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....................              TTABA(-)“open”
1       10                            20        30        40        50

At_PYR1                                                  C S       AP    W                                         T      S   LHAQ I     LV SIVRMPSELTPEERSE....................LKNSIAEFH YQLDPG  S     R H  PE
At_PYL3                                                  C S       AP    W                                         T      T   LIAH V     AI RFVRTPYGLTKDEFST....................LDSIIRTHH FPRSPN  T     R D  AH
At_PYL2                                                  C S       AP    W                                         Q      T   LITQ I     VV PLIRAVKGLTDEEQKT....................LEPVIKTYH FEPDPT  T     R H  AS
At_PYL9                                                  C S       AP    W                                         Q      Q   ALVK I     LV SLVRGGTAMYGGLETV......................QYVRTHH HLCREN  T     H K  LH
At_PYL7                                                  C S       AP    W                                         L      Q   VLVK I     LV SLVRTDTEMYGALVTA......................QSLRLRH HHCREN  T     Y Q  VH
At_PYL8                                                  C S       AP    W                                         K      Q   TLVK I     IV SLVRNLTNPN...QER......................EFIRRHH HELVDN  S     H N  VH
At_PYL10                                                  C S       AP    W                                         R      Q   TLVK I     LV SIVR...TKK...VES......................EYIKKHH HELVES  S     H K  LH
At_PYL4                                                  C S       AP    W                                         T      Q   AVIQ I     TV SVVRSAVSDG.DSVQIPMMIASFQKRFPSLSR.....DSTAARFH HEVGPN  C     E S  IS
At_PYL5                                                  C S       AP    W                                         T      Q   SVVQ I     SV ALVRDATNGF.HTLQPHDQTDGPIKRV.CLTRGMH.VPEHVAMHH HDVGPD  C     M H  PE
At_PYL6                                                  C S       AP    W                                         T      Q   VVVQ V     TV SILSTAAEAANATVRNYPHHHQKQVQKVSLTRGMADVPEHVELSH HVVGPS  F     D E  VS
At_PYL12                                                  C S       AP    W                                         S      V   TVVQ I     LV SILR......................................MKT QEQ..H  G     T N  LP
At_PYL11                                                  C S       AP    W                                         S      T   TLVQ I     LV SILR......................................MET QKY..H  G     T D  LS
At_PYL13                                                  C S       AP    W                                         S      R   SVVE I     LV SILR......................................MES .KQ..K  R     T E  LP
At_PYL1                                                  C S       AP    W                                         T      R   LLAQ I     TV SVVRMPSDLTQDEFTQ....................LSQSIAEFH YQLGNG  S     R H  PE

 TT               TT         TTABA(-)“open”
        60        70             80        90       100       110

At_PYR1  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QTYK  IKS  V            V  T D  VI GL  N  T R DIL DER VT  SII  E    K     H     S EQN.....FEMR  C    I        T            R  GF
At_PYL3  F  P     F   C               G  R V   S  PA  S E L   D           GG HD A  NKYK  IKS  I            V  I E  VV GL  S  V I EVL EEK IL  RVL  E    N     H     T RVNGNGI.KEIK  T    S        T            R  SF
At_PYL2  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  ERYK  VKR  L            V  V E  VI GL  S  T R EFV DDH VL  RVV  E    N     H     R .ISGDG.....D  S    T        T            R  SF
At_PYL9  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QKYK  VSR  V            I  L E  VK GL  T  T R ELL DEE IL  KII  D    Q     P     T IG.DPE......  S    N        T            H  GI
At_PYL7  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QKYK  ISR  V            I  L E  VK GL  T  T R EQL DEE IL  NII  D    Q     P     T NG.DPE......  C    N        T            H  GI
At_PYL8  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QKYK  ISR  V            I  V E  VK GL  T  T R ELL DNE IL  RIV  D    Q     P     V KG.NME......  T    D        R            H  SI
At_PYL10  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QKYK  ISR  V            V  V E  LK GL  T  T V EIL DNE IL  RIV  D    E     P     V QGKKLE......  S    D        K            H  GI
At_PYL4  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QAYK  LKS  V            V  L Q  VV GL  A  T R DIL DER VI  SVV  D    N     H     S IGGDGDN.....  S    H        S            H  SF
At_PYL5  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  KVYK  IRQ  I            V  L E  VV GL  V  T R EIL EER VI  SVV  D    N     N     R VQGDGLH.....  D    M        S            H  SF
At_PYL6  F  P     F   C               G  R V   S  PA  S E L   D           GG HR E  QAYK  VKS  V            V  V E  VV GL  A  L R EIM DDR VI  SVV  D    H     H     H VIGDGRE.....  S    R        F            H  SF
At_PYL12  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  KTFK  VKT  L            E  V E  VV DL  S  L R DEL DES VM  SII  D    N     H     K RSGDGG......  S    T        F            H  VI
At_PYL11  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QAYK  VKT  L            E  V E  VV GL  E  R R DEL DES VM  SII  D    N     Q     N SSGDGG......  S    T        F            H  MI
At_PYL13  F  P     F   C               G  R V   S  PA  S E L   D           GG HS D  QAYQ  VKS  M            K  V D  LV GF  D  T R EEL DES VM  SII  N    K     R     T RSGGGGGKGGEG  S    T        F            H  VV
At_PYL1  F  P     F   C               G  R V   S  PA  S E L   D           GG HR D  QIYK  IKS  V            V  T D  VI GL  N  R R DLL DDR VT  SIT  E    R     H     N SED.....FEMR  C    N        T            R  GF

                   TT                  TTTABA(-)“open”
  120       130            140       150       160       170       180

At_PYR1 RL NY S                       ES  VD P G     T  F       NL  L     K VTTV               TVVL  YV  M   NSEDD    ADTVVK   QK A VAEA  T        HRFEK...EN..RIW            E       RM       L      T    MAR
At_PYL3 RL NY S                       ES  VD P G     T  F       NL  L     R VTSV               SVVL  YI  I   NTEED    VDTVVK   QN A ISTA  N        NEFVVLEKDKKKRVY            Q       RM       S      V    SPT
At_PYL2 RL NY S                       ES  VD P G     T  F       NL  L     K VTSV               TVVL  YT  I   NTEED    VDTVVK   QK G AATS  K        NEFLNQDSGK...VY            E       KM       L      V    APM
At_PYL9 RL NY S                       ES  VD P G     T  F       NL  L     S ILTV               TMVI  FV  V   NTKDE    VEALIR   KS A VSER  K        HPEI...IEG..RAG            Q       CY       C      D    LAS
At_PYL7 RL NY S                       ES  VD P G     T  F       NL  L     S ILTV               TMVM  FV  V   NTKDD    VESLIK   KS A VSER  K        HPEM...IDG..RSG            Q       CY       C      C    LAA
At_PYL8 RL NY S                       ES  VD P G     T  F       NL  L     S IISL               TLVI  FV  V   NTKDE    VEALIK   KS A ISER  K        HPET...IEG..RIG            E       CY       C      D    LAV
At_PYL10 RL NY S                       ES  VD P G     T  F       NL  L     S TISL               TLAI  FV  V   NTKEE    VEALIQ   NS A VTER  K        HSET...IDG..KTG            E       CF       C      D    LQA
At_PYL4 RL NY S                       ES  VD P G     T  F       NL  L     R VTTL               TVVV  YV  V   NTKEE    VDVIVR   QS A IAEN  S        HPSP...ISG.....            P       CD       C      K    TAA
At_PYL5 RL NY S                       ES  VD P G     T  F       NL  L     R VTTL               TVVV  YI  V   NTEEE    VDTIVR   QS A STNR  K        HASD...DEG.....            P       LS       C      R    Q..
At_PYL6 RL NY S                       ES  VD P G     T  F       NL  L     K VTTV               TRVV  YV  V   NDKEE    ADTIVR   QS A LAEN  M        HESE...EDSDGKKR            A       CS       C      K    TSK
At_PYL12 RL NY S                       ES  VD P G     T  F       NL  L     Q KTTV               TVVV  YV  V   NTEEE    ADTIVG   RS A LSEK  V        FVAA....E...EEK            E       TL       C      K    MME
At_PYL11 RL NY S                       ES  VD P G     T  F       NL  L     R KTMA               TVVV  YV  V   NSEEE    ADTIVG   KS A LSER  V        FVAA....DT..EEK            E       TS       F      K    VAH
At_PYL13 RL NY S                       ES  VD P G     T  F       NL  L     K KTKV               TVVV  YV  V   TSEED    VDNIIR   TS A LTKK  V        VASP...EDM..AKK            E       IF       Y      K    MMK
At_PYL1 RL NY S                       ES  VD P G     T  F       NL  L     K VTTV               TVVL  YV  V   NSEED    ADTVIR   QK A ITEA  R        HRFEKEEEEE..RIW            E       RL       L      S    MNR

       190

At_PYR1 NSGDGSGSQVT................
At_PYL3 ...........................
At_PYL2 HDDE.......................
At_PYL9 QDITQ......................
At_PYL7 QDITNSIATFCNASNGYREKNHTETNL
At_PYL8 QDTTESRV...................
At_PYL10 ES.MEKKI...................
At_PYL4 ESKKKMSL...................
At_PYL5 ...........................
At_PYL6 FS.........................
At_PYL12 LT.........................
At_PYL11 LKL........................
At_PYL13 ...........................
At_PYL1 NNNNNNSSQVR................
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