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Supplemental Tables and Figures 


Supplemental Table S1	Linkage analyses of cell wall preparations along the 10th  elongating maize internode. S2: Section 2; S4: Section 4; S6: Section 6; S8: Section 8. The data are averages of three biological replicates.

	
	
	S2
	
	S4
	
	S6
	
	S8
	

	
	 
	Average
	    SD
	Average
	   SD
	Average
	  SD
	Average
	  SD

	Xyl(p)
	
	
	
	
	
	
	
	
	

	
	terminal
	1.9
	0.2
	1.4
	0.3
	1.4
	0.3
	1.4
	0.1

	
	2-
	1.6
	0.2
	3.4
	0.2
	3.2
	0.5
	3.0
	0.1

	
	4-
	11.9
	0.4
	30.7
	2.3
	32.9
	3.7
	29.5
	3.0

	
	2,4-
	1.4
	0.2
	1.6
	0.8
	2.2
	0.9
	1.6
	0.6

	
	3,4-
	7.5
	0.2
	5.4
	0.4
	5.0
	0.8
	4.8
	1.1

	
	2,3,4-               
	5.6
	0.3
	4.1
	0.0
	4.9
	2.6
	5.6
	1.5

	
Ara(f)
	
	
	
	
	
	
	
	
	

	
	terminal
	7.9
	0.8
	5.1
	0.4
	5.2
	1.1
	4.0
	0.1

	
	2-
	0.2
	0.2
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1

	
	3-
	0.2
	0.2
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1

	
	5-
	0.8
	0.1
	0.5
	0.0
	0.4
	0.0
	0.4
	0.1

	
	2,5-
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1

	
	3,5-
	0.6
	0.2
	0.2
	0.2
	0.4
	0.4
	0.2
	0.2

	Gal(p)
	
	
	
	
	
	
	
	
	

	
	terminal
	0.6
	0.1
	0.4
	0.1
	0.4
	0.2
	0.1
	0.0

	
	3-
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1
	0.0
	0.0

	
	6-
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1
	0.1

	
	3,6
	1.0
	0.5
	0.4
	0.2
	0.2
	0.2
	0.3
	0.1

	Glc(p)
	
	
	
	
	
	
	
	
	

	
	terminal
	0.8
	0.3
	0.5
	0.5
	0.5
	0.5
	0.6
	0.2

	
	3-
	3.7
	0.9
	1.3
	0.3
	1.0
	0.4
	1.1
	0.0

	
	4-
	49.2
	2.6
	42.1
	1.6
	39.5
	5.5
	45.0
	1.4

	
	4,6-
	2.9
	0.1
	1.9
	0.1
	1.7
	0.1
	1.3
	0.5

	Man(p)
	
	
	
	
	
	
	
	

	
	4-
	1.9
	0.5
	0.7
	0.0
	0.7
	0.1
	0.5
	0.0






Supplemental Table S2 	PCR primers used for quantitative RT-PCR
	Gene name
	Forward
	Reverse

	ZmCesA1
	CGAGACAGTGACTCTTATTTGAAG
	ACTGCACGCATAACAAAACTTC

	ZmCesA2
	ATCTGAACAGGCTCAGCCAAAGATC
	CCAGCACTACAAGCAAGGTAGAAAG

	ZmCesA3
	CGAACTGGCTGCTGAATAACATTG
	GGTATGCACGACAGTCAACATGAAAC

	ZmCesA4
	TGGAAGGTTTGTACTTTGTAGAAAC
	TGGTAAACAATATCCACTGGTCTGT

	ZmCesA5
	GATGAGCTGAAGATAGTTAAAGAGTGG
	GACCAGCGGAGGTACATATAGCA

	ZmCesA6
	CCGTCAGTGTGTGGTCGAAGAAG
	CAATACTGCACTCACGAGGCTG

	ZmCesA7
	GCAAGGTCTTTTGATTCTGC
	TCCAATGAACAGGCATACAT

	ZmCesA8
	CTGTGTCCATTGGAGCAGGAGA
	TGTCCTTTGTCGCTAATATACAGACTG

	ZmCesA9
	GGAGGTGGAAGGTTTGTAGA
	TAAACGGAGTATCCCCTTGT

	ZmCesA10
	CTCCATCTTCTCGCTCGTCT
	GCCCAAAAGTGCCTGTATGT

	ZmCesA11
	GTCTCCTCTGTCTATCTCGCATC
	GAGCCGAATTTTAACATTTCAGG

	ZmCesA12
	AATTGCTGAGCTGTTTATTAAGGTTC
	GCCATTTAACAATCAAACCTTGTCC

	ZmCesA13
	GCTGTCTATCACGGTTCAAA
	GGGTCCAAGAACATTACACA
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Supplemental Figure S1		 QPCR analysis of secondary wall CesA genes
QPCR was conducted with primers list in Table S2 with the same RNA for the microarray experiment. Similar transcript profiles were obtained for the primary wall CesA genes from both QPCR and microarray experiments (Figure 4)




Supplemental Figure S2 	The mRNA levels of Csl genes
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Supplemental Figure S3 	Transcript levels of genes involved in lignin synthesis.  

[bookmark: _GoBack]
CslF6(Q84UP7)	193.02011141041967	102.18202712153756	64.314134598838265	231.52119233452481	132.3621924871303	179.88810179293867	61.587336360651285	101.41858393148006	80.127502561022482	139.47341443204618	193.02011141041967	102.18202712153756	64.314134598838265	231.52119233452481	132.3621924871303	179.88810179293867	61.587336360651285	101.41858393148006	80.127502561022482	139.47341443204618	S1	S2	S3	S4	S5	S6	S7	S8	S9	S10	491.62662499999999	702	1363.9087250000011	1326.75	568.5	577.25	823	618.75	573.5	510	CslA3(Q6YWK8)	319.16784373924241	225.53695188741642	23.7385190552809	46.783187863447914	33.841234709547138	54.814839839834057	25.00718351905893	39.695455239443561	64.705100262653119	27.225524176159837	319.16784373924241	225.53695188741642	23.7385190552809	46.783187863447914	33.841234709547138	54.814839839834057	25.00718351905893	39.695455239443561	64.705100262653119	27.225524176159837	S1	S2	S3	S4	S5	S6	S7	S8	S9	S10	1716.3492999999999	987.5	554.78362500000003	333	212.75	244	327.266685	235.75	233.5	311.75	Internode sections
mRBNA levels (Intensity)
1

image1.png
Transcript levels (copy/ul RNA)

6,000,000

5,000,000

4,000,000

3,000,000

2,000,000

1,000,000

e ZMCesAL0

et ZmCesAll

e ZMCesA13

s1 S2 S3 sS4 S5 S6
Internode sections

s7

S8 S9 $10





image2.png
Transcript levels (Intenisty)

70,000 -

60,000 -

50,000

40,000

30,000

20,000

10,000 |

——CCR(Q84JG9)
——F5H(Q109F2)
——PO(Q43416)
—4—PO(QSI3F1)

Internode sections





