
HTA13     -------MAGR--GKT------LGSGVA---------KKSTSRSSKAGLQFPVGRIARFL
HTA10     -------MAGR--GKT------LGSGSA---------KKATTRSSKAGLQFPVGRIARFL
HTA1      -------MAGR--GKT------LGSGGA---------KKATSRSSKAGLQFPVGRIARFL
HTA2      -------MAGR--GKQ------LGSGAA---------KKSTSRSSKAGLQFPVGRIARFL
HTA709    -------MAGR--GKA------IGAGAA---------KKATSRSSKAGLQFPVGRIARFL
HTA703    -------MAGR--GKA------IGAGAA---------KKATSRSSKAGLQFPVGRIARFL
HTA708    -------MAGR--GKA------IGSGAA---------KKAMSRSSKAGLQFPVGRIARFL
HTA702    -------MAGR--GKA------IGSSAA---------KKATSRSSKAGLQFPVGRIARFL
HTA711    -------MSSA--GGG----GGRGKSKG---------SKSVSRSSKAGLQFPVGRIARYL
HTA704    -------MSSS--QGG----GGRGKAKT---------TKAVSRSSKAGLQFPVGRIARYL
HTA5      -------MSTG--AGSGTTKGGRGKPKA---------TKSVSRSSKAGLQFPVGRIARFL
HTA3      -------MSSG--AGSGTTKGGRGKPKA---------TKSVSRSSKAGLQFPVGRIARFL
HsH2A.X   -------MSGR--GKT-------GGKAR---------AKAKSRSSRAGLQFPVGRVHRLL
HTA710    MDAAGAGAGGK--LKKGAAGRKAGG-PR---------KKAVSRSVKAGLQFPVGRIGRYL
HTA701    MDAAGAGAGGK--LKKGAAGRKAGG-PR---------KKAVSRSVKAGLQFPVGRIGRYL
HTA706    ---MEVGAKVP--KKAGAGGRRGGGGPK---------KKPVSRSVKAGLQFPVGRIGRYL
HTA12     -----MDSGTK--VKKGAAGRRSGGGPK---------KKPVSRSVKSGLQFPVGRIGRYL
HTA707    ---MDVGVGGK--AAKKAVGRKLGG-PK---------KKPVSRSVKAGLQFPVGRIGRYL
HTA6      -----MESTGK--VKKAFGGRKPPGAPK---------TKSVSKSMKAGLQFPVGRITRFL
HTA7      --MESSQATTK--PTRGAGGRKGGD--R---------KKSVSKSVKAGLQFPVGRIARYL
HTA713    -------MAGK--GGKGLLAAKTTAAKS-AEKDKGKK-APVSRSSRAGLQFPVGRIHRQL
HTA712    -------MAGK--GGKGLLAAKTTAAKS-ADKDKDKKKAPVSRSSRAGLQFPVGRIHRQL
HTA705    -------MAGK--GGKGLLAAKTTAAKAAADKDKDRKKAPVSRSSRAGIQFPVGRIHRQL
HTA8      -------MAGK--GGKGLLAAKTTAAAA--NKDSVKK-KSISRSSRAGIQFPVGRIHRQL
HTA11     -------MAGK--GGKGLVAAKTMAANK--DKDKDKK-KPISRSARAGIQFPVGRIHRQL
HTA9      -------MSGK--GAKGLIMGKPSGS----DKDKDKK-KPITRSSRAGLQFPVGRVHRLL
HsH2A.Z   ------MAGGK--AGKDSGKAKT---------------KAVSRSQRAGLQFPVGRIHRHL
DmH2Av    -------------------------------------------------MFPVGRIHRHL
HTA4      ------MVCNT--NILKDVSTKISAFEN------------VRMIMVEGEMFQVARIHKQL
ScHtz1    -------MSGKAHGGKGKSGAKDSGSLR-----------SQSSSARAGLQFPVGRIKRYL
consensus -------magr--g--g----k-gag-----------kk-vsrsskaglqFpVgRiarfL
          1........10........20........30........40........50.........

HTA13     KNGKYAT-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA10     KKGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA1      KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA2      KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA709    KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA703    KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA708    KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA702    KAGKYAE-RVGAGAPVYLAAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA711    KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEEL
HTA704    KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKNRIVPRHIQLAVRNDEEL
HTA5      KSGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HTA3      KAGKYAE-RVGAGAPVYLSAVLEYLAAEVLELAGNAARDNKKTRIVPRHIQLAVRNDEEL
HsH2A.X   RKGHYAE-RVGAGAPVYLAAVLEYLTAEILELAGNAARDNKKTRIIPRHLQLAIRNDEEL
HTA710    KKGRYAQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA701    KKGRYAQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA706    KQGRYSQ-RIGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA12     KKGRYSK-RVGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAVRNDEEL
HTA707    KKGRYAQ-RVGTGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRIIPRHVLLAIRNDEEL
HTA6      KKGRYAQ-RLGGGAPVYMAAVLEYLAAEVLELAGNAARDNKKSRIIPRHLLLAIRNDEEL
HTA7      KKGRYAL-RYGSGAPVYLAAVLEYLAAEVLELAGNAARDNKKNRINPRHLCLAIRNDEEL
HTA713    KQRTQANGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA712    KSRASAHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA705    KGRVSANGRVGATAAVYTAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA8      KQRVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA11     KTRVSAHGRVGATAAVYTASILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA9      KTRSTAHGRVGATAAVYTAAILEYLTAEVLELAGNASKDLKVKRISPRHLQLAIRGDEEL
HsH2A.Z   KSRTTSHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
DmH2Av    KSRTTSHGRVGATAAVYSAAILEYLTAEVLELAGNASKDLKVKRITPRHLQLAIRGDEEL
HTA4      KNRVSAHSSVGATDVVYMTSILEYLTTEVLQLAENTSKDLKVKRITPRHLQLAIRGDEEL
ScHtz1    KRHATGRTRVGSKAAIYLTAVLEYLTAEVLELAGNAAKDLKVKRITPRHLQLAIRGDDEL
consensus k-gkya--rvGagapvYlaavLEYLaaEvLeLAgNaarDnKk-RIvPRHiqLAiRnDeEL
          61.......70........80........90........100.......110........



HTA13     -------MAGR--GKT------LGSGVA---------KKSTSRSSKAGLQFPVGRIARFL
HTA10     -------MAGR--GKT------LGSGSA---------KKATTRSSKAGLQFPVGRIARFL
HTA1      -------MAGR--GKT------LGSGGA---------KKATSRSSKAGLQFPVGRIARFL
HTA2      -------MAGR--GKQ------LGSGAA---------KKSTSRSSKAGLQFPVGRIARFL
HTA709    -------MAGR--GKA------IGAGAA---------KKATSRSSKAGLQFPVGRIARFL
HTA703    -------MAGR--GKA------IGAGAA---------KKATSRSSKAGLQFPVGRIARFL
HTA708    -------MAGR--GKA------IGSGAA---------KKAMSRSSKAGLQFPVGRIARFL
HTA702    -------MAGR--GKA------IGSSAA---------KKATSRSSKAGLQFPVGRIARFL
HTA711    -------MSSA--GGG----GGRGKSKG---------SKSVSRSSKAGLQFPVGRIARYL
HTA704    -------MSSS--QGG----GGRGKAKT---------TKAVSRSSKAGLQFPVGRIARYL
HTA5      -------MSTG--AGSGTTKGGRGKPKA---------TKSVSRSSKAGLQFPVGRIARFL
HTA3      -------MSSG--AGSGTTKGGRGKPKA---------TKSVSRSSKAGLQFPVGRIARFL
HsH2A.X   -------MSGR--GKT-------GGKAR---------AKAKSRSSRAGLQFPVGRVHRLL
HTA710    MDAAGAGAGGK--LKKGAAGRKAGG-PR---------KKAVSRSVKAGLQFPVGRIGRYL
HTA701    MDAAGAGAGGK--LKKGAAGRKAGG-PR---------KKAVSRSVKAGLQFPVGRIGRYL
HTA706    ---MEVGAKVP--KKAGAGGRRGGGGPK---------KKPVSRSVKAGLQFPVGRIGRYL
HTA12     -----MDSGTK--VKKGAAGRRSGGGPK---------KKPVSRSVKSGLQFPVGRIGRYL
HTA707    ---MDVGVGGK--AAKKAVGRKLGG-PK---------KKPVSRSVKAGLQFPVGRIGRYL
HTA6      -----MESTGK--VKKAFGGRKPPGAPK---------TKSVSKSMKAGLQFPVGRITRFL
HTA7      --MESSQATTK--PTRGAGGRKGGD--R---------KKSVSKSVKAGLQFPVGRIARYL
HTA713    -------MAGK--GGKGLLAAKTTAAKS-AEKDKGKK-APVSRSSRAGLQFPVGRIHRQL
HTA712    -------MAGK--GGKGLLAAKTTAAKS-ADKDKDKKKAPVSRSSRAGLQFPVGRIHRQL
HTA705    -------MAGK--GGKGLLAAKTTAAKAAADKDKDRKKAPVSRSSRAGIQFPVGRIHRQL
HTA8      -------MAGK--GGKGLLAAKTTAAAA--NKDSVKK-KSISRSSRAGIQFPVGRIHRQL
HTA11     -------MAGK--GGKGLVAAKTMAANK--DKDKDKK-KPISRSARAGIQFPVGRIHRQL
HTA9      -------MSGK--GAKGLIMGKPSGS----DKDKDKK-KPITRSSRAGLQFPVGRVHRLL
HsH2A.Z   ------MAGGK--AGKDSGKAKT---------------KAVSRSQRAGLQFPVGRIHRHL
DmH2Av    -------------------------------------------------MFPVGRIHRHL
HTA4      ------MVCNT--NILKDVSTKISAFEN------------VRMIMVEGEMFQVARIHKQL
ScHtz1    -------MSGKAHGGKGKSGAKDSGSLR-----------SQSSSARAGLQFPVGRIKRYL
consensus -------magr--g--g----k-gag-----------kk-vsrsskaglqFpVgRiarfL

HTA13     SKLLGDVTIANGGVMPNIHSLLLPKKA------GASKP--------SADED---------
HTA10     SKLLGDVTIANGGVMPNIHNLLLPKKT------GASKP--------SAEDD---------
HTA1      SKLLGDVTIANGGVMPNIHNLLLPKKA------GASKP--------QED-----------
HTA2      SKLLGDVTIANGGVMPNIHNLLLPKKA------GSSKP--------TEED----------
HTA709    TKLLGGATIASGGVMPNIHQHLLPKKA------GSSKA--------STVDDDDN------
HTA703    TKLLGGATIASGGVMPNIHQHLLPKKA------GSSKA--------SHADDDDN------
HTA708    SRLLGTVTIASGGVMPNIHNLLLPKKA------GGSAK--------AAAGDDDN------
HTA702    SRLLGAVTIANGGVMPNIHNLLLPKKA------GSSAK--------AAAADDE-------
HTA711    SRLLGAVTIAAGGVLPNIHQTLLPKKG------GKDKA--------DIGSASQEF-----
HTA704    SRLLGTVTIAAGGVLPNIQQVLLPKKG------G-GKG--------DIGSASQEF-----
HTA5      SKLLGSVTIANGGVLPNIHQTLLPSKV------GKNKG--------DIGSASQEF-----
HTA3      SKLLGSVTIANGGVLPNIHQTLLPSKV------GKNKG--------DIGSASQEF-----
HsH2A.X   NKLLGGVTIAQGGVLPNIQAVLLPKKT------SATVGPKAPSGGKKATQASQEY-----
HTA710    GKLLAGVTIAHGGVLPNINPVLLPKKT---AEKAAAAGKEAKSPKKAAGKSPKKA-----
HTA701    GKLLAGVTIAHGGVLPNINPVLLPKKT---AEKAAAAGKEAKSPKKAAGKSPKKA-----
HTA706    GKLLAGVTIAHGGVLPNINPVLLPKKTGSAAAKEAKEGKTPKSPKKATTKSPKKAAAA--
HTA12     GTLLKGVTIAHGGVLPNINPILLPKKS----EKAASTTKTPKSPSKAT-KSPKKS-----
HTA707    GKLLAGVTIAHGGVLPNINPVLLPKKT------AEKADKPAKASKDKAAKSPKKQARS--
HTA6      GKLLSGVTIAHGGVLPNINSVLLPKKS----ATKPAEEKATKSP----VKSPKKA-----
HTA7      GRLLHGVTIASGGVLPNINPVLLPKKS------TASSSQAEKAS---ATKSPKKA-----
HTA713    DTLIKG-TIAGGGVIPHIHKSLINKSS------KERKKAVTRSVKAGLQLPVSRIGRYLK
HTA712    DTLIKG-TIAGGGVIPHIHKSLINKTS------KE-------------------------
HTA705    DTLIKG-TIAGGGVIPHIHKSLINKTA------KE-------------------------
HTA8      DTLIKG-TIAGGGVIPHIHKSLVNKVT------KD-------------------------
HTA11     DTLIKG-TIAGGGVIPHIHKSLINKTT------KE-------------------------
HTA9      DTLIKG-TIAGGGVIPHIHKSLINKSA------KE-------------------------
HsH2A.Z   DSLIKA-TIAGGGVIPHIHKSLIGKKG------------QQK-TV---------------
DmH2Av    DSLIKA-TIAGGGVIPHIHKSLIGKKE------ETVQDPQRKGNVILSQAY---------
HTA4      DTLIKG-TIIGGSVIPHIH-----------------------------------------
ScHtz1    DSLIRA-TIASGGVLPHINKALLLKVE------KKGSKK---------------------
consensus -kLlggvTIa-GgVmPnIh-lllpkk-------g--------------------------


