Table S1. Physicochemical properties, protein secondary structure, and subcellular localization prediction analysis of ‘duli’ PHT proteins.

Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

5%15{;)?5‘3 2?%@%11‘ PBPHTI.I 1533 510 5629 891 2955 111.61 5765 1216 000 3020 meﬁgilan&
ST GO phpprr2 1s48 SIS 5722 891 3052 9899 sa62 1573 000 3tes G
g%gﬁg Szc;‘foy;ollfi,j']g PBPHTL3 1491 496 5379 571 3926 10536 4637 1694 000  36.69 meggilan&
g’%’)ﬂ{gﬁg C%Ifmgf 7 PbPHTL4 1635 544 5936 897 37381 10610 4835 1471 000 3695 menfggne.
g’%’gf fgg Chgj%’ 4 ppPHTLS 3285 1094 12077 811 4227 90.12 4342 1179 000 4479 mergglane'
%\f\(’gf fg"g Chor j‘%l > PPHTLG 1509 502 5401 893 3640 11014 4681 1514 000 3805 meﬁgllan&
5%125?3‘? Ch]r T&E poeuTI7 1680 559 6129 9.14 3028 9326 5295 1216 000 3488 meﬁgilan&
g%?f%‘; Chsr;'i§84 PBPHTLS 1500 499 5351 502 37.93 11293 4429 1964 000 3607 mergggne.
g%lgé)%‘; CZ;Z'I "5109 PBPHTLY 1578 525 5752 855  40.69 9682 5600 1143 000  32.57 men?ggne.
g’%lz{ggsfg 62219.75]25 PBPHTI.I0 1641 546 5947 604 3084 10853 4542 1374 000  40.84 menfggne.
5%135{23 C?;é?f; O ppPHTIII 1563 520 5655 930 3501 10598 4885 1596 000  35.19 mergglane'
%\%10{?&2 C?;;?}fj O  PWPHTLI2 1458 485 5284 930 3843 11097 5010 1629 000  33.6l meggllan&
S, 0?21605]1 O  PRPHTLI3 1587 528 5759 907  37.10 10841 4754 1705 000 2542 meﬁglan&
oiras Crlbell pppuriie 1581 526 5737 9.03 3547 10397 4772 1502 000 3726 S
g’%lg {*7/2 Cﬁglﬁf ]1 O poPHTIIS 1890 629 6827 863  38.06 10076 4134 1288 000 4579 menfggne.
S’%Ig {*712 C?gfr'f 10 popuriis 1614 537 5792 899 3413 10426 5009 1173 000  38.18 merggfane'




Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

g%')lg {*8‘? C’;Zéonf; O PwPHTLI7 1566 521 5670 923 2832 109.12 5029 1248 000  37.24 meﬁgilan&
s 8088 pppyrigs 1578 525 5699 900 3637 10754 5257 1333 000 3410
g%ﬂfﬁ‘; Ch;j '510188 PBPHTLIO 1476 491 5325 676 3176 10760 4277 1629 000  40.94 meggilan&
g%gffsfg Ch;g'i(;gg PBPHTI20 1179 392 4286 934 4548 10745 4668 1811 000 3520 menfggne.
g‘%lgg‘? Ch; é'%” PBPHTI.2] 1515 504 5434 931 30.88 11222 4762 1488 000  37.50 mergglane'
g%ls{f%‘g Ch; ;%58 PBPHTI.22 1482 493 5335 571 39.83 11012 4016 1785 000  41.99 meﬁgllan&
g%ljf%‘g Ch]’;"i‘;% PbPHTL.23 1584 527 5750 878 3685 10879 4421 1746 000 3833 meﬁgilan&
g%ljfg‘z Ch]rg'i‘;“ PBPHTI.24 1161 386 4199 759 3405 10479 4637 1347 000  40.16 mergggne.
g%gfg‘; nglf "ng]“ PBPHTI.25 1503 500 5386 886 3805 10706 59.20 940 000 3140 men(i;gne.
5%12{??1/2 C}]’;%f]w PBPHTI26 1548 515 5555 770 39.16 11159 4874 1379 000  37.48 menfggne.
5‘%13{5?1‘? Ch;éff‘? PbPHTL.27 1548 515 5504 929 3405 10336 5845 9.51 000  32.04 mergglane'
A fg’g Ch;i'iew PbPHTL.28 1545 514 5583 932 3159 10263 57.59 934 000  33.07 meggllan&
oA o 18570 phprri2e 1326 4l 4805 548 3140 9644 3946 1723 000 4331 meﬁglan&
oTrAs L0 pppurizo 1338 445 4870 597 32.03 9625 4090 1843 000 4067 O
g%lgﬁ)ﬁ Ch;gﬁﬁ PBPHTI31 1578 525 5753 854 40.63 9459 5295 1029 000 3676 menfggne.
g’ggggﬁ ngfr'f]” PBPHTI.32 885 294 33.07 839 3243 9037 6190 1190 000  26.19 meﬁgilane'
GWHPAA Chrl6929 PbPHTI33 2187 728 8218 806  43.95 81.04 4135 1181 000 4684 Cell




Protein Gene Rename CDs Length MW PI Instability Aliphatic  Alpha  Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

YT026522 365.ml membrane.
A C’;Zﬁfﬁ 7 ppPHTI34 1533 510 5614 857 3125 9282 5529 1118 000 3353 meﬁgilan&
3({}"\17}([)1;1?12% Cﬁ?éiﬁz PBPHTL35 1611 536 5878 890 3061 9401 59.89 896 000 3116 meggilan&
g%ll{?g‘é C%%f]” PBPHTI36 1566 521 5710 9.04 3055 9071 5432 1056 000  35.12 menfggne.
g%lg;%/; Chj.’;fj“ PBPHTI37 1593 530 5861 858 3516 8474 5151 1415 000 3434 merggilane'
5%15{;?3‘3 Chggi? PhPHTI38 1533 510 5509 927 3885 10706 4275 2020 000  37.06 mergglane'
g%lz{f%‘i CZ]; 802 phPHTL39 1515 504 5450 949 3311 111.85 5000 1409 000  35.09 meﬁgilan&
A ngg),ff > PBPHTL40 2211 736 7849 509 4325 107.15 4226  13.04 000 4470 merﬁggne.
g%lgfg‘; C}]’%f)lff > PBPHTI4I 990 329 3574 597 32.00 9164  52.89 821 000 3891 megl‘;ine.
g’%lgf%@ Cé’gff} > PhbPHTIA42 1617 538 5906 808 3327 9258 5874 7.43 000  33.83 menfggne.
g’%ls{gﬁ% Chg %46 PbPHTI.43 1602 533 5753 530 4258 11191 4447 1895 000 3659 merggilane'
5‘%13{5%’2 Ch;iif 7 PbPHTI44 1389 462 4996 929 296l 9226 5325 1126 000 3550 mergglane'
A Ch;; 8990 pppHTL4S 1656 551 5818 9.54  32.84 11029 5463 1016 000 3521 meﬁgilan&
AN C’%‘fi” PbPHT1.46 1575 524 5681 676 2924 9332 5038 992 000  39.69 merﬁgine.
g%?é)‘&‘? Ch;i%‘?" PBPHTI47 1647 543 5926 538  37.03 9874 4836 1314 000 3850 menfggne.
g’%lgg; Cﬁgfff PbPHTI48 1521 506 5384 856  40.84 10656 5099 1640 000 326 menfggne.
5%13{5?5‘2 C§§]77r;;g]2 7 PbPHTI49 1602 533 5724 560 3976 11118 4203 1857 000  39.40 mergglane'




Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

5%13{(1;?9‘; 013%75]2 7 PbPHTLS0 1602 533 5727 560 3940 11064 4278 1876 000 3846 meﬁgilan&
A 015219.21.5135 PBPHTL5I 1416 471 5059 521 4054 10376 4820 1975 000  32.06 merﬁgine.
gv&ggg C?gljmgf 7 pbPHTLS2 1476 491 5135 941 3262 11344 5540 1039 000 3422 meggilan&
g’%ljg&/; Ch;;%“ PBPHTI53 1584 527 5738 9.00 3577 108.05  47.63 1556 000 3681 menfggne.
g%ljg&‘g Ch;;%“ PBPHTL54 1590 529 5765 912 3633 10652 4575 1626 000 3800 mergglane'
%\%Ijg&‘? Ch;;%“ PBPHTLSS 1590 529 5763 9.00  36.64 107.64 4839 1493 000 3667 meﬁgllan&
A Ch; 78317 popHTISG 1587 528 5848 892 2777 8852 4981 1458 000 3561 meﬁgilane'
g%lggg‘; Chgg'i€70 PBPHTL57 1554 517 5681 912 29.11 9362  59.57 832 000 3211 mergggne.
g%lgﬁg‘; Chgrg'i‘;m PBPHTL38 1617 538 5929 832 3507 89.83 5539 874 000 3587 men(i;gne.
gggg%% Cﬁ;?mgf 7 PbPHTIS9 1590 529 5768 899 38386 109.68 5000 1474 000  35.16 menfggne.
5‘%13{5%‘2 Chgj %77 PbPHTLG0 1167 388 4217 748 3680 11655 4871 2216 000  29.12 mergglane'
g%lgig‘g Ci‘gf"fj 4 pbPHTLGI 1620 539 5740 517 2970 11069 4471 1577 000  39.52 meggllan&
5%10{5%‘2 C’;Zgonf; 3 pbPHTLG2 1737 578 6240 879 3479 9739 4325 1505 000  41.70 meﬁgilan&
oaras hIlelS pppuries 1350 4s2 4855 753 3320 12015 5376 183 000 2788 G
g’%lgggé Cg;? nfll 3 PePHTLG4 1374 457 4881 833  3L13 11245 5383 1422 000 3195 menfggne.
g’%lgéﬁ cg;g nf]] 3 ppPHTLES 1431 476 51.60 858 3548 10998 4937 1891 000 3172 merggfane'
GWHPAA  Chrllgl3 PbPHTL66 1512 503 5382 601 3497 11618 5662 1352 000 3022 Cell




Protein Gene Rename CDs Length MW PI Instability Aliphatic  Alpha  Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

YT009645 237.ml membrane.
GWHPAA  Chr5.g060 Cell
YT043972 14ml PbPHTI.67 1560 519 55.71  17.05 36.61 103.68 39.88 18.30 0.00 41.81 membrane.
GWHPAA  Chr5.g056 Cell
VT044321 65ml PbPHTI.68 1737 578 62.71  8.68 36.65 101.28 4498 15.22 0.00 39.79 membrane.
GWHPAA  Chr5.g056 Cell
YT044322 64ml PbPHTI.69 1731 576 62.39  9.01 34.37 97.73 43.92 15.10 0.00 40.97 membrane.
GWHPAA  Chri5.g00 Cell
YT023563 850.m1 PbPHTI.70 1533 510 5491 9.26 38.42 110.14 41.76 19.22 0.00 39.02 membranc.
GWHPAA Chri6.g30
YT025361 525 ml PbPHT2.] 1770 589 62.08 9.14 25.67 100.93 49.58 13.07 0.00 37.35 Chloroplast
GWHPAA Chri3.g23
YT013908 624.ml PbPHT2.2 1143 380 3957  9.47 17.65 111.42 55.00 14.74 0.00 30.06 Chloroplast
GWHPAA Contigl5.g Mitochondri
VT056681  50679.m1 PbPHT3.1 1086 361 3837 9.23 30.37 87.04 44.88 11.08 0.00 44.04 on
GWHPAA Contigl5.g Mitochondri
VT056682  50680.m1 PbPHT3.2 1095 364 38.79 931 32.90 85.77 42.86 10.71 0.00 46.43 on
GWHPAA Chri7.g24 Mitochondri
YT027831 610.m2 PbPHT3.3 1491 496 55.70  6.12 38.37 93.17 45.16 12.30 0.00 42.54 on
GWHPAA  Scaffold2.g 10.1 Mitochondri
YT058190  05261.m1 PbPHT3.4 972 323 34.45 5 27.27 90.90 56.66 5.57 0.00 37.77 on.
GWHPAA Chri7.g24 Mitochondri
YT027849 628.m1 PbPHT3.5 1113 370 3949 941 39.31 90.19 39.19 16.76 0.00 44.05 on.
GWHPAA  Chr9.g474 Mitochondri
YT053368 13.m1 PbPHT3.6 1113 370 3945 941 38.11 89.41 37.84 17.57 0.00 44.59 on.
GWHPAA  Chril.g09 Mitochondri
YT006106 698.m1 PbPHT3.7 897 298 31.81 9.55 21.24 86.88 48.32 10.07 0.00 41.61 on.
GWHPAA  Scaffold5.g Mitochondri
YT059122  20931.m/ PbPHT3.8 1017 338 3726 9.24 39.52 96.12 44.82 13.31 0.00 37.87 on.
GWHPAA Chril0.gl7 Mitochondri
YT002507 200.m1 PbPHT3.9 5394 1797 203.17 8.88 42.25 88.50 45.80 13.02 0.00 41.18 on.
GWHPAA  Chr5.g094 Mitochondri
YT040561 25 ml PbPHT3.10 1806 601 65.88  9.17 25.11 89.30 49.58 10.48 0.00 39.93 on.




Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

5%13{}?7‘2 Ch;;%’ 3 pppHTIII 1233 410 4413 945 4695 93.05 4878 1220 000  39.02 Mit°gﬁ?ndri
Ao 615217.3’5]24 PBPHT3.12 1125 374 4046 973 3592 8580 4465 1230 000  43.05 Mit°gﬂ?ndri
%Iff%? C%If’ff L pppHT3.13 1107 368 3985 9.65 3425 85900 4348 1549 000  41.03 Mitogﬂf’ndri
5’%13{5?7% Chf;ff" PBPHT3.14 975 324 3473 969 2717 9278 4846 1451 000  37.04 Mit°gﬁf’ndri
g}’\(l)ﬁ%‘z Ch;ji? L popHT3.I5 690 229 2334 934 3383 88.69 4891 1223 000 3886 Mitogﬁf’ndri
%\%11{5?7? CZ]; S04 popHTsIs 2157 718 8042 929 4122 88.43  40.11 1760 000 4220 Mitogﬁf’ndri
%\1&61:(1;%? Ch;;’i(;g 2 PbPHT3.17 933 310 3289 935 3128 96.97  55.81 9.35 000  34.84 Mit°gﬁf’ndri
g%lg(f%‘; Chjr 21.'515183 PBPHT3.18 972 33 447 100 o173 9059 5697 557 000  37.46 Mitogﬁf’ndri
%%\612 nglfff O ppPHT3.19 912 303 3343 980 4414 88.48 5347 891 000  37.62 Mitogﬂf’ndri
g’ggg ﬁg ngljmgf > PBPHT3.20 945 314 3378 961 2002 9229 4713 1465 000 3822 MitOgEf’ndri
5%15%*2‘3 Chj_r j '}%67 PbPHT3.21 1242 413 4436 975 2659 9499 4722 1552 000  37.53 Mit"gﬁf’ndri
g‘%’gf {*9‘2 Chgj'ﬁ“ PbPHT3.22 1038 345 38,00  9.72 32.51 90.17 43.77 14.02 0.00  42.03 Mitogﬁfmdri
g%glfg‘; Ch;; %04 PbPHT3.23 843 280 30.01  9.04 19.08 74.96 48.21 9.29 000  42.50 Mit°gﬁ?ndri
g%lggg‘g Cﬁ’;él "f ]1 O pppHT3.24 999 332 3582 8.94 24.96 74.70 43.07 12.35 0.00  44.58 Mitogﬂf’ndri
g’xgggﬁ C%] 8 ]1 O popHT3.25 999 332 3585 894 2496 7470 4428 1175 000  43.98 Mit°gﬁf’ndri
5’%13{;&/2 o ;"%02 PBPHT3.26 948 315 3416 923 4434 108.16 4952 1587 000  34.60 Mit°ggf’ndri
GWHPAA  Chrllgl0 PbPHT3.27 903 300 3235 915 3474 10507 57.67 933 000  33.00  Mitochondri




Protein Gene Rename CDs Length MW PI Instability Aliphatic  Alpha  Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

YT006859  451.m1 on.
gl\i&glgg%i CZ? b 11 O pppHT3.28 903 300 3235 915 34.74 105.07 57.67 9.33 0.00  33.00 Mit°gﬁ?ndri
g?olz{é)é‘; ngf S0 ppPHT329 1182 393 4259 922 4434 9189 4402 1298 000  43.00 Mitogﬂf’ndri
g%lg(f%‘z Chj.r 31.'%78 PBPHT3.30 1068 355 3847 943 2947 9527 3746 1915 000 4338 Mitogﬁf’ndri
3%13{5?6/; Chgj"i‘j” PBPHT3.31 945 314 3492 994 3212 9264 5318 1115 000 3567 Mit°ggf’ndri
g%ll{fﬁ‘g CZ];rf]B PbPHT3.32 963 320 3481 917 29.68 8928 4781 1156 000  40.62 Mitogﬁfmdri
g%ls{f%‘é Ch; 2‘%5 8 ppPHT3.33 1110 369 4059 936  43.69 9146 4932 1301 000  37.67 Mit"gﬁ"’ndri
g%gg&‘; ngloiffg PbPHT3.34 996 331 3701 9.53 40.76 88.10 49.85 8.76 000  41.39 Mit°§2f’ndri
g%gfﬁ‘; C%f 15103 PBPHT3.35 1230 409 $374 937 4278 96.63 4939 1418 000 3643 Mitogﬂf’ndri
g’%lgfgfg Ch8’ i‘fé” PbPHT3.36 2484 827 9061 888 4229 8347 4051 1342 000 4607 MitOgEf’ndri
g’%lgﬁé Chg'i? O pppHT337 1050 349 3763 963 3609 93.04 3811 1633 000 4556 MitOgEf’ndri
g}’ﬁgg‘; Ch;g%” PbPHT3.38 2070 689 7574 702 49.11 7672 3367 1698 000 1935 Mit"gﬁf’ndri
g%ilg%‘g Chzr 0821 pyprT339 1071 356 3863 961 3033 9581 3792 1966 000  42.42 Mit°gﬁf’ndri
A c;;;g;’f]zw PbPHT3.40 1071 356 3863 943 3123 9475 3680 1966 000  43.54 MitOgE?ndri
g%g%‘; Chg‘%” PbPHT3.41 942 313 3399 931 4241 8853  52.08 831 000  39.62 Mitogﬁf’ndri
g’%lz{fgg C?gff]oz PbPHT3.42 897 298 32.94 1%'0 55.18 8678 3456 1174 000  53.69 Mit°gﬁf’ndri
g%fg&? Ch;gif O popHT3.43 1068 355 3843 939 3374 9530 3887 1972 000 414 Mitogﬁfmdri




Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

%\f‘(’fg %‘2 Ch; 18905 popHTI44 1206 401 4333 957 3972 88.60  49.13 1222 000 3865 Mit°gﬁ?ndri
ST Ch]’;fj’ 8 pppHT3.45 1011 336 3767 849  46.68 87.11 3244 1548 000  50.08 Mit°gﬂ?ndri
g%ljgg‘z Chggfll 7 PbPHT346 1134 377 4010 954  29.43 9186 4164 1247 000 4589 Mitogﬁf’ndri
5%11{51;?9/? Cﬁgﬁfj *  PbPHT3.47 1542 513 5686 648 3268 9359 4425 1228 000 4347 Mit°gﬁf’ndri
5%15{;?1‘; Chgr j’i? 7 PbPHT3.48 954 317 3370 996 2625 9543 4669 1356 000  39.75 Mitogﬁfmdri
%\%Igf&"z szé?fj > PbPHT3.49 930 309 3402 918 4221 91.78 3981 1845 000 4175 Mitogﬁf’ndri
g’%ll{f%‘g C’Zfﬁ O PHPHT3.50 1044 347 3787 976 38.50 89.42 45.82 16.14 000  38.04 MitOgE?ndri
g%lga‘; Chor / '51312 7 PbPHT3.51 2484 827 9046 858  42.00 8041 3906 1378 000  47.16 Mitogﬂf’ndri
5%12{5%12 C};r7157mg]2 O  PbPHT3.52 897 298 3245 919 37.90 9356 54.03 906 000 3691 Mitogﬂf’ndri
5’%13{;’?3/; Chgg'ff 8 poPHT3S3 831 276 3032 920 37.10 9196 4384 1703 000  39.13 MitOgEf’ndri
5‘%13{5%‘; Chgf'iig O PBPHT3.54 1044 347 3758 974 4097 9199 4669 1470 000  38.62 Mit"gﬁf’ndri
g‘%lffg‘g Cﬁ;ﬁf]ﬁ PbPHT3.55 1143 380 4148 938 2852 9787 5368 1500 000  31.32 Mitogﬁf’ndri
g’%ﬂ{fﬁo‘; ngloiﬁ > PBPHT3.56 828 275 29.83 13'2 32.32 92.62 49.45 9.09 000  41.45 Mit°gﬁ?ndri
g%?;’ﬁ‘; Chg;flg ?  PbPHT357 921 306 3265 938 3177 9788 50.65 111 000 3824 Mitogﬂf’ndri
g’%ﬂ{f&é 02217?5]3'5 PBPHT3.58 921 306 3265 938 3177 9788 50.65 111 000 3824 Mit°gﬁf’ndri
g’%lggg Ch3’f"§1‘j00 PBPHT3.59 1143 380 4149 938  32.94 9658 5684 1280 000 3026 Mit°ggf’ndri
GWHPAA  Chr7.¢324  PbPHT3.60 1059 352 3827 981 3807 9114 3750 2216 000 4034  Mitochondri




Protein Gene Rename CDs Length MW PI Instability Aliphatic  Alpha  Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location

YT049570  72.m1 on.
g%lggg Chzr ;"%77 PbPHT3.61 930 309 3406 9.25 35.95 88.32 40.45 18.77 0.00  40.78 Mit°gﬁ?ndri
g%?;’g‘; Chg;'iioo PbPHT3.62 954 317 3446 999 3170 9356 4637 1325 000 4038 Mitogﬂf’ndri
ﬂ‘(’gg o Ch;ffsm PbPHT3.63 981 326 3496 7.66 3655 7963 49.39 920 000 4141 Mitogﬁf’ndri
g%lggfg C}j’gllf’r'ff O popHT3.64 1080 359 3948 912 3087 7660 4373 13.09 000  43.18 Mit°ggf’ndri
5%12{52)? C%]Zi'ff‘? PHPHT3.65 900 299 3055 941 32.62 8843 4515 1572 000  39.13 Mitogﬁf’ndri
5%12{5?3‘3 C’;;? S0 ppPHTI.66 1335 444 4843 930 4592 9207 4842 1239 000  39.13 MitOgE?ndri
g’%?%‘g Ch; ;ﬁé” PbPHT3.67 1065 354 38.68 1(;.1 45.18 90.93 40.11 12.71 0.00 0.47 Mit°gﬂf’ndri
g%lgj‘g‘? Cg??}f} 4 PbPHT3.68 912 303 3270 977 3991 9462 4257 1518 000 4224 Mitogﬂf’ndri
g’%ﬁ?ﬁ Ch; ; '5360 PbPHT3.69 813 270 2030 980  34.69 9574 4556 1519 000  39.26 Mitogﬁf’ndri
S’%’g %/; ngf r.ngjoo PBPHT3.70 954 317 3357 993 25.09 9634 4543 1356 000  41.01 Mitogﬁf’ndri
g%?g%‘; z%%ﬁ% PbPHTAI 1359 452 4896 975 3541 10553 5420 1018 000  35.62 mergglane'
AR C’%'}%’ 2 pePHT42 1590 529 5773 633 50.88 9639 3724 1626 000  46.50 meggilane'
A Chgjfj‘” PbPHT43 555 184 1974 914  31.22 11870 5924 1303 000 2772 merﬁggne.
ﬂ‘gﬁg‘; Chg; '513145 PbPHT4.4 633 210 228 963 4114 9986 5190 1048 000  37.62 menfggne.
g’%ﬁgﬁ Chj.’ 5'512102 PbPHT45 1440 479 5238 897 4443 9727 4113 1670 000  42.17 menfggne.
g‘%lgggz C{Zf;’ 8 10 poprras M9 372 4077 872 4219 10247 4516 1586 000 3898 mergglane'




Protein Gene Rename CDs Length MW PI Instability Aliphatic Alpha Extended Bete Random  Subcellular
1D ID (bp) (aa) (kDa) index index helix strand turn coil location
g%lggg? CZ;’ €10 poprre7 1581 526 5738 974 4173 10139 47.91 1360 000 3840 meﬁgilan&
A Chgéfgg PBPHT4.8 1833 610 6741 935 4261 9797 4000 1770 000 4230 merﬁgine.
%13352 C?(’)g 10 poprTr9 1581 526 5738 974 4173 10139 4791 1369 000 3840 merggilan&
5%12{(1;?9/? CZ]; "ng]“ PBPHT4.10 1596 531 5735 672 4648 9476  37.66 1507 000 4727 menfggne.
g%fg%‘é Chg;ﬁ” PbPHT41I 1722 573 63.17 944 4618 103.63 4415 1850 000  37.35 mergglane'
g%?gg’; Ch;g'ﬁg O PBPHT4.12 1563 520 5585 992 37.86 97.02 4942 1231 000 3827 meﬁgllan&
%’5{52,‘2 2‘3’;’1’? 8 ppprTss 2100 699 7783 830 3723 10655 5522 1516 000  29.6l Vacuole
g%?gﬁ)‘g Ch;;ﬁ‘?‘? PBPHTS.2 2211 736 8219 597 3837 10952 5448 1495 000  30.57 megggne.
ﬂ‘g’%‘? Ch; 0832 ppPHTS 2100 699 7844 678  39.00 109.18 5722 1402 000 2876 men(iggne.
g%lgésﬁ Ch;;%zg PbPHTS.4 2100 699 7782 830  37.62 10599 536 1516 000  29.47 Vacuole




