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GETPrime: a gene- or transcript-specific primer database for quantitative real-time PCR

Supplementary Materials 
Supplementary Table 1 – List of the primer pairs used in the study

Sequences and parameters of qPCR primer pairs are listed in this supplementary table.

(Separate excel file)

Supplementary Table 2 - List of selected clones encoding TFs for each TF family.

The TFs underlined are used as targets in the qPCR experiments (see Methods for more details).
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Homeobox family

Alx1, Alx3, Alx4, Barhl2, Barx1, Barx2, Bsx, Dbx1, DlIx1, DIx2, DIx3, Dix4,

DIx5, DIx6, Duxbl, EG194588, En2, Hmx2, Hopx, Hoxal3, Hoxa3, Hoxa6,
Hoxa7, Hoxb13, Hoxb5, Hoxb6, Hoxb7, Hoxc10, Hoxc12, Hoxc5, Hoxd1,

Hoxd10, Hoxd3, Irx2, Irx3, Irx4, Irx5, Irx6, Isx, Lass4, Lass6, Lbx1, Meis1,
Meox1, Meox2, Mixl1, Msx1, Nkx2-3, Nkx2-6, Nkx3-1, Nobox, Obox1,

Obox3, Obox5, Obox6, Pdx1, Pitx1, Pitx2, Pitx3, Pknox1, Pknox2, Prrx1,
Prrxl1, Rhox10, Rhox11, Rhox4a, Rhox4h, Rhox6, Rhox9, Sebox, Six1,

Six2, Six3, Six6, Tgif1, Tgif2, Tgif2lx, Vax1, Vax2, Vsx2

Zf-C2H2

2210010B09Rik, 4933426121Rik, 9130023H24Rik, 9630041N07Rik, Atf7,
BCl11a, Bcl11b, Dpf2, Egrl, Egr2, Evil, Foxp3, Gfilb, Glis2, KIf1, KIf10,
KIf15, KIf6, KIf7, Maz, Mtf1, Osr2, Ovol1, Repinl, Sall4, Snai3, Sp2, Yy1,
Zfp105, Zfp148, Zfp239, Zfp277, Zfp354a, Zfp354c, Zfpal, Zfpa22,
Zfpa51, Zfpas4, Zfp513, Zfp523, Zfp574, Zfp623, Zfp629, Zfp6aa,
Zfp652, Zfp655, Zfp664, Zfp672, Zfp688, Zfp764, Zfp768, Zhx3, Zic3,
Zscanl18, Zscan20




[image: image2.png]1.000 Evt Amplification Plot

1000

1o

&

S 2

e | A

towea )

Cycle




[image: image3.png]&

1000 B

Amj

lification Plot

1000

1o

S 2

100 &3

10 Es

)
Cycle

5

@

5





Supplementary Figure 1 - qPCR amplification plots of a DNA template with or without the target gene in a TF clone library. 

The graph shows three technical repeats. Signal is obtained only when the target TF ORF is present in the library as discussed in more detail in the Result Section of the main text and in Methods. 
Supplementary Data – RDML files of the qPCR experiments in the paper

1. Standard_curve_analysis_on_mouse_refcdna.rdml

Quantitative real-time PCR amplification efficiencies of 63 primer pairs were calculated by using linear regression of five serially diluted samples (a four-fold dilution series) and two negative controls (minus RT and water).
2. Standard_curve_analysis_with_5ORFs.rdml

Quantitative real-time PCR amplification efficiencies of five ORFs clones were calculated by using linear regression of five serially diluted samples (a four-fold dilution series) and one negative control (water).
3. Expression_3_Gene_controls_in3t3l1.rdml

Quantitative real-time qPCR amplification of 3 control genes (Hprt1, Igfbp4, Tubb2c) by using GETPrime primer pairs compared to well-established primer pairs in in pre-adipocyte 3T3-L1 cells pre- and post-differentiation induction (D0, D2 and D4).
4. Primer_Specificity_evaluation.rdml

GETPrime primers which target one TF open reading frame (ORF) within a library of TF ORF clones producing homologous proteins, here either homeodomain- or ZF-C2H2 TFs (See more details in Methods).
5. Differentiation_btw_gene-specific_transcripts.rdml

QPCR amplification of Ubtf (primer pairs covering all the 7 transcripts annotated in Ensembl release 50), Ubtf_TR_2 (primer pairs covering 2 transcripts) and Ubtf_TR_5 (primer pairs covering the last 5 transcript) in pre- and post-differentiation induction in 3T3-L1.
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