Additional file 2. Cell Wall Genes (CWGSs) with high levels of transcripts in either 5- or

11-day-old hypocotyls.

CWGs were selected according to several papers and databases as mentioned in Methods. The intensity of the

signal is expressed as log,. The log, of ratios between the levels of transcripts at 11-days and 5-days as well as

the Bonferroni p-values are indicated. CWGs are classified family wise.

log, of
Functional classes AGI Predicted or known 5- 11- ratio p-value
number gene function days days 11-days
/ 5-days
Substrate generation
nucleotide-sugar AT5G39320 UGDL 11.58 10.81  -0.77 2.19E-03
interconversion pathway
AT1G08200 AXS2 10.71 10.61 -0.10 1.00
AT5G15490 UGD3 10.50 10.00 -0.51 1.00
Lignin toolbox
CAD1(cinnamyl
AT4G39330 alcohol 11.72 10.47 -1.25 0.00E+00
dehydrogenase)
C4H (CYP73A5)
AT2G30490 (trans-cinnamate 4- 11.30 10.97 -0.33 1.00
hydroxylase)
HCT
(hydroxycinnamoyl-
AT5G48930 CoA:shikimate/quinate 11.10 11.04 -0.05 1.00
hydroxycinnamoyl
transferase)
COMT-like8 (caffeic
AT1G76790 acid O- 11.08 10.35 -0.73  9.03E-03
methyltransferase)
ATsG54160 COMT (caffeicacidO- 443 979 072 161E-02
methyltransferase)
C3H2 (CYP98A3) (p-
AT2G40890 coumarate 3- 10.25 9.65 -0.60 7.46E-01
hydroxylase)
AT5G58490 CCR-IKeS (cinnamoyl- 1 5 g gg -0.13 1.00
CoA reductase)
AT5G18900 prolyl-4-hydroxylase 10.24  10.29 0.05 1.00
Synthesis of
polysaccharides
?gTC‘S’)Sy' transferases  AT5G09870 GT2 (AICESAS) 1043 965  -0.78  1.64E-03
AT5G05170 GT2 (AtCESA3) 10.40 9.88 -0.52 1.00
AT4G39350 GT2 (AtCESA2) 10.23 9.52 -0.72  1.78E-02
AT4G32410 GT2 (AtCESA1L) 10.05 9.53 -0.52 1.00
AT1G77130 GT8 (Group A) 10.11 9.79 -0.32 1.00
AT4G00300 GT31 (Group A) 10.06 9.55 -0.51 1.00
AT2G22900 GT34 10.26 9.71 -0.55 1.00
AT2G28110 GT47 (FRAS8) 11.69 11.26 -0.43 1.00



AT1G19360 GT77 1037  10.07 -0.29 1.00
Vesicle trafficking
AT1G69460 SMP24/9p25L/p24 1088  10.55 0.33 1.00
family protein
Modification of
polysaccharides
glycosyl hydrolases AT1G64390 CSHO 10.68  10.19 -0.49 1.00
(GHs) (endoglucanases)
AT4G02200 CSHO 1110  10.08 1.02  1.57E-07
(endoglucanases)
ATAG14130 GH16 (AtXTH15) 13.61 1231 131 0.00E+00
AT2G06850 GH16 (AtXTH4) 1327 1262  -0.65 1.96E-01
AT4G30290 GH16 (AtXTH19) 1237  12.15 -0.22 1.00
AT1G32170 GH16 (AtXTH30) 11.24 1117 -0.06 1.00
AT1G11545 GH16 (At-XTHS) 1048 1034  -0.14 1.00
AT2G01850 GH16 (At-XTH27) 1042 1034  -0.08 1.00
ATAG30270 GH16 (AtXTH24) 988 10.14 0.25 1.00
AT5G42100 GH17 (Group C) 1036 1013  -0.22 1.00
AT3G04010 GH17 (Group B) 1025 924  -1.01 6.09E-08
AT5G58090 GH17 (Group B) 983 10.16 0.33 1.00
AT4G23820 GH28 (Group A) 1023 989  -0.34 1.00
GH35 (beta
AT5G56870 galactosidases) 1337  12.75 .0.62  4.79E-01
(AtBGALA4)
GH35 (beta
AT1G45130 galactosidases) 11.77 1116 061 5.91E-01
(AtBGALS5)
carbohydrate esterases 15543059 CE8 (pectin 1272 1124  -1.48 0.00E+00
(CEs) methylesterases)
AT3G49220 CES (pectin 11.84 11.15 0.69  3.94E-02
methylesterases)
CE8 (pectin
AT3G14310 methylesterases) 11.66 10.82 -0.84  1.44E-04
AtPME3
AT3G05910 CE13 (pectin 1055 10.41 -0.15 1.00
acylesterases)
carbohydrate lyases AT5Gago00 Ll(pectatelyases) 1158 1093 065 1.52E-01
(CLs) (Group A)
AT3G07010 FLl(Pectatelyases) 193, 1991 039  1.00E+00
(Group A)
AT1G04680 T-l(pectatelyases) 144 1597 33 1.00
(Group A)
AT1G67750 -1 (pectatelyases) — j5g5 1045 0.67 1.00
(Group A)
AT4G24780 L1 (pectate lyases) 969 10.36 0.67 9.00E-02
(Group A)
expansins AT5G02260 AEXPAI (alpha 1295 1254  -0.41 1.00
expansin)
AT1G69530 ~MEXPAI (alpha 1110  11.63 0.52 1.00
expansin)
AT2G40610 ~EXPAS (alpha 1049 1040  -0.09 1.00
expansin)
AT4G28250 ~IEXPBS (beta 1001 10.66 065 1.97E-01

expansin)




Structural proteins
Hyp/Pro rich proteins

(TPRP) AT2G21140 AtPRP2 1247 11.84  -063 3.56E-01
ATAG38770 AtPRP4 1000 915  -0.86 7.25E-05
LRR-extensins AT3G24480 AtLRX4 1026  10.33 0.08 1.00
Oxido-reductases
peroxidases AT2G37130 AtPrx21 1491 13.66 -1.25 0.00
ATAG21960 AtPrx42 1339 1271 -0.68 6.22E-02
AT3G21770 AtPrx30 1092 10.76  -0.16 1.00
ATAG33870 AtPrx48 1038 1023  -0.60 8.07E-01
AT1G05260 AtPrx03 1078 1030  -0.47 1.00
AT5G64120 AtPrx71 1052 1011 -0.41 1.00
AT1G71695 AtPrx12 1044 948  -096 7.29E-07
phytocyanins AT4G12880 ﬁ(t)l(zjtllizr%(early 11.56  11.94 0.38 1.00
AT2G32300 AtUCCL1 (uclacyanin) 11.32 11.29 -0.03 1.00
AT5G15350 AMEN22 (early 1022 1058 0.35 1.00
nodulin)
AT1Gos500 AEN21L (early 967 1004 037 1.00
nodulin)
SKU-like proteins (multi-  \r1 576160 skss 1124 1098  -0.26 1.00
copper oxidases)
AT1G41830 SKS6 1020 974  -0.45 1.00
Proteins possibly
involved in signaling
?A%b;,’;‘;ga'a"ta” Proteins  A12G14890 AtAGP9 12.43 1255 0.12 1.00
AT5G11740 AAGPIS (AG 12.04  12.70 066 1.26E-01
peptide)
AT1G28290 AtAGP31 1198 11.89  -0.09 1.00
AT3G13520 AAGP12(AG 11.93 12,97 1.04 1.23E-08
peptide)
AT5G10430 AtAGP4 1176  11.86 0.10 1.00
AT5G53250 ~AGP22(AG 998  10.94 0.96 0.00
peptide)
AT3G61640 “MAGP20 (AG 991  10.65 0.74  6.96E-03
peptide)
fasciclin AGPs (FLAS) AT1G03870 AtFLA9 13.28 13.25 -0.03 1.00
AT2GA45470 AtFLAS 1249 11.88  -0.60 7.22E-01
ATAG12730 AtFLA2 1176 1155  -0.21 1.00
AT2G04780 AtFLA7 1003 987  -0.16 1.00
Proteases
subtilases AT3G14067 AtSBT1.4 1234 1118  -116 2.25E-11
AT2G05920 AtSBT1.8 1230 1150  -0.81 6.10E-04
AT5G67360 AtSBTL.7 (ARAL2) 1207 1012  -0.39 1.00
AT5G59090 AtSBT4.12 11.25 1012  -1.13 1.46E-10
AT5G51750 AtSBT1.3 1118  9.81  -1.37 0.00E+00
AT3G14240 AtSBTL.5 1036 1016  -0.20 1.00
Miscellaneous
COBRA-like AT5G60920 COB 1144 1110  -0.34 1.00




