dN/dS

Ppd-B1_3

Ppd-B1_4

Ppd-B1_1

Ppd-B1_2
BAM93386.1 [T.m.]
ADR51713.1 [S.c.]
ACL78560.1 [H.v.]
BAD38855.1 [0.5.]
AT5G02810.1 [A.t.]
XP_010658157.1 [V.v.]
XP_004237533.1 [S.1.]
XP_013468266.1 [M.t.]

B-strand 1 a-helix 1 B-strand 2 a-helix 2 B-strand 3 a-helix 3 B-strand 4 a-helix 4 B-strand 5 a-helix 5

e AR VAVAVAVARRL L JRVAVAV N 2 wUWN == NN = SNV

- Pseudo-Receiver domain
PPD-B1 SNP2 PPD-B1 SNP3 PPD-B1 SNP5
10 20 30 40 50 60 70 90 100 150 160 180 ,[1|90 200 210 220 380

T ocmme e DRI - - - - - - - -l DHAAQ SN A --ssscscscsal -QTQRCcTKSKS ADDSNNN - -SNNRNDDAS - -MGLNARDGSDNGSGT - -QsSWTKRAVE | -DSPQDMSP -DQsvDrPDSTCAHVSHLKSE I cSNR-LRGTDNKKkcQkPKE - TNGDEFKGKELE IGAPGNLNTDDQSSPN - - - - - 297
T oo e e DRIH - - - = - = - = & o o e e e e e e e e e e DHAAQ SN A - -555GSGSGSA| -QTQKCTKSKSADDSNNN - -SNNRNDDAS - -MGLNARDGSDNGSGT - -QSSWTKRAVE | -DSPQDMSP -DQSVDPPDSTCAHVSHLKSE | CSNR-LRGTDNKKCQKPKE - TNGDEFKGKELE IGAPGNLNTDDQSSPN - - - - - 297
T oo e e DRIH - - - = = = - = & o o e e e e e e e DHAAQ SN A - -555GSGSGSA| -QTQKCTKSKSADDSNNN - -SNNRNDDAS - -MGLNARDGSDNGSGT - -QSSWTKRAVE | -DSPQDMSP -DQSVDPPDSTCAHVSHLKSE | CSNR -LRGTDNKKCQKPKE - TNGDEFKGKELE IGAPGNLNTDDQSSPN - - - - - 297
T ocme e DRIH - - - = - = & = & o & il DHAAQ SN A - -555GSGSGSA| -QTQKCTKSKSADDSNNN - -SNNRNDDAS - -MGLNARDGSNNGSGT - -QSSWTKRAVE | -DSPQDMSP -DQSVDPPDSTCAHVSHLKSE | CSNR-LRGTDNKKCQKPKE - TNGDEFKGKELE IGAPGNLNTDDQSSPN - - - - - 297
T oo e e DRIIH - - - = - = = = & o o o e e e e e e e EHAAQ SN A - -555GSGSGSA| -QTQKCTKSKSGDDSNNN - -SNNRNDDAS - -MGLNARDGSANGSGT - -QSSWTKRAVE | -DSPQDMSP -DQS IDPPDSTCAHVSHLKSE | CSNR -LRGTDNKKCQKPKE - TNGDEFKGKELE IGAPGNLNTDDQSSPN - - - - - 203
L o e e e .- -.._-._._ _DEFKGKELEIGAPSNLNTDDQSSPD- - - - - 25
1MF - - -PLEARQPPP - - -SAMDNBQ - - - - - - - - ool AHVWRRsH- -5sscscscsal -QTQRcTRSKSGDDSNNN - -SNDRNDDAS - -MGLNARDGSDNGSGTQAQSSWTRRAVE | -DSPQDMSP -DQsADPPEGTCAHVNHPRSE | cSNRwL PG TNNKKkcQkPKETTNGDGFKGKELE IGAPGNLNTDDQSSPN - - - - - 309
ITMM- - mmmmmmmm e e TAHH--------- NQTAGSALGVGEVGDANDAVPGA YSD.D_-IS Voo QHVWRRICH - -SSSGSGSESG | -QTQKCAKSKSGDESNNNNGSNDDDDDDGV | MGLNARDGSDNGSGTQAQSSWTKRAVE | -DSPQAMSP -DQLADPPDSTCAQV IHLKSD | CSNRWLP CTSNKNSKKQKE -TN-DDFKGKDLE IGSPRNLNTAYQSSPN - - - - - 329
T oem e e MNANEEG - EGSRYP I TDRKTGETKFDRVESRTEKHSEEEKTNG I TMDVRNGSSGGLQ | Q KDEPLSKT 346
1 -MRSFEMNVNGPWTKGSAELNHMA -QDEQKN I RDKVVGEGHGLSEEDESRINEDVEDLNDGR IGSVQAVQGVLH QHVWRKF HRFSGSESESESG | - RTKKS AKSKSVAGS DNNTGSNDE - BNGS - - 1GLNVRDGSDNGSGT - -QSSwWiKMAVEV - DSP kPMQPWDOSABP PDSTCAQVTQSWPEAFGNYQVPMISSKDYQEQDD - ELDNVEMGKDL K 1GVPRNSNLQLQDD - - - - - - V 359
1 -MRSVRMDS | TKRLVELNR IQDIQN.VRDIIT DGQ LSEEDESRINEDVE.NETQRDLLQ-VQAVLQTQ Q KV -MDGL 363
1MTRGE IQMSVNG - - - -DCKELGQRL - RDGKNNLNEGVAGEDAEVKCNGVTDEVKVGEGGNGES - - - - - - SSVQQQV QHVWRRICH - -555GSGSESGT -QTOKS VKSRS L E/K F DNNSGSNDEQBNGS - - LGLNNGDGSDNGSGT - -QSSWIKRAVEV - DSPKSGSQWDQ | AECPDSTCAQVVHSNAE I CREBMVPP -VLKECLEKRE - - - - - - - - - - - - oo oo QIVKI 326
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ADR51713.1 [S.c.]
ACL78560.1 [H.v.]
BAD38855.1 [0.5.]
AT5G02810.1 [A.t.]
XP_010658157.1 [V.v.]
XP_004237533.1 [S.1.]
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Ppd-B1_2

BAM93386.1 [T.m.]

ADR51713.1 [S.c.]

ACL78560.1 [H.v.]

BAD38855.1 [0.s.]

AT5G02810.1 [A.t.]

XP_010658157.1 [V.v.]
XP_004237533.1 [S.1.]
XP_013468266.1 [M.t.]

dN/dS

0 _ _ N 350
amino acid position

390 400 410 420 430 440 450 460 560 640 680 690 700 710 720 730 740 750

pLoT: S - - A K--AARTDAA- - - ---- - T KKN-------AAAAAAAAAK - DNGGEAQS - - -KHPCAAAH - - - - - - - - oo A A 595
pLoT: SR - - A K--AAKTDAA- - - - ------- T KKN-------AAAAAAAAAK -DNGGEAQS - - - KHP CAAAH - - - - - == -« - == - - - oo - A A 595
pLoT: S - - A K--AAKTDAA- - - -------- T KKN-------AAAAAAAAAK -DNGGEAQS - - - KHP CAAAH - - - - - == - - o oo oo o A A 595
pLoT: S - - A - -AAKTDAA - - - - - - - - - - - T KKN-------AAAAAAAAAK -DNGGEAQS - - - KHP CAAAH - - - - - == == o oo e oo oo A A 595
pLoY S --A A - -AAKTDAA - - - - - - - - - - - A KKN--------AATTAAAAK -DMGGEAQS - - - KHP CAAAH - - - - - == - - === - - - oo - A A 593
26 - - SL AAA A - -PAKTDAA - - - - - - - - - - - A KKNAVATAAAAAAAAAAAAK - ENGGEAQS - - - KHPCAAAM - - - - - - - - - - - - - - oo oo A A 338
310 - - - - oo - - --A A - -AAKTVAA - - - - - - oo o A KKN- - - ----VAAAAAAAAK - EMGCEAQS - - - KHPCAAAD - - - - - - - - - - oo oo oo A A 607
330 - - - - -V T - - YNMKSNSDAA - TGKEKTDEV - - - - - - - - - - - - - - YVHEDV - - -« o cee o e e o SRE T N 648
347TIIMRQDNSF ----- - - DL YDCHSNMNESL PKVSEAGSSSVK - - - - HSSFQPL - - - - - F G m e e e . NNHASYNLV - - - - - - -- H- - --VAERKKL N N 637
360 VG - ANKDKF HEL - - - - QNFQSNSNGT - - -LADFA- - - .. N -AM l---QN HHVHNI - - - -SQQQ I R I HDDLAL T N 684
364 AA - SMKDKHLELD - N - 1 - - I - - HNLQSKSSST - - - - SSLdeTQDT -AMHQKFQV - - -Q HHHHHVLSLQQRQQLLNADASSLRNAVET T N 701
327 AG - SKHINRFBV - -FNAKKSPT .- RDIQSHSSGN - - -MCTSsQ@VVSHNNED IBkGsAl@D- - -F ENHSNVANM- - - -QHQLPPEHDAESSKEMTVV T NIDNN 662
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500 750
amino acid position
CONSTANS motif
770 780 790
56 -GGIDK- - ------------ 664
596 -GG IDK- - ------------ 664
596 T -GG IDK-------------- 664
596 T -GG IDK- - ------------ 664
594F -GG IDK- - ------------ 662
339T-GGIDK-------------- 407
608 TGGGVDK - - - - - - - - - - - - - - R 677
649 N - s sls RF TQREH 742
638 N - SGSGS DENK - - - 15Q 727
685 D - SGISRS DQNQ - - - YAQ 769
702N-ET SATRSGDH- - - - - - - - 781
663 N-GL ASGNGSGNRVDQSK - - -NFQ 748
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amino acid position



