL-QRRTLQAIFKET-KRPSKEMQVTIARQLG----------LEPTTVGNFFMNARRRSMDKWRDD--
ONECUT2_HD_Hs_O95948 -QKKSRLVFTDL-QRRTLFAIFKEN-KRPSKEMQITISQQLG----------LELTTVSNFFMNARRRSLEKWQDD--
onecut-1_HD_Dr_AAW02845 -SKKPRLVFTDV-QRRTLHAIFKEN-KRPSKELQITISQQLG----------LELATVSNFFMNGRRRSLDKWLDD--
HrHNF-6_HD_Hr_BAB15952 -QKKPRLVFTDL-QRRTLHAIFKEN-KRPSKEMQMQISNQLG----------LEVTTVSNFFMNARRRSIDKWQDE--
Onecut_HD_Ci_BAE06494 -PKKPRLVFTDL-QRRTLHAIFKES-KRPSKEMQIQISQQLG----------LEVTTVSNFFMNARRRSLDKWQDD--
Cutl1_HD_Mm_AAH90847 -LKKPRVVLAPE-EKEALKRAYQQK-PYPSPKTIEELATQLN----------LKTSTVINWFHNYRSRIRRELFIE--
cut-like_1_HD_Mm_P53564 -LKKPRVVLAPE-EKEALKRAYQQK-PYPSPKTIEELATQLN----------LKTSTVINWFHNYRSRIRRELFIE--
Cux-1_HD_Mm_AAC52775 -LKKPRVVLAPE-EKEALKRAYQQK-PYPSPKTIEELATQLN----------LKTSTVINWFHNYRSRIRRELFIE--
SATB-2_HD_Mm_Q546B3 -KPRSRTKISLE-ALGILQSFIHDVGLYPDQEAIHTLSAQLD----------LPKHTIIKFFQNQRYHVKHHGKLK--
SATB-1_HD_Hs_Q59EQ0 -KTRPRTKISVE-ALGILQSFIQDVGLYPDEEAIQTLSAQLD----------LPKYTIIKFFQNQRYYLKHHGKLK--
Satb1_HD_Mm_Q91XB1 -KTRPRTKISVE-ALGILQSFIQDVGLYPDEEAIQTLSAQLD----------LPKYTIIKFFQNQRYYLKHHGKLK--
Dve_HD1_Dm_NP_477242 -KTRMRTSFDPEMELPKLQKWFADN-PHPSRQQIQTYVVQLNALESRRGRKPLDVNNVVYWFKNARAAQKRAEMRG--
Dve_HD2_Dm_NP_477242 -RKRNRTFIDPVTEVPKLEQWFAMN-THPSHNLILKYTEDLNTMPYRQKFPRLESKNVQFWFKNRRAKCKRLKMSL--
Compass_Sp_HD1 -WRRPRTLFNPRTELPRLLRWYRQN-PRPTRAEMEVYLAELNASDFRRNGTPLQYSSIMIWFKNARVKYRHLLRST--
Compass_Sp_HD2 -PRKRFT-IDPTFEVPKLQSWFAID-PRPDRQTIERYVQELNSSEWRRHQPKYNNRVVYVWFKNARAKYSKMQVSS--
Bf-Compass_HD1 -RKRFRTTFSLEHEIPKLMAWFRED-PRPDPMKINRYLQELNNSEVRKHQAPLRYQAVHIWFKNARAKYKKEGLYT--
Bf-Compass_HD2 --TRRRLIINPVSELPRLQTWFNVN-PKPSRSEMKKMAEELNASEWRRN-QPFELKSVAIWFKNARAKVAKKEHSL--
POU2F1_Hs_AAH01664 RRRKKRTSIETN-IRVALEKSFLEN-QKPTSEEITMIADQLN----------MEKEVIRVWFCNRRQKEKRINPPSSG
POU3F1_Hs_AAA59965 RKRKKRTSIEVG-VKGALESHFLKC-PKPSAHEITGLADSLQ----------LEKEVVRVWFCNRRQKEKRMTP-AA-
POU5F1_Hs_CAA77951 ARKRKRTSIENR-VRGNLENLFLQC-PKPTLQQISHIAQQLG----------LEKDVVRVWFCNRRQKGKRSSSDYAQ
POU6F1_Hs_NP_002693 KKRKRRTSFTPQ-AIEALNAYFEKN-PLPTGQEITEIAKELN----------YDREVVRVWFCNRRQTLKNTS-KLN-
POU4F1_Hs_CAA45907 EKKRKRTSIAAP-EKRSLEAYFAVQ-PRPSSEKIAAIAEKLD----------LKKNVVRVWFCNQRQKQKRMKFSATY
Bf_POU1 RKRKRRTTIGLS-AKEALERHFLKQ-NKPSSQDIVRVAESLR----------LDKEVVRVWFCNRRQREKRVKT----
Bf_POU2 RRRKKRTSIETN-VRVALEKAFIQN-PKPTSEEIGIIAEQLG----------MEKEVVRVWFCNRRQKEKRINPQSSL
Bf_POU3 RKRKKRTSIEVT-VKGALESHFLKQ-PKPSAQEIAQLADSLQ----------LEKEVVRVWFCNRRQKEKRMTP-PAL
Bf_POU4 EKKRKRTSIAAP-EKRSLEAYFAVQ-PRPSSEKIAAIAEKLD----------LKKNVVRVWFCNQRQKQKRMKFSAQQ
Bf_POU6 KKRKRRTSFTPQ-ALEVLNAHFEKN-THPSGAEMTALAEKLN----------YDREVIRVWFCNKRQALKNTIKKLKT
Bf_POU3L RKRKKRTSIEVS-VKGALETFFYKQ-PKPSAIEISQLSEGLN----------LDKEVVRVWFCNRRQKERRMSPYHAV
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