Summary of cDNA Array Data from Differential Screen and Expression Pattern of the Cotton Fiber
Development-Related ESTs

This table summarizes the cDNA array comparison between 10 dpa upland cotton fiber and 10 dpa fl
mutant ovule, and the expression pattern analysis during early cotton fiber development (0, 5, 10,20
dpa). A clone is included in this list if its expression ratio of wild-type to mutant greater than 2. For each
cDNA, a Clone ID is given, which can be used to retrieve the nucleotide sequence and other informatior
at http://cottonfiber.cbi.pku.edu.cn.

Clone No.|Annotation Ratio® Relative expression level”
Odpa 5dpa 10dpa 20dpa
Type |  Highly expressed around 5 dpa
p2B03 tRNA-lle gene 4.2 0.04 12 12 0
P2EO6 Lipid transfer protein 11 3 0.21 9 75 6.9
pP2F07 Acyltransferase homolog 16 0.36 6.8 4.8 1.4
P2G03 Plasma-membrane H" ATPase 23 001 2 0.5 0
P2H05 Sodium channel a-subunit 6.1 1.94 15 1.1 23
P2H09 Endo-1,4-B -mannosidase 29 0.05 4 0.4 0
P2H10 Enolase 2.6 0.09 1.2 -1.1 -1.8
p3B05 Cinnamyl-alcohol dehydrogenase 5.6 0.04 10 9.8 55
pP3G12 Unknown 7.3 0.05 1 -1 -15
pP3H08 Unknown 97 0.04 05 0.7 -1
Type Il Highly expressed around 10dpa
P1A09 Unknown 3.6 0 0 0.5 -10
p1B01 Proline-rich protein 1 160 0.6 7.4 35 20
pP1B02 Proline-rich protein 2 100 0.56 7.6 32 19
pP1B03 Proline-rich protein 3 116 0.68 8.1 32 19
P1B04 Proline-rich protein 4 2 0.09 55 240 149
P1B06 Proline-rich protein 5 32 0.05 94 256 92
p1B0g8 Proline-rich protein 6 190 0.93 5.9 22 13
P1B10 Arabinogalactan protein 2 30 0.03 43 400 347
pP1B11 Arabinogalactan protein 3 12 0.06 34 203 195
pP1B12 Arabinogalactan protein 4 14 0.03 70 423 380
p1Cco1 Arabinogalactan protein 5 21 0.09 26 178 121
p1cos5 Proline-rich extensin 3.4 0.22 4.4 13 10
pP1Cco6 Unknown 3.7 0.27 3.3 7.8 3.3
pP1cog Expansinl 51 0 0 0.1 -2
P1C10 Expansin 3 13 1.08 54 20 12
P1C11 Expansin 4 11 1.02 5.7 22 13
pP1C12 Expansin5 5.2 0.1 29 120 75
P1D01 Xyloglucan endotransglycosylase 3.2 0.15 20 99 73
P1F01 Auxin binding protein 8.5 0.32 13 59 25
P1F02 Annexin 2.3 1.41 3.9 11 8.8
P1F0o7 P-glycoprotein 2.8 0.21 19 24 0.3
P1D05 o-tubulin 2 4.4 1.55 3.2 13 8.7
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P3G05 Unknown oc 0.02 42 260 160
P3G09 Unknown 45 0.08 7 43 27
P3H02 Unknown 188 0.04 26 288 210
P3H03 Unknown 4.9 0.68 4.2 29 18
P3HO7 Unknown 13 0.04 27 35 14
Type Il Expression reaching plateau around 10-20dpa
P1B09 Arabinogalactan protein 1 7.3 0.07 21 163 166
pP1Cc03 Extensin-like protein 9.5 0.16 3.7 4.1 4.6
P1E04 B-tubulin 9 8.9 0.19 3.7 71 71
p2cos Unknown 3.7 0.03 29 174 179
P2E04 Lipid transfer protein 10 6 0.15 9.2 29 32
P2F09 Anther-specific proline-rich protein 2.8 0.22 2.2 3.6 4
P2G06 Putative transmembrane transporter 137 0.12 13 29 32
P3A02 Pyruvate kinase 2.1 0.24 4.7 17 16
P3E03 Unknown 14 0.18 2.6 8.4 8.7
P3EO5 E6-like protein 1 3.7 0.1 19 54 55
p3c0o1 Chalcone synthase 3.8 0 0.02 12 12
Type IV With increasing expression levels even at 20dpa
P1C09 Expansin 2 94 0.08 13 17 30
P1D02 Endo-xyloglucan transferase homolog 2 0.03 1 5.7 13
P1D12 B-tubulin 8 19 0.01 4 59 305
P1EO1 B-tubulin 5 6.7 0.06 15 7.8 11
P1E02 B-tubulin 4 6.1 0.15 5.5 22 33
P1E03 B-tubulin L 11 0.22 4.1 46 58
P1E05 Profilin 41 0.01 21 26 67
P1E06 o-subunit of F-actin capping protein 4.6 0.05 2.6 8.4 19
P1E07 Kinesin-like calmodulin binding protein 11 0.01 5 330 606
P1E08 Kinesin heavy chain 2.9 0.03 1 5.3 18
P1F09 Methionine synthase 2.6 0.03 -1.5 6.7 9.3
P1H02 Unknown 50 0.27 4.4 8.2 10
p1H03 Putative RING zinc finger protein 56 0.02 20 53 73
p2A05  Putative 40S ribosomal protein S17 2.6 0.27 4.3 7.5 11
p2A08 Unknown 3.4 0 0 0.01 20
P2A09 60S ribosomal protein L17 2.1 0.37 25 3.7 4.6
p2B07 Cysteine proteinase isoform lIlI 3.3 0.39 5.2 9.9 14
p2B08 Cysteine proteinase 4.1 0.03 14 26 46
p2D01 Putative serine carboxypeptidase 2.3 0.1 6.8 8 11
pP2F06 Fatty acid elongase oc 0 0.01 1 19
p2F0o8 Lipase/hydrolase-like protein 17 0.01 14 8 36
pP2G0o5 Transmembrane transporter homolog 6.1 0.21 3.7 1.1 45
P2G10 Unknown 28 0.16 2.2 11 16
P2H01 Unknown 4 0.06 6.8 1.5 6.7
P2H03 Unknown 3.6 0.01 9 7 19
pP2H04 Unknown oc 0 0.07 21 12
P2H06 B-galactosidase 4.7 0.02 4 10 39
P2H07 Unknown 3.1 0.08 2 3.8 5
pP3D05 WD-40 repeat protein homolog 2.3 0.11 3.5 11 14



pP3F05 FbLate-2 gene 7.1 0.05 7.6 195 272
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