Supplemental Data Set S4. List of differentially expressed genes between wild-type-1 and almt9-1 in roots under salinity conditions.
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AT2G11410  transposable element gene -6,963 2,02E-97 4,27E-93 303,9 3335 301,3 2368 1863 2115 0 11,72 1391 0 0 4,746 4,178 4,494 4,084 3,165 2,511 2,799 0 0,1575 0,1874 0 0 0,06282
AT4G08093 pseudogene_of_unknown_protein -5,789 3,59E-63 3,78E-59 211,3 214,7 196 128,8 1418 117,2 0 8115 1391 0 0 6645 7,935 79 7,256 4,702 5221 4,238 0 0,2978 0,5119 0 0 0,2402
AT4G04223  other RNA Unknown_gene -3,337 6,03E-22 4,25E-18 63,8 93,45 42,63 5854 6588 43,2 3,189 93,02 3547 6,199 4,013 5829 7,147 10,26 4,71 6377 7,235 4,659 03527 10,19 3,895 0,6795 0,4409 0,6287
AT3G18440  aluminum-activated malate transporter 9 Belongs_to_the_aluminum-

activated_malate_transporter_family._Enc
odes_a_vacuolar_malate_channel._Express
ed_in_all_parts_of_plants._Almost_exclusiv
ely_expressed_in_mesophyll_cells_of_leav

es. -1,001 1,03E-19 5,45E-16 465 5551 4506 7103 6142 6821 173,4 2101 1888 331,8 352,7 3209 12,7 1487 12,14 1887 1645 17,94 4,676 5611 5,056 8,872 9,45 8,441
AT2G11405 -7,425 3,62E-19 1,53E-15 21,13 14,98 13,74 21,81 19,23 20,6 0 0 0 0 0 0 3,327 2,311 2,132 3,338 2,968 3,122 0 0 0 0 0 0
AT5G44925  transposable element gene 2,889 1,69E-13 596E-10 25,16 16,97 31,14 6,231 6,01 7,13 42,81 99,18 29,81 43,77 32,06 71,2 03162 0,2091 0,3859 0,0762 0,074 0,0863 0,5311 1,218 0,3672 0,5384 0,3951 0,8615
AT5G24160  squalene monoxygenase 6 -2,802 3,98E-12 1,12E-08 1,006 0 0 32,19 24,04 2535 0 0 0 2,626 4,137 4,746 0,0305 0 0 0,948 0,7137 0,7391 0 0 0 0,0778 0,1229 0,1384
AT5G63250  Carbohydrate-binding X8 domain superfamily protein
1,752 4,23E-12 1,12E-08 4529 2995 44,88 17,65 20,43 1584 152,7 7574 1252 6391 6516 51,26 4,36 2,827 426 1,653 1929 1469 1451 7,128 11,81 6,021 6,152 4,752
AT2G06890  transposable element gene -1,839 6,53E-11 1,53E-07 64,41 47,92 7589 59,2 42,07 51,49 28,37 3877 33,78 16,63 16,55 9,493 0,8447 0,6161 0,9814 0,7549 0,5409 0,6502 0,3673 0,4971 0,4343 0,2135 0,2128 0,1199
AT5G24850  cryptochrome 3 Binds_flavin_adenine_dinucleotide_and_D

NA._lt_does_not_have_photolyase_activity
,_and_it_is_likely_to_act_as_photorecepto
r._Closely_related_to_Synechocystis_crypt

ochrome. 1,325 891E-10 1,88E-06 14,09 1697 10,07 32,19 63,7 4595 66,36 40,57 69,55 1243 122 106,33 0,4314 0,5095 0,3042 09586 1,912 1,355 2,006 1,215 2,087 3,725 3,665 3,135
AT4G39630 -1,288 6,46E-09 1,14E-05 116,7 123,8 130,1 6854 8894 9507 50,66 51,39 47,69 29,77 3827 3607 6499 6,756 7,139 3,711 4,854 5095 2,784 2,797 2,602 1,622 2,089 1,934
AT2G30766 2,002 3,22E-06 0,003576 98,63 107,8 114,5 5,193 2,404 6,338 956 73,03 1232 2451 20,69 14,24 13,16 14,11 1506 0,6738 0,3145 0,8142 12,59 9,527 16,12 3,201 2,707 1,83
AT1G24881  F-box family protein -1,106 4,63E-05 0,02692 130,3 1839 183 3732 262,1 2441 88,03 171 9,71 87,86 219,1 103,8 4465 6,174 6,181 12,43 8,804 8,052 2977 5726 3,248 2,945 7,359 3,425
AT1G73220  organic cation/carnitine transporterl -1,483 0,000187 0,06189 9,058 4,992 6,411 1558 18,03 22,18 6,421 11,72 7,949 5253 10,34 4,746 0,2672 0,1444 0,1865 0,4469 0,5214 063 0,187 0,338 0,2298 0,1516 0,2992 0,1348
AT1G25210 UDP-3-0-acyl N-acetylglycosamine deacetylase family
protein 1,095 0,000192 0,06189 50,55 23,11 21,51 33,48 49,1 19,24 30,65 60,53 96,02 81,75 74,8 5573 2,044 0916 08577 1,316 1,946 0,749 1,223 2,392 3,805 3,234 2,965 2,169
AT1G33320  Pyridoxal phosphate (PLP)-dependent transferases
superfamily protein -1,441 0,000215 0,06579 27,17 26,96 21,98 79,97 22,84 3882 22,12 17,13 2583 17,51 17,58 17,09 1,201 1,168 0,9583 3,438 0,9899 1,652 0,9653 0,7404 1,12 0,7576 0,7623 0,7274
AT5G02330  Cysteine/Histidine-rich C1 domain family protein -2,502 0,000304 0,08261 3,019 7,029 2,757 1046 14,46 4,777 1,441 3,625 3,974 1,76 2,079 0,9588 0,0839 0,1915 0,0756 0,2826 0,394 0,1278 0,0395 0,0985 0,1083 0,0479 0,0567 0,02566
AT5G08141  basic leucine-zipper 75 1,205 0,000309 0,08261 1,006 0,9984 0 8308 14,42 11,09 1,427 0,9016 0 30,64 26,89 19,93 0,1332 0,1295 0 1069 1,871 1,413 0,184 0,1166 0 3968 3,489 2,54
AT4G23210  cysteine-rich RLK (RECEPTOR-like protein kinase) 13 Encodes_a_Cysteine-rich_receptor-
like_kinase_(CRK13).__Overexpression_of_
CRK13_leads_to_hypersensitive_response_
cell_death,_and_induces_defense_against_
pathogens_by_causing_increased_accumul
ation_of_salicylic_acid. -1,531 0,00032 0,084 1,006 5731 5495 1865 12,98 14,87 4,994 09016 5942 7,582 3,103 4,746 0,0247 0,1378 0,1329 0,445 0,3122 0,3512 0,1209 0,0216 0,1429 0,182 0,0747 0,1121
AT4G15690  Thioredoxin superfamily protein 1,944 0,00038 0,09123 3,019 4,992 7,327 2,077 2,404 2,377 14,98 541 5,961 9,63 7,24 10,44 0,2766 0,4483 0,6618 0,185 0,2159 0,2096 1,355 0,4845 0,5353 0,8633 0,6504 0,921
AT5G24140  squalene monooxygenase 2 Encodes_a_protein_with_similarity_to_squ
alene_monoxygenases. -2,981 0,000399 0,09392 1,006 3,994 0,9159 6,231 14,42 4,753 2,14 0,9016 0 2,626 0 0 0,0314 0,1222 0,0282 0,1891 0,4414 0,1428 0,066 0,0275 0 0,0802 0 0
AT3G30720  qua-quine starch -1,369 0,000462 0,1005 12,08 3894 31,14 16,62 27,64 1822 13,56 3,606 5,961 9,63 4,137 9,493 1,129 3,568 2,87 1511 2,534 1,64 1,251 0,3296 0,5462 0,881 0,3793 0,8544
AT4G15360  cytochrome P450, family 705, subfamily A, polypeptide 3 member_of_CYP705A
1,031 0,000606 0,118 200,3 1857 191,4 8308 22,84 21,01 2355 1316 2087 35,9 39,3 3322 6,726 6,114 6,34 02714 0,752 0,6794 7,806 4,322 6,869 1,18 1,294 1,074
AT2G03710 K-box region and MADS-box transcription factor family This_gene_belongs_to_the_family_of_SEP_
protein genes._|t_is_involved_in_the_development
_of_sepals,_petals,_stamens_and_carpels._
Additionally,_it_plays_a_central_role_in_th
e_determination_of_flower_meristem_and
_organ_identity. -1,224 0,000657 0,1227 18,12 1597 19,23 18,69 21,63 22,18 17,13 1893 21,88 7,004 13,45 6,645 0,7446 0,6437 0,7796 0,7472 0,8719 0,8778 0,6951 0,7608 0,8815 0,2817 0,542 0,263
AT4G17660  Protein kinase superfamily protein 1,019 0,00087 0,141 29,19 34,95 348 21,81 21,63 16,64 23,55 37,87 4372 394 2689 5411 1,322 1,552 1,555 0,9609 09611 0,7257 1,053 1,677 1,942 1,747 1,195 2,361
AT1G51030 -1,998 0,001067 0,1574 2,013 2,995 0 11,42 9,615 7,13 0,7135 4,508 1,987 0,8755 5,171 0,9493 0,2381 0,3474 0 1314 1,115 0,8122 0,0833 0,5214 0,2305 0,1014 0,6 0,1081
AT3G22560  Acyl-CoA N-acyltransferases (NAT) superfamily protein
-1,146  0,00112 0,1597 11,07 1098 6,411 22,85 1562 23,77 5,708 13,52 9,936 11,38 9,309 7,594 0,8958 0,8711 0,5115 1,798 1,24 1,851 0,4559 1,07 0,788 0,9012 0,7386 0,5917
AT3G60090  VQ motif-containing protein -1,129 0,001143 0,1609 5,032 6,989 7,327 23,89 27,64 206 6421 7,213 9,936 6,128 14,48 12,34 0,5815 0,7917 0,835 2,684 3,132 2,292 0,7326 0,8149 1,126 0,6931 1,641 1,373
AT3G01015  TPX2 (targeting protein for Xklp2) protein family 2,228 0,001345 0,1704 4,026 5991 7,327 2,077 2,404 0 9989 1803 591 6,128 5,171 8,543 0,1257 0,1834 0,2256 0,0631 0,0736 0 0,308 0,0551 0,1825 0,1873 0,1584 0,2569
AT5G44565 -1,019 0,001466 0,182 17,11 24,96 17,4 27 19,23 2456 19,98 3066 17,88 12,26 12,41 10,44 1,627 2,327 1,632 2,497 1,793 2,243 1,876 2,85 1667 1,141 1,158 0,9562
AT5G17040  UDP-Glycosyltransferase superfamily protein -1,794  0,0023 0,2359 2,013 0,9984 0 6231 7211 7,13 0,7135 0,9016 1,987 1,751 1,034 2,848 0,0782 0,038 0 0,2354 0,2747 0,2667 0,0274 0,0342 0,0757 0,0666 0,0394 0,1065
AT1G51913 -1,536  0,0026 0,254 21,13 2496 13,74 15,58 8413 19,81 12,13 1893 3,974 1,751 4,137 9,493 3,356 3,885 2,151 2,405 1,31 3,028 1,901 2,939 0,6185 0,2721 0,6442 1,451
AT1G25150  F-box family protein 1,028 0,002636 0,2541  721,5 1005 8869 207,8 709 267,8 769,1 1404 455 704,4 1103  610,1 259 3538 31,4 7,255 2495 9,256 27,25 49,25 16,01 24,75 38,83 21,09
AT4G23320  cysteine-rich RLK (RECEPTOR-like protein kinase) 24 Encodes_a_cysteine-rich_receptor-
like_protein_kinase. 1,777 0,003051 0,263 1,006 1,997 8,243 4,154 2,404 0,7922 2,854 6,311 1,987 7,879 6,206 10,44 0,042 0,0816 0,3389 0,1684 0,0983 0,0318 0,1174 0,2572 0,0812 0,3215 0,2537 0,4191
AT1G14345  NAD(P)-linked oxidoreductase superfamily protein -1,5 0,003167 0,2652 5,032 4,992 7,327 19,73 6,01 14,26 2,14 7,213 1192 6,128 3,103 4,746 0,3301 0,321 0,474 1,259 0,3865 0,9007 0,1386 0,4626 0,7667 0,3935 0,1996 0,2998
AT3G53040 late embryogenesis abundant protein, putative / LEA
protein, putative -1,477 0,003184 0,2652 2,013 0 4,579 1454 7,211 10,3 2,14 2,705 1,987 3,502 4,137 3,797 0,067 0 0,1504 0,4708 0,2354 0,3302 0,0704 0,0881 0,0649 0,1141 0,1351 0,1217
AT1G02250  NAC domain containing protein 5 1,15 0,003483 0,2713 6,028 2,995 11,9 5193 8,413 7,922 2,14 0,7393 0 1839 17,58 12,34 0,3032 0,1477 0,5901 0,254 0,4149 0,3837 0,1063 0,0364 0 0,9051 0,8673 0,5977
AT5G03310  SAUR-like auxin-responsive protein family 1,624 0,003661 0,278 5,032 5991 0,9159 3,116 6,01 0,7922 7,848 3,606 0 10,51 10,34 7,594 05707 0,666 0,1024 0,3436 0,6682 0,0865 0,8787 0,3999 0 1,166 1,15 0,8293
AT2G39510  nodulin MtN21 /EamA-like transporter family protein -1,112 0,003848 0,289 121,8 4393 91,59 17,65 31,25 206 147,7 1109 57,63 5253 1551 11,39 4,744 1678 3,519 0,6689 1,194 0,7726 568 4,224 2,201 0,2003 0,5928 0,4273
AT5G44065 1,258 0,004244 0,2987 2,013 1,997 3,663 3,116 601 6,338 2854 2,705 5961 10,51 13,45 14,24 0,4836 0,4703 0,8679 0,7279 1,416 1,466 0,6769 0,6353 1,404 2,47 3,168 3,294

AT5G54790 -1,139 0,004889 0,3127 17,11 10,98 21,98 3531 14,42 1981 157 13,52 9,936 6,128 12,41 13,29 1,064 0,6694 1,348 2,135 0,8792 1,186 0,9635 0,8221 0,6056 0,3729 0,7568 0,7957
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