Table 1 Suppl. Primers used for real-time PCR analysis of Populus histone deacetylase genes in a reduced potassium dependency 3 /

histone deacetylase 1 family.

Genes

HDA901
HDA902
HDA903
HDA904
HDA905
HDA906
HDA907
HDA908
HDA909
HDA910
HDA912
185 rRNA

Forward primer (5°-3”)

CAGCTGGAGCAGGACTAACC
CCCGGCACAGGAGATATACGTGAC
GCAAGCCATTACCAGGCAGAGTC
ATTCAACTTGCCCTTGTTGG
GTTCATGGGGTCCATCTCAC
TTGGAATGATTCTCGGGTCT
TAATCTTGGCGATGGTGTCA

TGATGAAGATGAGAAACCTGGACCTA

CAGCAGGTCCTGAAGACATAGGGTG
TCTTTACCCATTTCGCAAGC
CTGCTGGGTATGATGGTCCT
TCAACTTTCGATGGTAGGATAGAG

Reverse primer (5°-3”)

GCCCTTTTGGAATAGCATGA
CTCATCGTCAATTCCATCATCCAAT
CACTTGCATTCTCGGCTATTGTTGT
CTGGAATCTCATTGGGCAGT
ATATCCCCTATCGCCTGTCC
CGTACCTGGTCCTTCTCCAA
TGCGTCTTGTGATGAAGGAG
CACAACCCTGGATGCTCTTTCTTGT
CATGTGCCGGATCACTCGCT
GTGATGGAAACCTCCTCCAA
TCCTCCCTCCAAGAAAAACA
CCGTGTCAGGATTGGGTAATTT

Amplicon size [bp]

120

89
125
119
116
112
100
117

96
100
104
145




20 30 40 50 0
HDA902 : —RKVCYFYDPEVGNYYYGQGHPMKPHRIIRMTHALLAHYGLLQHMQVL-KPFPARDRDLCRFHADDY[SFBRSITPETQQD—Q : 79
HDA903 : -RKVCYFYDPEVGNYYYGQGHPMKPHRIIRMTHALLAHYGLLQHMQVL-KPFPARDRDLCRFHADDYjSFIRSITPETQQD—Q : 79

HDA908 : —----- FYEPTIGDYYYGQGHPMKPHRIIRMAHNL IVHYALHRRMEIN-RPFPAGPTDIRKFHSDEYIEFESSVSPQSVGDPAF : 76
HDAS09 : ———— FYEPTIGEYYYGQGHSMKPI-{RERMAHNHINYALHRRMEIN*RPFPAGPEDIGWFHSDDYHEP]]SSVSPQSASDPAH . 76
HDA904 : —-RIAYFYDGDVGSVYFGPNHPMKPHRECMTHHLVLSYELHKKMETYVRPHKAYPVELAQFHSEDYEFBHRITPDTQHL—F : 79
HDA901 : -------—————————HPESYLRVPATSALEKAELTSKFRGSEI TELQDFKPASLDDIANVHARAYVAGLEKAMDQASEQGT : 67
HDA912 : :o-
HDA906 : ————- YDEKMCKHHTPDGDSHPENPNRIIRVIWNKLLAN-NIPQRCVVLSGKEAEDKYLMAVHSENHNLIRNISSKQFDSRRN : 77
HDA907 : {TERSI)RJ!RAIMSLATAGLFPGRCYPISAREITREELQMV]{SLEHEQW"LELTSHIFSSYFT : 62
HDA905 : TDVFWHEGMLNHETGKGVFDSGTDPGFEDVLEKHPENSDRIKNMVSILQKGPISPYISWQHGRPAQUPEBLSFHAPEYIDELY : 83
HDA910 : !FFDSSKWGRICRFLIVDGVLDK*NSIIEPLEASKDDLLW]{TESYI!SSEKSSANVAMIIEV‘P ;62
100 120 130 150
HDA902 : LRQLKRFN vGEDCPVFDGLYSFcoﬂmﬁsuGGAVKl!NHN———————LCDINNWAGHIM(KCEASEEIWNMIL— : 153

HDA903 : LRQLKREN-VGEDCPVFDGLYSFCQTYREGSHGGAVKENHN-—————-LCDININWAGELITIKKCEASEREY VNIIIVIATL- : 153
HDA908 : GRQLKRFN-VGEDCPVFDGLFGFCQASHEGSIIGAAVKINRG——————-DADTENWAGELIKK SEASERMYVNIIIVIGIL- : 150
HDA909 : GRQLKREN-IGEDCPVFYGLFEFCQASHEGSHGCAVKENRG-———--DADIINWAGELITIRKRSEASEREYVNIEIVIBGIL- : 150
HDA904 : AGELARYN-LGEDCPVFENLFEFCQIYREGTIDAAHRENNG——————LCD IREINWAGELIIRKKCGASER®Y INBVEGIL- : 153
HDA901 : IYIDG-——-SGPTYATATTFRESLVAIEAGETLVDSHVMSQPGIQNPPTGFNIRPPE-IRR 1 PKGPMEREVFGRAIAAR- : 143

HDA912 : GHNMIKPPE-ERA I PKGPMSEEVFGRTHAAH- : 31
HDA906 : RIASK—-——-LNSIYFNEGSSEAAYHAIESVELAERTAKG———-] DLNSGAMIVRPPE-IE Y DEAMBTELFNAJAASF : 149
HDA907 : —---—————-PDTYANEHSACAARLARELCADLASTHFSG—————] RVKNGFIEIVRPPE-IAGVREAMERELHNEAASAA— : 126
HDA905 : EAGKQGGKMICAGTFLNPGSWDAALLARETTHSAMKHILDG---—-HGKLAYRVRPPE-IRRQPKQADERFLNTAGHAYQ- : 159
HDA910 : PVALLP——-—-NCLVQQKVLYPFRKQVEGTLAAKLAKER————————GWREINVGGEFIHICCSERGGERBAYAMMISECTH- : 129
* %
170 180 190 200 210 220 230 240 25

HDA902 : ———-ELLKVHERIYIRIDITEHENEVEEARY T TDRIITIEFIKFGD—YHEE—TEDHRDINEF SKEK Y Y SIRITIDDE - IDIE : 227
HDA903 : —---ELLKVHETY{N 1IN HENEVEEARY TTDRIITIEFIKFGD - YHRE - TEDIRDIMEY SKEKYYSIRNRIDDE-1DEE : 227
HDA908 : —---ELLKVHROYIRIEHENEVEEAGY TTDRIITIRFEKY GD-—FERe—TEHIRDTEAGQERSYAIRIIZINDE-MDIE : 224
HDA909 : —-—-ELLKVHKIBY{IL [IXT HENEVEEARY TTDRII TIEFEKYGD-—Fage— TEHIKDITEVGKEKNY ATRITIIKDE-MDEE : 224
HDA904 : ----ELLKHHARERYIE 1 IHENEVEEARY FTDRIITIEFEKYGDM-FEEe - TEDIKEMEEREEKFY AIRKIRBKDE-IDET : 228
HDA901 : —-HAQLVHGLKEYF I FITIHENE TNDAGFDDPDIY FIETEQDGS-——{ige— TEKIDEMEHGDEEG T TIRINEIPGE-SCGHT : 218
HDA912 : --HAQSCAWIKTIBLIHSYBLLK--VKEKIRRN---[LFYLKLDGS---{Tg6--TCKADEMEHGDEEGTFINIMEIQRE-SGRI : 101
HDA906 : LLDERPELGVKMNAIMWDNLIHENETQK TEWNDSRIFFEVERHEFGSARENDDEFY TMIEEGPETGYMENIEWEHARCGEA : 232
HDA907 : -LAAQ-AAGAKKINIWONTEHENETQE I EDQNK ST VIELERHEGGKFTRE— TESANEITBRNGAEGSCIRIIEWSREGVGEN : 205
HDA905 : ---LALDSGCKTVIL1IEYEETAEGEYRTDKIITIELIMNHGSWoPSHPQNESTGEMEEGEEFGYNIREIEIPNE -TGHR : 238
HDA910 : —-YAFNRLDISHE[IRLRATQENEHERDESNDRRY IBDMY—————-—-————NPEIYPFDHEARRY IDQKEEQVSE-TTTD : 197
*

* %

0 260 270 280 290 300 310 320 330
HDA902 : SHHFLEKPIEIGKVMEVEKEGATNILQCBARSLSGERMECFNISIKE-———— HAECVKYMRSFNVPIIILGGEERTIRNIARCHC : 305
HDA903 : SHHFLEKPEGKVMEVEKEGAIHLQCEAESLSGERIECFNIRIKE-———- HAECVKFMRSFNVPIIILGGEETIRNIARCWC : 305
HDA908 : NERGLERPHIQKVMEVEiQEDAIMILQCEARSLSCEREECFNIEVKE-———-] HADCLRFLRSYNVPITILGGEBNTIRNIARCWC : 302
HDA909 : CERALERPEHQKVMEVEQEDAIRILQCEAESLSGERMECFNIBVKE-———- HADCLRFIRSFNVPIRHLGGEETIRNIARCWC : 302
HDA904 : SEHTRLEKTIMISKVVETHQREGAINILQCEARSLAGERIECFNISIDE-———-] HAECVRFVKKFNLPIITGGEBITKENTARCHT : 306
HDA901 : SMRTVEDE{EIVPSAQREKEDIIBVSABVEAHVLEPMESLAFATGTYYTLASNIKELAKDLCGGROFFLEEENEDSESYSVT : 301
HDA912 : AISTVEDE{EIVPSAQREKEDIFIASABVIGPEHAACLPLIPNN-———————————WRKICGARCIIFFLEEENIDSTESYSVA : 171
HDA906 : DELAVIDHIBIPVAKKEDEDMIEIVSABFRAAVGEPIEGCCIPYE-—-YSVMLKKLMDFAQGKITAL EEENEDSHANSFL : 311
HDA907 : DEIFAEQNILPIATEEARDFTHISARFEAARGEPIECCDIEIPAE————YSRMTDMLYTLTGGKING I LEEERNIRSTISSSAT : 284
HDA905 : GiliGYAMKKIYVPAVHKEEEDMIGFVVEQESSAFIPNERQCIIMDEYREIGRT VHSLANKHS GGRIIMIVQEEHITYSAYCLH : 321
HDA910 : EfLVKLDEABAVAGKMEDEELIFNABTRILDGEPHERLKIESPDEI TS-RDEKVFRFAREKNASIEL TSER-TKSSARVIA : 278

340 350 360 370 380 390 400
HDAS02 : YETGVALGIEVDDKMPQHEYYEYFGPDYTLHVAPSNMENKNSFQLLEETRSKLLDNLSKLQHAPSVQFQERPP- : 378
HDAS03 : YETGVALGIEVDDKMPQHEYYEYFGPDYTLHVAPSNMENKNSHQVLEETRCKLLDNLSKLQHAPSVQFQERVPD : 379

HDA908 : YETAVA 1 308
HDA909 : YETAVA 1 308
HDA904 : VETGVLLDTELPNEIPENEYIKYFAPDYSLKSPGGLMENLNSKSYLSTIKMQVLENLRCIQHAPSVQMQ——-—- ;375
HDAS01 : DSFRAFL : 308
HDAS12 : GYFHAF 177
HDAS06 : ACMKVLLEDKPVSGSVEAYPFESTWRVIQAVRKKLSPYWPALA 1 354
HDA907 : SVIKVLL 1291
HDA905 : AILEGVLDLPQPLLCDPIAYYPE © 344
HDA910 : DSTANL : 284

Fig. 1 Suppl. The multiple sequence alignment of histone deacetylases (HDACS) in Populus trichocarpa. Amino acid sequences of
HDAC domains of Populus reduced potassium dependency 3 / histone deacetylase 1 proteins were aligned. Black boxes indicate
residues conserved in all sequences, and gray boxes indicate amino acid identity in 80 % of the proteins. Amino acids with asterisks

are predicted histone deacetylase catalytic residues.





