lam

: : LANDES
La ndes BIOSCIence www.landesbioscience.com

Supplemental Material to:

Marie Turner, Sajag Adhikari and Senthil Subramanian

Optimizing stem-loop qPCR assays through multiplexed
cDNA synthesis of U6 and miRNAs

Plant Signaling & Behavior 2013; 8(8)
http://dx.doi.org/10.4161/psb.24918

www.landesbioscience.com/journals/psb/article/24918



CLAMSTAL 2.1 maltiple saguance AllgRmant

Oryza_sativa cv_japonica

GTCTCTTCGGAGACATCCGATAAAATTRGAMCOATACAGAGAAGATTAGC

50

Ied_mays G T TTCGGRAGAC A TCCGATARRA TTCRARCCA TACACGRGARCATTAGC 50
Triticum_ asstivum EECCC TTOGGOEACA TCCGATAARA TTGGAAGA TARCAGREARSATTAGE 50
Broad Daan —— LTI EEACATCCGATARAA T T CRAACGAC ACAGAGARGATTAGE 46
Hedicage truncatula GTCCC TTTGGGEACATC TGATAARATTGGAACCGA TARCAGRGARSATTAGC 50
Arabidopsis_thaliana GO TI G EEAC AT TOAT ARRA TTCLARCCA TACACRLARLATTAGC 50
HEE B FEAEEE AEHFEFERAEEEEEREEEE SEREEERENREEEAE
Oryza_sativa cv_japonica ATGECCCCTEOGCARGEA TERCACGEAC AL ATTOACAAMTOOTTCARTT 100
Ign_mays ATQGCCCCTRCGCARGGATEACACCOACRANTCRAGAMATCETCCARATT 100
Triticum_aestivum ATGECCCCTGOGCARGGA TGACADGCACARA TCGAGAAR TRETCCARRTT 100
Broad_bean ATQOCCCCTOCGCARGGATEACACCCRCRANTCGACAAATCCTCCANRATT 96
Hedicage truncatula ATGEECCCTGOGCARGGATGACACCCACARATCGAGARR TRETCCAATTT 100
Arabidopais_thaliana ATQGCCCCTRCGCANGCGATEACACCONTAMTCGAGMAATCOTCCARATT 100

Oryza_sativa_sv_japonica

EEEEEEEREENNEEEE NEEEEEE R EEEE EEEREEEREEREEERENEEE WW

- 103

Zoa_mays TTTIT====== 108
Tritlicum_asstivum TITITGAGATT 111
Broad bean TTesssssees 9H

Hedicago truncatula
Arabidopsis thaliana

Primer Sequences:

g cOMA synthesis primer:

UG gPCR forward primer:

Universal gPCR reverse primer:

TTT——- 103
TTTemmmmem= 103

S-GTGCAGGGTCCGAGGTTTTGGACCATTTCTCGAT-3

3 -GGAACGATACAGAGAAGATTAGCA-3

3-GTGCAGGGTCCGAGGT-3

Figure 31. UG primer design. A. Sequence alignment of U6 sequences from multiple plant species showing a
conserved region from which gPCR primers were designed. U6 seguences from multiple plant species were
obtained from non-cading RNA database (hitp:/www.noma. orgifrnadly’). NCBI and ncRNAdb. Sequences
used to design "Forward” and "Reverse” primers are underlined. B. Novel UG primer sequences designed in
this study for multiplexed cDMNA synthesis and gPCR. The universal gPCR primer is from Varkonyi-Gasic et al
(2007).
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