HTA1l3 ——------ MAGR--GKT------ LGSGVA--=-======- KKSTSRSSKAGLOQFPVGRIARFL

HTA10 = - —-———--- MAGR--GKT------ LGSGSA---=-===—- KKATTRSSKAGLQFPVGRIARFL
HTAl =  ——-===-- MAGR--GKT------ LGSGGA---=-=====— KKATSRSSKAGLOQFPVGRIARFL
HTA2 = = @ —————-- MAGR--GKQ---—--- LGSGAA---=-=-===— KKSTSRSSKAGLOQFPVGRIARFL
HTA709  ------- MAGR--GKA--=---- IGAGAA---=-=-=—==-=— KKATSRSSKAGLQFPVGRIARFL
HTA703  -—-=-=-=---- MAGR--GKA---—--- IGAGAA---=-=====— KKATSRSSKAGLOQFPVGRIARFL
HTA708 @ -—-——-—-—-—-- MAGR--GKA---—--- IGSGAA---=-====— KKAMSRSSKAGLOQFPVGRIARFL
HTA702 = —-——-—-—--- MAGR--GKA--=---- IGSSAA---—--==—-=- KKATSRSSKAGLQFPVGRIARFL
HTA711 = -—-=-==--- MSSA--GGG----GGRGKSKG---=-===-=- SKSVSRSSKAGLQFPVGRIARYL
HTA704  -——-—-—--—-- MSSS--0GG----GGRGKAKT----=-=-=-- TKAVSRSSKAGLOQFPVGRIARYL
HTAS = = —=====-- MSTG--AGSGTTKGGRGKPKA--=-=-=—-—--- TKSVSRSSKAGLQFPVGRIARFL
HTA3 = = —=====-- MSSG--AGSGTTKGGRGKPKA--=-=-====-=~ TKSVSRSSKAGLQFPVGRIARFL
HsH2A.X - —-—-—-—--- MSGR--GKT-----—-- GGKAR--=-=-====-=- AKAKSRSSRAGLOQFPVGRVHRLL
HTA710 MDAAGAGAGGK--LKKGAAGRKAGG-PR---=-=-==--- KKAVSRSVKAGLOQFPVGRIGRYL
HTA701 MDAAGAGAGGK--LKKGAAGRKAGG-PR---=-====-— KKAVSRSVKAGLOQFPVGRIGRYL
HTA706 ---MEVGAKVP--KKAGAGGRRGGGGPK---=-=-===-— KKPVSRSVKAGLOQFPVGRIGRYL
HTAl2 = @ ——-—-- MDSGTK--VKKGAAGRRSGGGPK----—-—-—--- KKPVSRSVKSGLQFPVGRIGRYL
HTA707 ---MDVGVGGK--AAKKAVGRKLGG-PK---=-====- KKPVSRSVKAGLQFPVGRIGRYL
HTA6 =  —-——-——- MESTGK--VKKAFGGRKPPGAPK---=-==-—=-- TKSVSKSMKAGLOQFPVGRITRFL
HTA7 --MESSQATTK--PTRGAGGRKGGD--R-=-=-=-====— KKSVSKSVKAGLOQFPVGRIARYL
HTA713  -—-=-==---- MAGK--GGKGLLAAKTTAAKS-AEKDKGKK-APVSRSSRAGLQFPVGRIHRQL
HTA712  —-——-—-—-—--- MAGK--GGKGLLAAKTTAAKS-ADKDKDKKKAPVSRSSRAGLQFPVGRIHRQL
HTA705 = -—-—-—-—-—--- MAGK--GGKGLLAAKTTAAKAAADKDKDRKKAPVSRSSRAGIQFPVGRIHRQL
HTA8 = = —=-===--- MAGK--GGKGLLAAKTTAAAA--NKDSVKK-KSISRSSRAGIQFPVGRIHRQL
HTAl1ll = — ———-——-- MAGK--GGKGLVAAKTMAANK--DKDKDKK-KPISRSARAGIQFPVGRIHRQL
HTA9 = = —————--- MSGK--GAKGLIMGKPSGS----DKDKDKK-KPITRSSRAGLQFPVGRVHRLL
HsH2A.Z  ------ MAGGK--AGKDSGKAKT-----=--—-—-=—--—== KAVSRSOQRAGLQFPVGRIHRHL
DMH2AV = ———— e e - MFPVGRIHRHL
HTA4 = ——-=---- MVCNT--NILKDVSTKISAFEN---=-—-——-—-====- VRMIMVEGEMFOVARIHKOQL
ScHtzl  ---=---- MSGKAHGGKGKSGAKDSGSLR---=====—=—= SQSSSARAGLQFPVGRIKRYL
consensus ------—-— magr--g--g----k-gag--------—-—-- kk-vsrsskaglqgqFpVgRiarfL

l1........10........ ceeeeeee30....0..40....0... c e
HTA13 KNGKYAT-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA10 KKGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA1l KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA2 KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA709 KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA703 KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA708 KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA702 KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA711 KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEEL
HTA704 KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEEL
HTAS KSGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA3 KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HsH2A.X RKGHYAE-RVGAGAPVYLAAVLEYLTAEILELAGNAARDNKKTRIIPRHLOLAIRNDEEL
HTA710 KKGRYAQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA701 KKGRYAQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA706 KOGRYSQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA12 KKGRYSK-RVGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAVRNDEEL
HTA707 KKGRYAQ-RVGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA6 KKGRYAQ-RLGGGAPVYMAAVLEYLAAEVLELAGNAARDNKKSRIIPRHLLLAIRNDEEL
HTA7 KKGRYAL-RYGSGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRINPRHLCLAIRNDEEL
HTA713 KORTQANGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTA712 KSRASAHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTA705 KGRVSANGRVGATAAVYTAAILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTAS8 KORVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTA1l1l KTRVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTA9 KTRSTAHGRVGATAAVYTAAILEYLTAEVLELAGNASKDLKVKRISPRHLOLAIRGDEEL
HsH2A.Z KSRTTSHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
DmH2AvV KSRTTSHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLOLAIRGDEEL
HTA4 KNRVSAHSSVGATDVVYMTSILEYLTTEVLOLAENTSKDLKVKRITPRHLOLAIRGDEEL
ScHtzl KRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDLKVKRITPRHLOLAIRGDDEL

consensus k-gkya--rvGagapvYlaavLEYLaaEvLeLAgNaarDnKk-RIVPRHiqLAiRnDeEL
1.......70........80........90........100.......110........
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SKLLGDVTIANGGVMPNIHSLLLPKKA------ GASKP--=-=-==--- SADED--=-=-====--
SKLLGDVTIANGGVMPNIHNLLLPKKT------ GASKP--=-=-=—--- SAEDD---=-=-=—==-=-
SKLLGDVIIANGGVMPNIHNLLLPKKA-=-=---- GASKP-=-=-====-- QED-=-=--=--—--=—-
SKLLGDVTIANGGVMPNIHNLLLPKKA------ GSSKP--=-=-==--- TEED----=-===—--
TKLLGGATIASGGVMPNIHQHLLPKKA---—--- GSSKA--=-=-=—--=- STVDDDDN--=-=--—
TKLLGGATIASGGVMPNIHOHLLPKKA-=-=-=-- GSSKA-=-=-====-- SHADDDDN-=-===--
SRLLGTVTIASGGVMPNIHNLLLPKKA------ GGSAK--=-=-==--- AAAGDDDN--=-=---
SRLLGAVTIANGGVMPNIHNLLLPKKA------ GSSAK--=-=-==--- AAAADDE-=--=-=--
SRLLGAVIIAAGGVLPNIHOQTLLPKKG-=----- GKDKA-=-=-=-===-- DIGSASQEF-=---
SRLLGTVTIAAGGVLPNIQOVLLPKKG------ G-GKG--=-=-=-=--- DIGSASQEF-=----
SKLLGSVTIANGGVLPNIHOQTLLPSKV-—-—-—--- GKNKG--=-=-==--=- DIGSASQEF-----
SKLLGSVIIANGGVLPNIHQTLLPSKV-==--- GKNKG-=-=-=-===-- DIGSASQEF-=---
NKLLGGVTIAQGGVLPNIQAVLLPKKT------ SATVGPKAPSGGKKATQASQEY-—-—---

GKLLAGVTIAHGGVLPNINPVLLPKKT---AEKAAAAGKEAKSPKKAAGKSPKKA-----
GKLLAGVTIAHGGVLPNINPVLLPKKT---AEKAAAAGKEAKSPKKAAGKSPKKA-----
GKLLAGVITIAHGGVLPNINPVLLPKKTGSAAAKEAKEGKTPKSPKKATTKSPKKAAAA--

GTLLKGVTIAHGGVLPNINPILLPKKS----EKAASTTKTPKSPSKAT-KSPKKS-----
GKLLAGVTIAHGGVLPNINPVLLPKKT---—-- AEKADKPAKASKDKAAKSPKKQARS--
GKLLSGVTIAHGGVLPNINSVLLPKKS----ATKPAEEKATKSP----VKSPKKA--———-
GRLLHGVTIASGGVLPNINPVLLPKKS---—-—- TASSSQAEKAS---ATKSPKKA---—--
DTLIKG-TIAGGGVIPHIHKSLINKSS------ KERKKAVTRSVKAGLQLPVSRIGRYLK
DTLIKG-TIAGGGVIPHIHKSLINKTS------ 7§ gy
DTLIKG-TIAGGGVIPHIHKSLINKTA------ KE-———mm e e e mm oo
DTLIKG-TIAGGGVIPHIHKSLVNKVT---——- 1 YRy
DTLIKG-TIAGGGVIPHIHKSLINKTT------ 7§ gy
DTLIKG-TIAGGGVIPHIHKSLINKSA------ KE-———mm e e e mm oo
DSLIKA-TIAGGGVIPHIHKSLIGKKG--—--—-——————— QOK-TVo—-—mmm oo
DSLIKA-TIAGGGVIPHIHKSLIGKKE----—-- ETVQDPQRKGNVILSQAY-————————
DTLIKG-TIIGGSVIPHIH- — - — — - — - - — - — oo oo oo
DSLIRA-TIASGGVLPHINKALLLKVE---——-- KKGSKK-————————— - _
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