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Scer_Matalpha2     ---MNKIPIKDLLNPQITDEFKSS--------------------ILDINKKLFSICCNLPKLP--------------------ESVTTEEEVELRDILGFLSRANKNRKISDEEK-KLLQ
Vpol_HMLalpha2     ---MNKIPINILLNPSHQENLKDK--------------------LQQINDKLTSLCSKIPGNT--------------------SGLEQEDHLELQRILLFLTTVVKNEKLDNDEI-MLVR
Kafr_XP_003956854  ---MNKIQIQDLLNSPRDVDTKQE--------------------LRDINDKLFALCSKLPSSE--------------------ALLEAEFHLELRDIMLNLSKLQDTSRMGSEEK-HLAY
Zsap_CDM87332      ---MNKIPIERLLNPVHQEFPHEK--------------------LKNINNKLLALCSKLPSEN--------------------EQFE-KDKAELEKILPSLNILIRECGSSKEDQ-KMVH
Tpha_XP_003685884  ---MNKIPINKLLNPSQHYNLTEK--------------------LQQINITLSNLCTKLPDTI--------------------TDLTEADHRELQDILLYLTTVVKQQELKKEEI-MLVK
Ndai_XP_003667414  ---MNKIAISDLLNPPTAGPVTSN--------------------LDSINNQLVTICSKFPTAK--------------------ENVDGSYQIQLHNIVSFLSTLTQSTNLTSKDC-SNIQ
Knag_CCK69131      ---MNRIEIQDLLNNQDCSSLDKD--------------------FKNINSQLLEICSNFPKEL--------------------LSNHGELQMQLQGILLFLTKLVGKNDLSVTLK-NEAR
Ncas_XP_003675367  ---MNKIAIHDLLNPPNTTKTHEQ--------------------LESINTQLNTICSVFPTTE--------------------NLDFKTYQEQLRNIAVTLSSLTNQNELSSENK-NVLR
Zsap_CDM87338      ---MNKISIEQLLNPIHQEFPHEK--------------------LKEINDKLLTLCSKLPAEN--------------------EKLE-EDRSELEKILPSLNTLLKEKPSS-KDQ-KMIQ
Tbla_XP_004178015  ---MNKIPIDTLLNPTNSENIKEQ--------------------LQNLNKELLSMCSRLPSAK--------------------SME----ETQLSEILKFLTKTIKHEPLGKEET-ELVT
Agos_AEY98439      ---MNRIPIISLLNPSPNDVHSIRQPLMAGSSYGLKKDAYEAETLLKMRNELLKLHTTICCT---------------------NTGNKEVNDILNQVLQGLKTLSSDQVFSKPDR-VVIQ
Ecym_XP_003644079  ---MNRIPIISLLNPSPGDSHNIRQTLTSSSTFSLKKDTYEADILLKMRNELMKLHSSICCT---------------------NIENGEVNFILNKVLQGLKILSSDQVFSKPDR-VVIQ
Klac_MTAL2_KLULA   ---MSRIPIHSLLNPSESCKSISN--------------------VPSNYRDLSTFNKERAKV-----ITTFQEMFYSMLENNDD--YNKIESLIRNFQPKLTWSHKCESLTFKQKAYLTA
Cgla_XP_444981     MSKKSRISITHLLNPIQEENLKEK--------------------LQEINNQLISLCSSLPKRQ--------------------SLPG-----PSSDILRFLS----RNNLDPQEI-GLIK
Kdob_CDO92675      ---MNRISILSLLNPLSSTDNRHN--------------------ESNLSADLKIFESKKTEL-----IRGFQEDFYLMLGNGDI-DSKKIKCNVKRSRARLIRILKCKRLSFSDKVSLTR
Kmar_CCA89264      ---MSKIPVQSLLNPESPREHFYK--------------------TYEIEHKQSQVDRKIQNL------LTEFKRVFQLVLLSREVFIQPNYVEIDEFVKTIRQTLIYGSGEGELNTIISR
Ndel_Q874N1        -MESKKIAITELLNPSNQENLKEK--------------------LQEINKQLISLCSSLPKRN--------------------WVPA-----PSSDILRSLS----RTKLDSQEI-RLIK
Tdel_XP_003680800  --MTTKIPINLLLNPQQHDDKKEK--------------------KDK-----SESCSKLRGTRVTQHKREADELFFKL-SNGIGKPEFELRCELKKVLSSLKVVTTNGKLEENGE-LLLR
Skud_EJT42566      ---MNKIPIKDLLNPQITDEFKSN--------------------ILDINKKLFSICCNLPKLP--------------------ESVTTEEEVELRDILGFLSRANKNRKISDEEK-KLLQ
Zrou_XP_002497888  ---MNKIPIERLLNPVHQEFPHEK--------------------LKNINNKLLALCSKLPSEN---------------------EQFEKDKAELEKILPSLNILIRECGSSKEDQ-KMVH

                 121
Scer_Matalpha2     TTSQLTTTITVLLKEMRSIENDR---------------------SNYQLTQKNKSADGLVFNVVTQDMINKST-----------------------------------------------
Vpol_HMLalpha2     TTYQLSTTLSIMVKSLRMANENYESQ-T--------SKENSEEELTSPSSSDSNDRNEFVFNIVTQDMMNKKKMN---------------------------------------------
Kafr_XP_003956854  TAHQLTCTMITLIKGMKNFH---------------------GTGGHSYSSSKSESDDKTVFNVVTQDMMNLNRTG---------------------------------------------
Zsap_CDM87332      RIHQLSSVFSLLLNEVSELKSKRSQF-LR---S------KPKYHLPYAAALGNTGKEGMVFNIVTQDTLNSARRP---------------------------------------------
Tpha_XP_003685884  TTYQLCTTLTLMVKSCKQENDKENKE-NEIIKYESGTSDNSETNSSCNSSDNEDKNSILVFNVITQDMMNNNKKN---------------------------------------------
Ndai_XP_003667414  LTYELSSMLGKVLKDMVLLNGTEEVE-KKK----------------VKEEEELETNSKYVFNVITQDMMIPEK-----------------------------------------------
Knag_CCK69131      MTYQFSKIIASLLKSFEDFFFERKE-----------------------YNDPATSENEFVFSVVTQDMMNKRKES---------------------------------------------
Ncas_XP_003675367  VTYQISSVLLKLLGENAH----NKDQ-PKT----------------PTSGSESERNPKLVFNILTKKRMSPTS-----------------------------------------------
Zsap_CDM87338      KIHQLFSVLSALLNEVSELRSKKNKL-FP---S------KQMSRLSNETTLGDKGKNRTVFNVVTQDTLEYTRNS---------------------------------------------
Tbla_XP_004178015  TTVQLSTVLSSLVKEARQLHRLHHSQ-S--------------------------THNPRVFNVLTQHMMSNSNSTSTSPHSNSLPNSPSTKKSTTPLTNPSPPYYYSSSSPKSLSPPLQH
Agos_AEY98439      NISQLTTIIVRLVNKKEDLINLQKEL-AGS---------------KELSDATSKDKCGIIFNVVTQDMMENGRKGG--------------------------------------------
Ecym_XP_003644079  NISQLTAIIVRLVNKKEDIINLQKGL-VDP---------------KEIPEAISKEKCGIIFNVVTQDMMENGRKGG--------------------------------------------
Klac_MTAL2_KLULA   IIQKSIKSLLVLLKEKGKMREIEFSRKEVR--------------KINKYRQSSKNFESVNIKILTQDLMHSNN-----------------------------------------------
Cgla_XP_444981     TTYRLSTLLSKL------------------------------------------REHEIVFNVVTKDHLLKKGVP------------------------------------------NHY
Kdob_CDO92675      TSLKASQSLLTLLSEKGKINQLEIGMMKNN--------------A--DEMNRSFSLNSVNFKILTQNSLSSHS-----------------------------------------------
Kmar_CCA89264      NIFNSVLCLLIVLQEKQKISLLENNILSKV--------------ES-FKERRSENTNTVEFRILSSEHLNPTL-----------------------------------------------
Ndel_Q874N1        TTYRLSTLLSKL------------------------------------------QEKDIVFNVVTKDHLLKNGTPY-----------------------------------------NPY
Tdel_XP_003680800  TTFQLSKTLSVVLSEFKKVEESNIQF-HKSRDW---DSERKETNLRC---------KVPNFEIVPLNTKQD----------------------------------------------YST
Skud_EJT42566      TTSQLTTTITVLLKEMRSIENDRSNY---------------------QLTQKNKSADGLVFNVVTQDMINKST-----------------------------------------------
Zrou_XP_002497888  RIHQLSSVFSLLLNEVSELKSKRSQFLRSK----------PKYHLPYAAALGNTGKEGMVFNIVTQDTLNSARRS---------------------------------------------

Sup. Fig. S2. Multiple sequence alignment of fungal mating type alpha2 HD proteins.

TUP1 interaction region
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Scer_Matalpha2     -KPYRGHRFTKENVRILESWFAKNIENPYLDTKGLENLMKNTSLSRIQIKNWVSNRRRKEKT-ITIAPELA-DLLSGEPLAKKKE--------------------
Vpol_HMLalpha2     IKSYRGHRLPKQNVKLLERWYIQNVENPYLDDKSISELMKITSLSKVQIKNWVSNRRRKEKS-ITISPEVS-RLL------------------------------
Kafr_XP_003956854  -ISYRGHRFSKENVKVLERWYTAHIDRPYLNRQSTEYLISKTGLSRVQIKNWVSNRRRKEKS-VHVSPELI-QLL------------------------------
Zsap_CDM87332      NKTYRGHRLPKHITRLLESWFNRNIEHPYLQTSSMKELMVETKLSGPQIKNWVSNRRRKEKS-LTISFEVS-ELV------------------------------
Tpha_XP_003685884  NKSYRGHRLPKKNVQYLEDWYMDHRKNPYLNEINIKLLMSKTSLSRIQVKNWISNRRRKEKS-ITISPEVS-ALL------------------------------
Ndai_XP_003667414  NKPHRGHRLPKEKVNRLEHWYLAHIQKPYLDSKNLKVLMEETKLSKVQIKNWISNRRRKEKL-LSISPDIV-EIINTQ---------------------------
Knag_CCK69131      MRPCRGHRFSSNSTETLEDWYKKHHEKPYLDKRSLHELEFKTKLSKMQIRNWVSNRRRKEKS-IHVSPVIQ-DLL------------------------------
Ncas_XP_003675367  NEPRRGHRLAKEKVDLLEHWYIQHMDNPYLNKASLQMLMQETSLSKMQIKNWVSNRRRKEKS-LSIAPEIV-DILNKQ---------------------------
Zsap_CDM87338      RKTYRGHRLPKYVTNSLESWFKRNIKHPYLNNSSIKQLITETKLSGPQIKNWVSNRRRKEKS-LTVSFDVS-ELV------------------------------
Tbla_XP_004178015  TPSHRGHRLPKHTLIPLEKWFLHNKSHPYLHNSDLQALTTQSSLSKTQVKNWISNRRRKERHSLKISNNIA-SLLQND---------------------------
Agos_AEY98439      CSSYKGHRLPKQHVQVLEAWYKNNIENPYLNDTDIRYLMRETGFSRSQVKNWVANKRRKDKH-STISPELS-DLLA-----------------------------
Ecym_XP_003644079  SSSYKGHRLPKKHVQLLESWYKNNIENPYLNDTDIRILMRETGFSRSQVKNWVANKRRKDKH-STISPELS-DLLA-----------------------------
Klac_MTAL2_KLULA   NEFKKGKRFLKSHIQLLENWYSMNRRNPYLAENDLAYISKNTTLTKTQIKNWLANRRRKDKI-TEVSSDIR-NIL------------------------------
Cgla_XP_444981     AASYRGHRFTRENVQILETWYRNHIDNPYLDHNSQQYLAQKTNLSKIQIKNWVANRRRKQKS-IYISLFDIHNIESGEYAYIEKVCYIIIIICHLFLVFSLSCLT
Kdob_CDO92675      AECVKNKRFPKAQVELLKDWYEVNKKNPYITENDINNIRSNTSLSKMQIKNWLANRRRKDKL-TKISEEII-NILN-----------------------------
Kmar_CCA89264      NKVGKKNRFPKKSIKLLENWYECNRNSPYLTSNHLDYLKCNTGLNKTQIKNWVANRRRKDKN-SRVSLDIK-NIFRQQ---------------------------
Ndel_Q874N1        PQPYRGHRFTKENVHTLEAWYSNHIDNPYLDPKSLQSLAQKTNLSKIQIKNWVSNRRRKQKH-PPFLLI------------------------------------
Tdel_XP_003680800  GKRHRGHRLPSEKVEKLELWFNQNISKPYLNQRALRTLVHETSLSPIQIKNWLSNRRRKKKS-AGIADTIS-DLLFTKKNSKTDTKV------------------
Skud_EJT42566      -KPYRGHRFTKENVRILESWFAKNIENPYLDTKGLENLMKNTSLSRIQIKNWVSNRRRKEKT-ITIAPELA-DLLSGEPLAKKKE--------------------
Zrou_XP_002497888  NKTYRGHRLPKHITRLLESWFNRNIEHPYLQTSSMKELMVETKLSGPQIKNWVSNRRRKEKS-LTISFEVS-ELVKESKQGTEELNE------------------
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