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Table S1. Summary of sequencing and assembly.

. Quality Adaptor rRNA Clean

Sample ID Replicates  Raw read trimmed trimmed trimmed ratio
Non-etiolated 1 62,315,544 61,876,804 60,479,091 59,050,378 94.76%
treatment (control) 87,977,154 87,501,884 85,534,080 83,700,310 95.14%
3 52,642,822 52,318,969 50,943,879 49,830,450 94.66%
Average 67,645,173 67,232,552 65,652,350 64,193,713 94.85%
1 62,385,126 62,060,405 60,612,441 59,321,960 95.09%
Etiolated treatment 61,606,896 55,662,423 31,551,135 29,184,730 47.37%
3 61,420,516 60,795,194 58,393,997 56,877,804 92.60%
Average 61,804,179 59,506,007 50,185,858 48,461,498 78.35%




Table S2. Summary of the tetraploid R. pseudoacacia transcriptome.

Statistic Count  Total length (bp) N25(bp) N50(bp) N75(bp) Averagelength Longest(bp) N% GC% Annotation count Annotation rate
Contigs 113,233 78,059,940 2,015 1,030 474 689 15,626 04 376 - -
Primary UniGene 126,350 77,825,120 1,735 880 424 616 15,626 0.4 37.6 - -
Final UniGene 107,564 81,197,064 2,221 1,158 536 755 16,999 3.84 36.28 52,590 48.89%




Table S3. Categorization of tetraploid R. pseudoacacia with KEGG biochemical pathways.

Pathway ID KEGG categories Mapped_KO Unigene no. Ratio of no. (%)
ko01100 Metabolic pathways 454 681 2.35
ko01110 Biosynthesis of secondary metabolites 230 376 1.30
ko01130 Biosynthesis of antibiotics 109 169 0.58
ko01120 Microbial metabolism in diverse environments 88 155 0.53
ko04141 Protein processing in endoplasmic reticulum 40 114 0.39
ko01200 Carbon metabolism 63 106 0.37
ko00500 Starch and sucrose metabolism 31 105 0.36
ko01230 Biosynthesis of amino acids 62 102 0.35
ko05169 Epstein-Barr virus infection 30 87 0.30
ko03010 Ribosome 57 80 0.28
ko00620 Pyruvate metabolism 24 77 0.27
ko00190 Oxidative phosphorylation 43 68 0.23
ko00230 Purine metabolism 45 67 0.23
ko00010 Glycolysis / Gluconeogenesis 28 63 0.22
ko04144 Endocytosis 27 55 0.19
ko03013 RNA transport 42 54 0.19
ko00195 Photosynthesis 15 52 0.18
ko04075 Plant hormone signal transduction 24 51 0.18
ko00940 Phenylpropanoid biosynthesis 15 47 0.16
ko00240 Pyrimidine metabolism 34 46 0.16
ko03018 RNA degradation 30 43 0.15
ko03015 mRNA surveillance pathway 30 42 0.14
ko05230 Central carbon metabolism in cancer 11 42 0.14
ko04145 Phagosome 18 41 0.14
ko04151 PI3K-Akt signalling pathway 22 40 0.14
ko03040 Spliceosome 36 39 0.13
ko05203 Viral carcinogenesis 24 39 0.13

Others 3408 11.75

Ratio of no.: number of unigenes/total genes in all mapped KO pathways.



Table S7. Transcript expression level of part differentially expressed genes.

Unigene id Unigene lensth Ath E NE UP/DOWN p-value
gene gene_leng BLAST RPKM RPKM regulated
Hormone metabolism and response
Nonyellowing2_no_rRNA.1_(paired)_contig_3822 2796 Thermospermine synthase ACAULIS5 25.01667 3.188976 upP 2.38E-05
Nonyellowing2_no_rRNA.1_(paired)_contig_57734 268 lecithin retinol ?ry;z;"fferase domain 0543333 1455347 DOWN 5.58E-04
First_Contigb1 4191 auxin response factor 6 0.026667 14.77261 DOWN 5.58E-04
Nonyellowing2_no_rRNA.1_(paired)_contig_13600 2347 cytokinin oxidase/dehydrogenase 6 9.7 51.71855 DOWN 1.36E-07
Nonyellowing2_no_rRNA.1_(paired)_contig 41663 1921 cytokinin dehydrogenase 1 1.236667 17.3687 DOWN 4.43E-04
Nonyellowing2_no_rRNA.1_(paired)_contig_78841 2164 auxin efflux carrier-like protein 21.46333 0.129654 upP 1.78E-06
Nonyellowing2_no_rRNA.1_(paired)_contig_3822 2796 Thermospermine synthase ACAULIS5 25.01667 3.188976 upP 2.38E-05
Nonyellowing2_no_rRNA.1_(paired)_contig_8602 1772 IAA-amino acid hydrolase IAR3 51.61333 5.692749 UP 4.74E-11
Nonyellowing2_no_rRNA.1_(paired)_contig 22193 246 1'ammocyd°p;siij;2'1'Carboxylate 1117833 21.01783 UP 4.38E-17
Nonyellowing2_no_rRNA.1_(paired)_contig 18123 381 1'ammOCYdOPOIZZZE'1'Carboxylate 7042333 1520754 UP 2.37E-10
Nonyellowing2_no_rRNA.1_(paired)_contig_8411 966 gibberellin-regulated protein 14 30.49 1.668845 upP 3.75E-08
Photosynthesis
light h i lex ph II
Nonyellowing2_no_rRNA.1_(paired)_contig_29372 457 1ght arveStmgsi‘;:ZEifz photosystem 3714333 0.163333 UP 3.02E-11
. . . glyceraldehyde 3-phosphate }
Nonyellowing2 no_rRNA.1_(paired)_contig_21389 1687 dehydrogenase GAPA2 31.43667 0.276659 upP 1.90E-09
Nonyellowing2_no_rRNA.1_(paired)_contig 22922 961 hght'ha”esmi :(T;;Oghyu B-binding 1760333 0.156667 UP 2.64E-05
Nonyellowing2_no_rRNA.1_(paired)_contig_22921 1023 hght'ha”esmi :(ilec;:’;’hyu B-binding 60.89667  0.583622 UP 3.63E-18
Nonyellowing2_no_rRNA.1_(paired)_contig_5508 1203 fructose-bisphosphate aldolase 1 124.3233 1.256722 UP 1.53E-36
Nonyellowing2_no_rRNA.1_(paired)_contig_4294 1451 ribulose bisphosphate 4225 0.45207 UP 9.49E-13
carboxylase/oxygenase activase
Nonyellowing2_no_rRNA.1_(paired)_contig_667 1150 chlorophyll a-b binding protein 6 286.44 3.731085 up 1.99E-83
Nonyellowing2_no_rRNA.1_(paired)_contig_23633 2266 thylakoid rhodanese-like protein 49.26333 0.680224 upP 741E-15
Nonyellowing2_no_rRNA.1_(paired)_contig_828 982 chlorophyll a-b binding protein CP26 263.95 4.377162 ur 6.77E-75
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