Figure S3: The sequence similarity of candidate reference genes compared between 84K poplar
and Populus trichocarpa.
1. ACT7 Sequence similarity: 100%

J803231068_14-1.SEQ 60
J803231068_14-2.SEQRC 60
J803231068_14-3.SEQ 60
J803231068 14-4.SEQ 60
J803231068 14-5.SEQRC 60
POTRI.001G309500-ACT7.SEQRC 60
Consensus

J803231068 14-1.SEQ 120
J803231068 14-2.SEQRC 120
J803231068 14-3.SEQ 120
J803231068_14-4.SEQ 120
J803231068_14-5.SEQRC 120
POTRI.001G309500-ACT7.SEQRC 120
Consensus

J803231068_14-1.SEQ 135
J803231068_14-2.SEQRC 135
J803231068_14-3.SEQ 135
J803231068_14-4.SEQ 135
J803231068_14-5.SEQRC 135
POTRI.001G309500-ACT7.SEQRC 135
Consensus gtagtctcgtggatg

2. EIF4A Sequence similarity: 99.51%

J803231103 21-1.SEQ 60
J803231103_21-2.SEQRC 59
J803231103_21-3.SEQRC 60
J803231103 21-4.SEQRC 60
J803231103_21-5.SEQ 60
POTRI.005G093900-EIF4A.SEQ 60
Consensus

J803231103_21-1.SEQ 120
J803231103 21-2.SEQRC 119
J803231103_21-3.SEQRC 120
J803231103_21-4.SEQRC 120
J803231103_21-5.SEQ 120
POTRI.005G093900-EIF4A.SEQ 120
Consensus

J803231103_21-1.SEQ 136
J803231103 21-2.SEQRC 135
J803231103_21-3.SEQRC 136
J803231103_21-4.SEQRC 136
J803231103 21-5.SEQ 136
POTRI.005G093900-EIF4A.SEQ 136
Consensus gacgaaatgcctatga

3. GAPDH Sequence similarity: 98.90%

J803231108_22-1.SEQ 60
J803231108 22-2.SEQ 60
J803231108_22-3.SEQRC 60
J803231108_22-4.SEQRC 60
J803231108_22-5.SEQ 60
POTRI.012G094100-GAPDH.SEQ 60
Consensus

J803231108_22-1.SEQ 105
J803231108 22-2.SEQ 105
J803231108_22-3.SEQRC 105
J803231108_22-4.SEQRC 105
Jg803231108_22-5.SEQ 105
POTRI.012G094100-GAPDH.SEQ 105

Consensus gaacgataactatgtgaagctcgttgcgtqgtatgacaatgaqtg



4. Histone Sequence similarity: 94.13%

Jg803231113_23-1.
Jg803231113_23-2.
Jg803231113_23-3.
Jg803231113_23-4.
Jg803231113_23-5.

POTRI.005G07230
Consensus

Jg803231113_23-1.
Jg803231113_23-2.
Jg803231113_23-3.
Jg803231113_23-4.
Jg803231113_23-5.

POTRI.005G07230
Consensus

5. PP2A-2 Seq

SEQ

SEQ

SEQRC

SEQRC

SEQRC
0-HISTONE.SEQRC

SEQ

SEQ

SEQRC

SEQRC

SEQRC
0-HISTONE.SEQRC

CTCAG

ctcagtactcttctgatacttacggatttcacgaagagcaacag

uence similarity:

99.30%

J803231004_1-2.SEQ
J803231005_1-3.SEQ
J803231006_1-4.SEQ
Jg803231007 1-5.SEQ

POTRI.015G068300-PP2A-2.SEQRC

Consensus

Jg803231004_1-2.
Jg803231005_1-3.
J803231006_1-4.
Jg803231007_1-5.

POTRI.015G068300-PP2A-2.SEQRC

Consensus

6. PP2A-A2 Sequence similarity: 98.69%
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7. RPS18 Sequence similarity: 99.74%

Jg803231013_3-1.SEQ
J803231014 3-2.SEQ
J803231015 3-3.SEQ
J803231015 3-4.SEQ
J803231015 3-5.SEQ
POTRI.006G170500-RPS18.SEQ
Consensus

J803231013_3-1.SEQ
J803231014 3-2.SEQ
Jg803231015_3-3.SEQ
J803231015_3-4.SEQ
J803231015 3-5.SEQ
POTRI.006G170500-RPS18.SEQ
Consensus

J803231013_3-1.SEQ
J803231014 3-2.SEQ
J803231015_3-3.SEQ
J803231015 3-4.SEQ
Jg803231015_3-5.SEQ
POTRI.006G170500-RPS18.SEQ
Consensus

J803231028 6-1.SEQ GTTGATTTTTGCTGG

J803231029_6-2_.SEQ GTTGATTTTTGCTG
J803231030_6-3.SEQ
J803231031_6-4.SEQRC
J803231032_6-5.SEQRC
POTRI.001G418500-UBQ10.SEQ
Consensus

J803231028 6-1.SEQ
J803231029_6-2_.SEQ
J803231030_6-3.SEQ
J803231031_6-4.SEQRC
J803231032_6-5.SEQRC
POTRI.001G418500-UBQ10.SEQ
Consensus

J803231028_6-1.SEQ
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POTRI.001G418500-UBQ10.SEQ
Consensus
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J803231029 6-2 .SEQ
J803231030_6-3.SEQ
J803231031_6-4.SEQRC
J803231032_6-5.SEQRC
POTRI.001G418500-UBQ10.SEQ
Consensus gaaggccaagat
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9. ATPase Sequence similarity: 97.99%

J803231073_15-1.SEQ 60
J803231073_15-2.SEQRC 60
J803231073 15-4.SEQ 60
J803231073_15-5.SEQRC 60
POTRI.004G177500-ATPASE.SEQ 60
Consensus actcatcccacccctgatcttacggg acatcacagagggacagatttatattgacagg

J803231073_15-1.SEQ 120
J803231073_15-2.SEQRC 120
J803231073_15-4.SEQ 120
J803231073_15-5.SEQRC ATCTCTGTCTCG 120
POTRI.004G177500-ATPASE.SEQ ATCTCTGTCTCG 120
Consensus cagctacacaatagacagatttatcctccaatcaatgtcctcccatctectgtetegtete

J803231073_15-1.SEQ 137
J803231073_15-2.SEQRC 138
J803231073_15-4.SEQ 137
J803231073_15-5.SEQRC 137

POTRI.004G177500-ATPASE.SEQ IATGAAGAGTGCCH G 137
Consensus atgaagagtgcc attgg

10. UBP Sequence similarity: 99.10%

J803231048_10-1.SEQ 60
J803231048_10-2.SEQ 60
J803231048 10-3.SEQRC 60
J803231048 10-4.SEQRC AAAGTGCTATTAATGAC] >TG( 60
J803231048 10-5.SEQRC AAAGTGCTATTAATGAC ele] 60
POTRI.006G279600-UBP.SEQ \GTGCTATTAATG 60
Consensus

J803231048_10-1.SEQ 110
J803231048_10-2.SEQ 110
J803231048_10-3.SEQRC 110
J803231048 10-4.SEQRC 110
J803231048 10-5.SEQRC 110
POTRI.006G279600-UBP.SEQ 110
Consensus aaatggcttggaaacaggcagataagatgcaattgggcaactaaaggtgt

11. bHLH Sequence similarity: 97.73%

J803231078_16-1.SEQ 60
J803231078_16-2.SEQRC 60
J803231078 16-3.SEQRC 60
J803231078 16-4.SEQRC 60
Jg803231078_16-5.SEQRC 60
POTRI.011G132400-bHLH.SEQ 60
Consensus

J803231078_16-1.SEQ 120
J803231078_16-2.SEQRC 120
J803231078 16-3.SEQRC 120
J803231078_16-4.SEQRC 120
J803231078_16-5.SEQRC 120
POTRI.011G132400-bHLH.SEQ 120
Consensus

J803231078_16-1.SEQ 146
J803231078 16-2.SEQRC 146
J803231078 16-3.SEQRC 146
J803231078_16-4.SEQRC 146
J803231078_16-5.SEQRC 146
POTRI.011G132400-bHLH.SEQ 146

Consensus

ggacaaggctgctattttggttgatg




12. DNAJ 2 Sequence similarity: 99 78%

J803231003 1-1.SEQ
J803231088_18 1.SEQ
J803231088 18-2.SEQ
J803231088 18-3.SEQ
J803231088_18-4.SEQRC
J803231088_18-5.SEQ
POTRI.010G243100-DNAJ.SEQ
Consensus

J803231003_1-1.SEQ
J803231088 18-1.SEQ
J803231088 18-2.SEQ
Jg803231088_18-3.SEQ
J803231088_18-4.SEQRC
J803231088_18-5.SEQ
POTRI.010G243100-DNAJ.SEQ
Consensus

J803231003_1-1.SEQ
J803231088_18-1.SEQ
Jg803231088_18-2.SEQ
J803231088_18-3.SEQ
J803231088_18-4.SEQRC
Jg803231088_18-5.SEQ
POTRI.010G243100-DNAJ.SEQ
Consensus
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13. U6-1 Sequence similarity: 98.54%
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15. 5.8S Sequence similarity: 99.66%

.85-1.SEQ
.85-2.SEQ
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.85-5.5EQ
.8S5.SEQ
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16. miR171 Sequence similarity: 98.33%

miR171-1.SEQ
miR171-2.SEQ
miR171-3.SEQ
miR171-4.SEQ
miR171-5.SEQ
ptc-miR171c.SEQ

Consensus agattgagccgcgccaatatcaaaaaaaaaaagtctgtcgtcgtctcgt

17. miR403 Sequence S|m|Iar|ty 98.62%

J803231058 12-2.SEQ
J803231058 12-3.SEQRC
J803231058_12-4.SEQRC
J803231058_12-5.SEQ
Ptc-miR403.SEQ
Consensus

MIR482-1.SEQ CCTACITCCTCCCAT
MIR482-2.SEQ CCTAC CTCCCAT
MIR482-3.SEQ
MIR482-4.SEQ
MIR482-5.S5EQ
ptc-miR482.SEQ

Consensus cctactcctcccattccaaaaaaaaaaaaaaa gtctgtcgtcgtctcegt
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