Le et al., Evaluation of candidate reference genes for normalization of quantitative RT-PCR in
soybean tissues under various abiotic stress conditions

Dataset 1. Primer locations on respective transcript. Primer sequences are in orange or in red boxes. Primer
pairs with positions on two differently colored portions of the sequence are on two different exon or UTRs.

»Glymal Tg05270.1
AGGECTTITTTCAGTTTTCCTCTTCTGAATCCACCECCACCECAGCGTGEACGEAATCAGEGTGCAGCCATAGCAGCAGCAGCAGCAGTTATTRALGTEC
IGCTCTAGTTTGAGGCACA R TEAGA TTGEAGA A A T e TG T T T TGCTC T TC AL G T AT A CCCCGEACA T GEAL TCCAGTTTGTTCGTAATGATGCARAG
ATTTTTCGGITITGTAGATCARR A TGCCACRARGRRCTTTARR A TR GRGRARATCCTCGTARGLTARRCTGEACCARGECATATCGTCGAGTGCATGEAR
AGGATATGACTCAGGACTCARCCTTTGAGTTTGAGAGR AR ACGRARACAGGCCTGARAGATATGACAGGARTCTTGCGEAGRATGTCCTGYAGGCCATTCC
TAAGATTGATALRATCAGAGTCACCAGGEAGGAGAGRCACCATRARAGARCAGEGATCGARRGEARARRRGGARRRGCTGCTGRALGEAGGEAGTGARGEAGTTS
GAGCAGEECATCAGT TT GG T CAR ARG TCCTTCT G T GC T T CAACAGEA T CCATCTC T CACA T TACCARAGATCARAGTCARGGTTTCCCARCAGCAATCAG
AGGAGALTCATGCCATGEAAGAGT AL T T C AR CA A TG TG A T T A T T T T T GCCG T T T T TATTTGT TG TAL A TTAGTTGCCTGTAAGETCCAGTTT
AT T CCT TG GAT CAT AR TGTGAA T GATG TG T TCT TCAR R T T CGATGTAT TTGTCTCT AL AR CTATGGTTCTCTGAGATAGTCARCTATTAT
ARRGGARATCGGARRGTTGTTGCTATAGCCT

60s; 60s Ribosomal protein L30

*GlymalZg02310.1

AR TTTTGEGCAGCATAGATC TG TEEAGRGCGRAGGTGETGICCATTGCAGTTTTCTAATGRAR AL CARCAR A A TRAGRCACCTGTTAAGRRGEAGEACE
ACGATGGTGCTGCCGC AT T T AC TGO T T T AT T T C T T T GC T T T TAT TCCGRA A TGGATTGT TAGCAGT TCCTTCCACCGTCCCGGCATTCCTTTGGTCAT
CACAT AT AL T GGCCTC TR A A TA T A TTGAR GG A TC TG TAR A TTACCAL G TCATTTCTCCGRARGGATCTAGCAR R ATCTATTTTATCTGRARGCAGS
CIGGTCARATTTTCTGTGCARRAGGRAAGRA R A T T TC AT GAGCCTCTGEATCTGGCACTCTTATTCGT TGO TAGAGACTTACAATCTTCAGATTTARGCATS
ArCRRRCR TG T T T T T T GeACCTGCT A G A C T CT T TG CAGA TCC AR A T TCT G T GECATTTCCCTATGTTTCTACATCAGRGEATS
IGCITTTGGAMA R CTCGT TG T TTCAGGATTTGCTGALGCCTGTGGAGATATGEEARTTGECARTGTTGCTTTCCATGGATCTTGCTCCATTGATGATEC
RRRTCAT ARG TCRACARCTTTGCACTCAGT TCARGRCTATTTGACCARGAGGATGGRALGRGRAGTCACAGRGEGRRRRCTGATTTGEGTTGIGTITICTGC
AR TG CT AR GCTCTTEAGA A T T T A C AR C A A A T TG A A T T TTATCCARTCTTATCARTTCTGIGGAGERRTCTGETGCALAAT
ATGCCATTCTITTATGT GTCAGRATCCCTCARGGTCARTCCAGTATCCTTCT TACAGGEATCTGCARRGGTTTCTAGCAGR R AGTACAGCCGGEARTGARTC

AGCTCGAT AT T T AT T T T GC T AR T A A T T T T AT A TCGGGCCT T T GCTGCAT GATGEERAATTGACACCCCARCARGATTTGAGACGCCACAR ARG
AT GAT AT T T T G O TA  TA R T T TG T AT GO T C T GG T CTAC T GGA T T AR A T A T TAC TGO TATATTATTTGCGRARTGTTACGRAGGCTCTG
AT I TG AT IGATGACT T AT C T CAGGGAC T T GAC AT AT TGAR T A A T A L A T T T TG T ATCAGTATATAR AR A TEGARACTTCARGCTTAGETT
TAAITTTGATCCCGCCEECBITCBEBITBIGTAAAATTTGAAEAAATTTCEGATTATGTGTTGTATTTTTTTAAETGTTCGCAAATTTGCCCCATﬂaEEn
GrECe T T TR TGATGCAGT TECARGTTTAT TTCTGCTGGEET T T TGAAT TRAAGT TTGAAGT TGAT TTGAAGAATGTTTAGCAATATGGTARAAT
ITTCGAGT AR T T T AGA T TR G T TR R A TA T TR A AT AT TCT AL A A TG CCAGTGTCAGRTGAAGEATTTCARGETAAGEETATARAT
TEAGAGGRRCGTTAR TR A T T T TCGC T GC AT AT TCAGT A GA T G T GA A A T T T TA TGO A A TT TG T TTACACGTGTTTGTATAGCATATATCARAT
CEITAT GG TGGAR A TCTGAR T A GGA T A T T T A T A T T T A A T T T T TA T T T TR A C A A TCGRA R TAGTCTTATGTTCTATACATARATARRTGGTTACT
GITTRACRRGTT

ABC, ATP-binding cassette transporter




BT GECAGACECTGAGGATATT CAACCTCITGIT I GTGACANT GEANCAGGRATGETRARGCTACATGATGGATCTTTTGT TTTTGTATTATTTGTTGART
AR T AT GTCATACTCI TG I GG T T AT GG AR TATCAT TTTACATTAR TGTTACTIT TG T GRALATTT AL AL A TTRARTTGCARCRAL R TATTTGTAGS
CIGGITTTGCTGGAGATGATGCCCCACGTGC TG TG T I TCCCAGCAT TG TAGGTCGTCCTCGTCACACTGETGTGATGGTTGGCATGGEGCCARRARGATEC
AT TG TG GATGAGGCAC AT CT ARG GGG TATTTTGACTCTCARGTACCCCATTGRACACGGAATTGTGAGCARTTGELATGATATGGARAAGRATT
IEECATCAT AT T e AT A A T A G T TCG T G T TGCCCCAGA R A G A TCCAGTTCTCTTAA CTGAGGCCCCTCTTARCCCTALGECTARTCOT GAGAA LR
TEACCCRR AT A T ST T T AR T T T AR AT e T AT T AT G T A CATCCAGGC TG T TCTTTCACTTTATGCARGTGETCGTACARCTGETARGCC
AT AT I GI I GAT AN T I GAG T I G T AT AT AT GA A C T T AT C T A C T T TR A T TR GAT AR GCATATCTCARCATCCATGAGRATCTATRE
AR GTCTGTAT G TCARCAT TG AT T T T TG A TAT T T TR TR R R TR R R R TEGA T TCATTTCATIGTGARTGATTTCACTTGACATATTACTRARATGER
GRonn R R T TGTGARCTGEGARTTATGATTETAGRAR R R C TGO TG TRARLGATTCCTTATATCATGTGATCGACTITTARRRCTTTATTTATTTECC

TG CICITCC I ITAT T eI I T I TCC I GC I I T T GGAA TG T TATGT TG I TG TGAGATAGTACATTCTTCTAT
GATALTRRTGACACACTI TG ITTIGAG T GCAGAT GTGGATTGCARAGECAGRRTATGRACGRAGTCTGLTCCATCARTTGTGCACRAGRLRETGCTTCTARD

ACTGITTAGAGYTAGGGTTATTGALGC ARG, ACTATCATCATGATTTGTCTGEARGCARTCATTGCAGATTGTARCCCTTTCATTCTAGCTTIT

Act11; Actin, reversed primer located after the current annotated version of the
transcript but these primers were used in BMC Mol. Biol. 2008, 9:59, white
background sequences are intron in Glyma database



>Glymal9g32990.1

Act27, Actin

>Glymal2g02790.1

CYP2, Cyclophilin



>Glymal9g07240.1

ELF1a; Eukaryotic elongation factor 1 alpha

>Glyma02g44460.1

ELF1b, Eukaryotic elongation factor 1 beta



>Glymal2g05510.1

GITTTTGT TG T TGGTGTTATTTTATTTTTTTAATCCGTARAARTARRAARGARATACAACATTTCACCCACCCTTGTTGTTATGTGAGTGOGEGCARTAGT
GERATAGCEGTAGAGTGTGCGATCGAGRRAGCAGRARGCAGRL ACATGGEETTGEARTCGETGEGAGATTTAGCGATTARCGTGATTCTGARRALARTTAG
GRGCCCARGARCATTGOGAGAGTGGCGTGTGTGAGCAL R AGGTTCAGTTCTTCCGCTTCCGATGRACACTCTTTGEATCAATCTCTGCTTCAATGRAACTCOGE
ITrcACACERACCCCTOGATCATCTCGGRARACCCTCTCTCTTCCTTCARAGGA R TGCTATCTAGCATGEAGAGGRAGCTTTTGTTATGTACCCTTGGTCTCTT
GITARGCGTGTAAR RN GETGCTGEEATAGRAT AR AL AT T TGACCART AR TTTTCCTGARGCGEAGGCCACTCTTTIGTARAGETGCARCTGARGCTG
ACATTCAGGAGTTGGAGAATGTATTALRGGTGARATTGOCTCTTCCTACARGGATCCTTTATCGCTTTCACARTEGEECARGARTTTGCARAGECAGRATCC
AR AT AT AT TTGECAGATC T T T GG T T AR T TG T GG TACTCCT TCT AT GG TCAT T TG T AL TGTTTATCTATTACCTATATGTCRAGATALTC
CTAGRALCTCAGCERRACTAGGOGTCGCTTGRAGCTTT T TALGALGATCAL AT ATGTTCTTGTGECTGCTTCATCCACATRACAGTAGRARGTTEGTTTITTCC
TCARCTGTACCRAATGGTCARCTATATGTCGEGACCAGGTCTCCTCTTACCGARRGAGACATARTCCCTTGTGTACCTCATGACCTGATTAGTTTACATCA
GEAATTGRAATAGTTCAGRGCARCARGATGCCATGCTACTGTGGTTAGALGAACATGETCGCCGTTTAGRRCACGGCTTTATCAARCTTCATGATGAAGER
AATGGCARRAGCATTAATCTTTTCCCAGRAGRAACCCCATATTTGTTCAACGGCTGTTACTAATGGTGTGAAGETTCGOGETTCTGCACTEGTTATCCCTS
AGTTGATGEATCTTCAAGATGACCTTGGAGEGTACTTATTTGCTTATTCAATCCGCTTGTCCCTTGARCCTCAAGGATGCATTATTAATGGAATGTCCTT
CAGCTCTI TGO ARG T AT T A A T GGAT C AT OO T G T AR T GAT AT TG T TATATCTGATGTCAGTGEARA NGO TG T TATAGEACAGTTTCCACTT
ITGCGTCCOGEGTGCTCARGARTTTGTTTATCAGRGTTGCACGCCTCTACCALCACCATCAGGTTCTATTGALGGTTCTITTACATTTATACCCOGGCAGAT

Fbox. F-box protein familv

>Glymal3glT830
MT@MTMTTMC@MTCTGCQﬂTTCTTGﬁICMTCGﬁITTTTCTCCTCMGGTICGTCTCTGTTTCRTCTCT

ACCCTTGAGGTGGARATCCTCCRRACACCATTGRACARCGTALARGCTALGRATTCALGRCARGERARGEGATCCCACCTGRACCAGCAGRGRCTTATCTTTGCGSE
GrannCArCTTGRAGEATGETCGCACCCTTGCCGATTACARCATCCARR A GGRATCARCCCTCCATCTCGTGCTTCGCCTCAGGGETGGCATGCARATCTT
IGTCARGRCTTTGACCGEGRARGRCCATCACCCT TG TR TCCTCGEACACCATTGATARTGTTARGGCCARGRATCCAGGRCALAGRGEGCATCCCC
CCAGATCAGCAGRGGCTGATTTTTGCCGGTARAC AR CTTGAGGATGERARGRAACCCTTGCTGATTACARCATTCAGRAGGRAATCCACCCTTCACTTGETGC
ITCGITTRAGAGETGGTATGCAGATTTTCGTTAR R ACTTTGACCGGARAGRACCATARCCTTGRAGGTGEAGAGTTCAGATACCATAGACARTGTGARRGT
TAnGATTCAGGRACRRGGRAAGGTATCCCACCAGRCCARCAGRGGCTTATCTTTGCCGGGRAA R CAGCTTGRARGATGERARGRARCCCTTGCTGACTATARCATC
ARG T T AT G AC T T GG TG T TGO T TG T Ge T AT G A A T C T T TG T TAAGACT T TGACTGEGARAR RCCATARCTTTGEAGGT T GARR
GITCTGATACCATTGATAATGTGAAGECARAGATTCAGGACARGGAGEECATTCCACCTGATCAGCAGAGGCTTATTTTTGCTGEEALGCARCTGEARGE
IGGICGTACCTTGECAGATTACRERL TATTCAGA AR TCCACCTTGCATCTCGTCCTITCGCCTICGOGG T GGITTTTARGCGTGITITTTTTCAAGTGTT
CITGIrIrTAAGCeT G T T T T T A AT T T T TG A TG T CA TG TG T TA TG T TCA A TT TCTCCCT TGARACTTGTTTGCTGT TCTGGTTTAGGTGETGC
ITTI AT GITITAATATGATGTATTGAGCTCGTTTCGCCARRA R G TT AR A TATCARTATCCTATCATAGTTAAATTCATATTTCGT

SUBI2, Ubiquitin



TUBa,

>Glymal5g28000.1

AGGAGTATGTTARGACTTGAGAGTGAGAGAGAGASTGAGAGAGT GAGT GAGATAGAGAGAGACGCTTCGCAARRTCTCAATCGARATCTCAGARRDRA TISAGE
GRARTCATCAGCATTCACATAGETCAGGCCGEGAT CCAGGTCGEARACTCCTGCTGEEAACTCTACTGOCTCGRAACATGECATCCAGCCCGACEECATER
TGCCTTCTGACTCCACCTTCGGTGTAGCECACGACGCCT TCARCACCTTHTTCAGCGARACCGGATCTGGCARGCACGTCCCCCGTGCTGTCTTCGTCRA
CCTCGARCCCACCGTCATCEACGAGETCOGCTGOGECACCTACCGTCARCTCTTCCACCCCGARCARCTCATCTCCGECARGERAAGRCGCCGCCARCART
ITCGCCCGEGECCACTAC ACCCTTGECAR A GAGATCETAGATCTGTGC T TEEATCGOGTCCGCARGCTCGCCERACARCTGCACCGECCTACARGECTTCC
TCGTCTTCARCGCCGT GGG T GECACCEETTCOGGTCTCGGATCTCTCTTACTCGAGCGTCTCTCCGTCGATTACGEGCARAR R ATCCARATTAGGETT
CARCCATTTACCCTTCCCCACAGET TTCARCCGCAGTCGTTGALRCCCTACARCAGCGTCCTCTCCACCCACTCCCTCCTGEARCACACCERCETGEOGETC
CICTTGEACARCEAAGCCATCTACGRCATCTGCAGGAGATCCCTCGACATCGAGRAGACCARCCTACACCARCCTCARCAGGCTCATTTCCCAGATCATTT
CETCCCTCACCACTTCCTTGAGGT TCGATGETGCCATCAATGTGEATATCACTGAGT TCCAGACCARCCTTGTGCCCTACCCTAGGATCCACTTCATGCT
ITTCGTCCTATGCTCCGG I TATCTCTGCCGCCARGECCTACCACGRGCAGTTGTCGETGCCGEAGATCACCARTGCCGTETTCGAGCCOGCCAGCATGATS
GCCALGTETEATCCARGECACEEC ARG TACATGECT TGO TGC T TGAT G TACCETGETGATGTTGTCCCTAAGEATSTCARTGCTGCTETTGCCACCATCR
A AT A G CEAC T T TCAGT T TG T GAT TG TG TCCARCTGEATTCARGTGTGETATCARCTACCAGCCACCTTCTGTTGTTCCTGETGETGACCTTEE
TAAGGTTCAGCGTGCTGTATGCATGATCAGCARCARCACCCGCAGT TGO TGAGETGTTCTCTCGCAT TGACCACARCTTTEGATCTGATGTATGCCARGAGE
GCTTTTGTTCACTGETATCTTGETGAGGETAT GEARAGAAGEEEAGTTTTCTGAGGCTCGTGAGEACCTTGCTGCTCTTGAGARGGACTATGAGEAGETTE
GRGCTGRAAGERGOGERARGATGATGAGGARGEAGAGEACTA T T AT AR TG A CEC T TTITT T TG T TATCARATCTARTTGTTTCCGAGTTARR ACEETATR
G TG TACAT TAC T A AT TA T TG T TG T TC T T T T T TG I T T T GC T CC TG T ST G T GATATAGT TCTCCATTATTCAARCTGTGARGTGATCR

-rut)L”irlHEHITHIGCTTCTATTTGGTGGTTTHGGAECTGTTGTTTGCGHICCTCAGTCHIGTATTCAGHATTGTCCATGTCAAHAGTTGAITTCTTEIGTTTAICT

TUBD,

CGCARATTTTACCGGATTTCCCGTTTTGATTATCTCTTTATGAACCGTGAAAAACGTACCCCTCGTATGT TTTTTGCAATTCGCTTCATTCTGE
*Elymalig2T280.1

GCTCACGCACCGTGAACCAACCCTGETTACAGATANCCACAGCACAGCTACCCCATACATCTCCCTATAARACCAATCCCARATCCTACGAACGCTCCTC
ACTTCCAGATTTCARAGAAGGCGTCTTCATARACGCCTTTCTTCTCCGTTTCCGT TTCCTCGTICEAATTCGCT TTTTGATCTGCGAARATGAGAGAGTG
CATCTCGATCCACATTGGTCAGGCTGETATCCAGGTCGGARATGCT TGCTGGEAGCTCTACTGCCTCGAGCACGGCATCGGECCCEATGEECcART ]
EcreacarcacacTTdeceETEETEATGATECTTTCAATACT TTCT TCAGCEAGACTGETGCTGGARAGCACGTGCCACGTGCAGTGTTTGTAGATCTTE
AGCCCACTGTTATTGATGAGGTGAGAACCGGAACT TACCGCCAGCTTTTCCACCCAGAGCAGCTCATCAGCGGCARAGAAGATGCCGCCAACAACTTTGC
CCGTGGCCATTATACCATTGGGARAGAGATTGT TGATCTGTGCT TGGACCGCATCAGARAGCT TGCTGACAATTGCACTGGACTCCARGGGTTTTTGGTC
TTCAATGCCGTTGGTGGAGGARCTGGTTCTGGACTTEETTCCCTTCTCTTGGAGCGTCTCTCCGTTGATTATGGCARGARATCARRGCTTGGTTTCACAG
TCTACCCCTCTCCTCAGETGTCCACCTCTGTTGTTGAGCCATACAACAGTGTCCTCTCCACCCATTCTCTCTTGGAGCACACCGATGTTGCTGTCCTCTT
GEACAATGARGCCATTTATGACATCTGCAGACGCTCTCTCGACATTGAGCGTCCCACCTACACCAACCTCAACCGCCTTGTTTCTCAGSTGATTTCATCT
TTGACTGCTTCCTTGAGGTTTGATGGTGCCCTGAATGTGGATGTGACTGAAT TCCAGACCAACTTGGTCCCATACCCTAGAATCCATTTCATGCTTTCCT
CCTATGCACCAGTTATCTCTGCTGAGAAGGCCTACCATGAACAGCTCTCAGTGGCAGARATTACCAACAGTGCTTTTGAGCCATCGTCCATGATGGCCAR
GTGTGATCCTCGTCACGGARAGTACATGGCGTGTTGCCTGATGTACCGTGETGATGTTGTGCCCARAGATGTARACGCTGCTGT TGCCACCATCARGACC
AAGAGGACCATTCAGTTTGTGGATTGGTGCCCTACTGGTTTCARGTGTGETATTAACTACCAGCCACCTACCGTTGT TCCTGGAGGCGACCTTGCCARGE
TGCAGAGGGCAGTTTGCATGATTTCARACTCCACCAGTGTGGCTGAAGTGTTTGGCCGCATTGATCACAAGT TTGATCTCATGTATGCCAAGCGTGCTTT
TGTCCACTGGTACGTGGGTGAGGGTATGGAAGAAGGTGAATTTTCTGAAGCCCGTGAGGACCT TGCAGCCCTTGAGAAGGAT TATGAAGRAGTGGETGCT
GAGTCTGGTGAGGGCCAGGAAGAGGATGAAGACTACTAGAATCTACT TCAGATTCTTGTTCTTETGETCTGTTTTCTGTTGTGTTTGATGT TCAGATGTG
TACCAGTACCGATGTGGETTTTAATTTGGATGCAT TGCTTTTATGCT TCGCTGCTCCTGTTACGTACCTARACTGAATGGCAATATTGAACTATGTTGTTT
TAGTTGTGTAATTGTGT TAATTGACTCATTACGGGCACGGGAGTGCGECAAT TGGT TAAGCAGCCTGAT TTTGCTAAGGCAGTGGGTTATAGCAGCAGEG
TGGATTCATTAGTGGTACTTCTATGGAATT TAACTGGGCCTARAAT TTGACAAARAATARAACTCT TARATGGTAGAGGGT TATAAACCTACAATAGARR

111bL“inRATCTGTTGRTTTTGGRGTTTTRGTGRTRTTTTGTTGRGGRRRRTTTTCTRRRRCTCTTGTTCTRRRTRGRCCRGCGTRGCTRTTTTRRTRRRRTTRTAR

AT TGS TTGCACARTTATAATACATAGTTATTGCAGRT
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