Additional file 5: Figure S1. The alignment of the genome sequence and mMRNA sequence of GhCSD7
(Gh_A09G2473) with GhCSD8 (Gh_D09G0858) and its downstream 5000bp (D09: 33604208.. 33609208 -). The
multiple alignment was obtained using ClustalW and conserved amino acids were shaded using Boxshade sever
(v.3.21) (http://sourceforge.net/projects/boxshade/). Dashes (—) indicated gaps in the alignment. The rectangle filled
blue represented the GhCSD7, the rectangle filled red represented the C2H2-type zinc finger protein.

Gh_D09G0858 [TGGTCTTACTCCTGGGCCTCATGGCTTCCACCTEGATGGCTGCCCATATTTTCAIGACAAC
Gh_A09G2473_mRNA ATGGCTGCCCATATTTTCACGACAAC
Gh_A09G2473 [TGGTCTTACTCCTGGGCCTCATGGCTTCCACCTAATGGCTGCCCATATTTTCACGACAAC

Gh_D09G0858 ¥CCCATCCCACCTCGCTCTCTCTTTTCCATCCTCAACTAACCCTTCAAACCCACCGGTTCT
Iy I\ NP YAl C CCGTCCCACCTCGCTCTCTCTTTTCCATCCTCAACTAACCCTTCAAACCCACCGGTTCT]
Gh_A09G2473 ¥ B CCCGTCCCACCTCGCTCTCTCTTTTCCATCCTCAACTAACCCTTCAAACCCACCGGTTCT
|
Gh_D09G0858 AZXMTCTCTCCTCATTTCGTGGGGTCTCTCTTAAGCTCCCTCGTCAATCCCTCTCCCTTGCTGC
O 7 I =Y T CTCTCCTCATTTCGTGGGGTCTCTCTTAAGCTCCCTCGTCAATCCCTCTCCCTTGCTGC
Gh_A09G2473 KA TCTCTCCTCATTTCGTGGGGTCTCTCTTAAGCTCCCTCGTCAATCCCTCTCCCTTGCTGC
Gh_D09G0858 AE:YRNeACTATTCCCAAGAAGCCCTTTTCTGTGTTTGCTGT TACCAAGAAAGCTGTCGCTGTTCT]
I I VYAl T ACTATTCCCAAGAAGCCCTTTTCTGTGTTTGCTGTTACCAAGAAAGCTGTCGCTGTTCT
Gh_A09G2473 PR T ACTATTCCCAAGAAGCCCTTTTCTGTGTTTGCTGTTACCAAGAAAGCTGTCGCTGTTCT
Gh_D09G0858 P YU AAAGGEAAT TCGGAAGT TGAAGGCGTTGTCACGT TGACCCAGGAAASTGATGG TIICASS
I L Py I NP YA T AAAGGTAATTCGGAAGTTGAAGGCGTTGTCACGTTGACCCAGGAAAATGATGG T QoG
Gh_A09G2473 PYUM T AAAGGTAATTCGGAAGTTGAAGGCGTTGTCACGTTGACCCAGGAAAATGATGGHEAARS
Gh_D09G0858 301 CAGGAAACTGATGGTTT( cceed ATCATTTTATTTACTT
Gh_A09G2473 MRNA 265 ———--————————————-I[[IRNNNICO0Ee0s - — @ATCATTTTATTTACTT|
Gh_A09G2473 11 J R —— GGGLREEATATGE--——— AAGCICANGE TGUAL THIGLIE GGG
Gh_D09G0858 T HMTCTAATGCATTTTGTGATTTGGGTTTTTTTTRCTTCTAGTGGGGAAATTTTGATTCTTTG
IO P I T Pl T C TAATGCATTTTGTGATTTGGGTTTTTTTTTCTTCTAGTGGGGAAATTTTGATTCTTTG
Gh_A09G2473 335 LEegicINI- - -CANC LICINICANE  AGCCLRIGALICAGAIN GIEC VA e ClePJACCAGCGCCAL
Gh_D09G0858 FPIMGGATTTCCTTGTTTGTTT TIGAAGGATAAGAAGCCAAAGAAATGAAATGGGTACATTTTG
I L Py e I N TVl G GATTTCCTTGTTTGTTTTAGAAGGATAAGAAGCCAAAGAAATGAAATGGGTACATTTTG
Gh_A09G2473 C VI GATEECCATEES TG T T TECHEHe CEEeHCARRICEATHIEA TEAAA T GG/ E— TG
Gh_D09G0858 480 O]
Gh_A09G2473_mRNA 422
Gh_A09G2473 444
Gh_D09G0858 540
Gh_A09G2473 mRNA 482
Gh_A09G2473 497
Gh_D09G0858 600

GGAAATAAAGTCATTGTGGAACTGTACTTAACATGTTCTTTCTTEGCTGTTTAACATGGA
el el lery yac I I\ -N Y- I G GAAATAAAGTCATTGTGGAACTGTACTTAACATGTTCTTTCTTIRGCTGTTTAACATGGA

Gh_A09G2473 553 -geCRCaYIGCINIGEl-———- cleA 1A CUGLIRICAAGCEAAIRICIYAGRY e C
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Gh_A09G2473

660 [VeapVA-
602 [YXeapva -
607 TOQPNAC

PER T ATCATCTGGGAATGCTTATTTGTTCTGTGGATGAATAGGTCCTACAACTGTGAATGTTC
SO TATCATCTGGGAATGCTTATTTGTTCTGTGGATGAATAGGTCCTACAACTGTGAATGTTC
654 —GT"CC——GGTCTTTCCCTTCGTTCCA‘GC‘CTAGGAGGCCMT‘TGGCM‘GCC‘CAAGA

IERGCAATTACTGGTCTTACTCCTGGGCCTCATGGCTTCCACCTEGGTGAGTGTTTTCGGCTTYA
[PAORMGAATTACTGGTCTTACTCCTGGGCCTCATGGCTTCCACCTAGTGAGTGTTTTCGGCT TgA
711

SIS MGCTGCTTGTTGTTAGTGGATTTGAGTGCATAAAAGTTCTCCGAACAATATGATTTTAATC
ERGCTGCTTGTTGTTAGTGGATTTGAGEGCATAAAAGTTCTCCGAACAATATGATTTTAATC
753 AAR AALYAA A

ST TCCTTTTCGTTTCTTGTGTAGCATGAGTATGGTGACACAACAAATGGGTGCATGTCAAC
KM TTCCTTTTCGTTTCTTGTGTAGCATGAGTATGGTGACACAACBAATGGGTGCATGTCAC
810 RISACGAGTECHUCAALICIIEICES TCEEIATHCLACETECGE TORECCCTCECRGELLMACA

959 GUTCATG
899 GETCATG
870 OCATG

1019 UNECACYYINLeC PAAAIRTTTTAAATGACAGGAECACATTTCAATCCTAACA
959 TATGT&%AAGTTCT AAAAIITTTTAAATGACAGGABCACATTTCAATCCTAACA
923 AIECCARTEIA-———CACACAAECCUAG YA T TR ———— oo CLIRRIG A THYa TC

UONAs A TATGACACATGGTGCTCCTGAGGATGAAGTACGCCATGCGGGTGACCTGGGAAACATAA
U TATGACACATGGTGCTCCTGAGGATGAAGTACGCCATGCGGGTGACCTGGGAAACATAA
975

1139
1079
1027

MRS IGCACCAATTAACTTTATTCATTGCCTATGTITGGTAATGCAGGAGTGGCAGAGGCAACA
UINECISGCACCAATTAACTTTATTCATTGCCTATGT®MTGGTAATGCAGGAGTGGCAGAGGCAACAA
1079 ETEGACINICANIACLUC TRACCAMIEGEAAILECHIEE CEGY N CA T LA T e TEATINECA
1259 WGCACAATCAGGTGATGTTTAATAACTCGTGTTTCTTTCTGTGCAAATCTCE
1199 BGACAATCAGGTGATGTTBAATAACTCGTGTTTCTTTCTGTGCAAATCTC

1139 CplAgTEcl®CCCARTECE I TCIICCAREAGE I TLHGUGGIILE-—-ATERECTHGAEGA

UM TTCATTTgCTCTTATGTGTCTGCATGAATAATTTCCCTTTTCAATGTGATCCYGTATAC
IS AT TCATTTIHCTCTTATGTGTCTGCATGAATAATTTCCCTTTTCAATGTGATCCAGTATA
1196 [CALf®-LIGGAAAGGEAEEGEAEAEGCIYACIYNRIGT-—-————- A

IRYAET TTCTCAGTTGCTAAACTATGACTCTCTTGTGCAGATACCACTAAGTGGCCCCAATGCGG
URCHRST TTCTCAGTTGCTAAACTATGACTCTCTTGTGCAGATACCACTAAGTGGCCCCAATGCGG
1247 ARI-EENUCCTANCIAAIN[XeACA -LGERIEle TCCLEAGEALEINAG T @G olef - fefelele:
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1437
1378
1304

1493
1434
1364

1553
1494
1423

1612
1554
1478

1672
1614
1537

1713
1674
1574

1759
1730
1620

1818
1789
1678

1878
1849
1737

1938
1909
1791

1994
1965
1849

2054
2025
1908

2114
2085
1962

ot | | GGAAGAGCATTTGTGGTTCATGAgGGCTTGAGGATGATCTTGGAAAGGGTAAT
mit | | GGAAGAGCATTTGTGGTTCATGAGIGCTTGAGGATGATCTTGGAAAGGGTAAT
G CCTGGG“‘CAT‘MTTGCT‘MTGCTGATGC‘TGAGT‘TGGTGAC‘C‘ACGAATGGG

TATTTGGCTTGCAATTCTAGCAGCTGCTTTAGTAGGAAACTTRICCTCAAAAGTTGCAGAG
TATTTGGCTTGCAATTCTAGCAGTGCTTTAGTAGGAAACTT®CCTCAAAAGTTGCAGAG
LECALLE T (o)A@ CLeC T/ O (g e TCAATEQNT CELYAT TACTCGET TIRCTCCTGE[ECC

GGTCATGCATTTGCAGGTGGACATGAACTTAGTCTAACCACTGGGAATGCTGGCGGAAGA
GGTCATGCATTTGCAGGTGGACATGAACTTAGTCTAACCACTGGGAATGCTGGCGGAAGA)
CCIeTCT o TIRIC TCCTCR-RCTINRECCTTCAAQCH e CEeTTCYTICTECTCIRTT

[TTGGCATGTGGTATGTACATGTGTACT TTTATCTACAT G T il et e e e et et
[TTGGCATGTGGTATGTACATGTGTACTTTTATCTACATGCT LA KSR RLL O L VAP NEr.N
LCE-—-LEGEeICUCH- ¥ T AECTECCYCE g ®ARTCCCTC—————— === ———————
————————————— ACATTTTCCAGACTCTE®ATCTCTGGTTICCTTTTCTTGCATCTAGTG
NI V.V A RNV NRIACATTTTCCAGACTCEATCTCTGGTTGCETTTTCTTGCATCTARTG
—————————————— TCCCIRIGETECTAMIATII®CeAGAA SO CLIIII T CLES T Sl THECLLE
[TTTTGAGCAGAATCATCTTTAGECTTGATTATTATAGTTAAGCAAAAAGCACATTAGTA

TTTTGAGCAGAATCATCTTTAGECTTGATTATTATAGTTAAGCAAAAAGCACATTAGTAA
TTISeAACAAAGCOIICT Celo T GIRIC T TAAREG TIATIESECAAGLRIGAAGGCERET TGL[®A S

CTTGAAGAATGCTGCAGCTTGTTGTACCAGTTTTCTATAGCCTTCAGTTTGTTTGTTTGT]
CTTGAAGAATGCTGCAGCTTGTTGTACCATTTTTCTATAGCCTTCAGTTTGTTTGTTTGT]
GLRILCCCRGEAALATEALIIGEGCRAEGGEIRICAIALIE ClYAGCICARECH - S U TUGIEEG

TTTTTGTTCACTTCATTGTCTCAGCTCAAGCCTTGATTTTGCTHGCGGGGATGATTCTGT
TTTTTGTTCACTTCATTGECTCAGCTCAAGCCTTGARTTTGCT@ACGGGGATGATTCTGT
AACGCLAECGTIRCCAAEC

elei T @ TG TCAGRTCATO®ATCE AAGCCTTGATERITG

it | CAAACTTTTCTCGAAACCTGACAAAGTTAAATCTYTAGTATATTAGA

s | CAAACTTTTCTCGAGACCTEACAAARTTAAATCTETAGTATATTAGAT]
CCALRAGATCGCORATCOCLUGUTUCETETE®CCEE T ERACTHCERECTCLUCAANICGLIESE -
CCTTCAGCTTGATGCAATTCTATTE®ATTCATTTGTATGTATGTTTGGAGGGAGGGGATTT]
CCTTCAGCTTGATGCAATTCTATTIATTCATTTGTATGTATGTTTGGAGGGAGGGGATTT
-TGATEEAGLIE IS CRCCAAIIIAACHCGYRRICHTCTCCGGAC TCCERT(e (L YNNI
AAAAGGCCATGGGTAGGACAAGGACAGATAGGTTTAAGGTTTIGATATATTTGCAGCCTC
AAAAGGCCATGGGTAGGACAGGGACAGATAGGTTTAAGGTTT®GATATATTTGCAGCCTC
ABGAGAEICAMSCARGCAAEAAGAGEAGATRGGE TAALRIGHE TRAIIGA TG T TEGCAGEERES

TTAAGACTGATAABCCATCTCAGATGGACCCTTGAACTCEEERTTTGAAATACTTGETGCA
[TTAGGACTGATAATCCATCTCAGATGGACCCTTGAACTGCERITTTGAAATACTTGETGCA

i\ AACTGATGG T CCROLVAYAAGGRGHACLEE T TCAACSGIEVVAT TE®AAGATAC® TAW T ARG



Gh_D09G0858 ANV T TGACTATGGCTTGGCAATGAACATGGTGGTGTACGTATCTATCTTCTTTTTGTTGGACA
Clapa\eleler 2 yac I\ A M Bl T TCACTATGGCTTGGCAATGAIICATGGTGGTGTACGTATCTATCTTCTTTTTGTTGGACA

Gh_A09G2473 2018 ACLACIAEEGHC.EeT TYATETCCACC K- A ARCTIEUAACEGCLCUTLIC--CET
Gh_D09G0858 YRV TAGTTTTGTCAATTCTGCGGTTCCGTTTGAGACGGACTAAGTTATCTTTAGTC®CAGATC]
€ oL ler 2 R RN N L W T AG T TTTGTCAATTCTGCRJGTTCCGTTTGAGACGGACTAAGTTATCTTTAGTCACAGATC
Gh_A09G2473 2075 A A

Gh_D09G0858 2290

Gh_A09G2473_mRNA 2261

Gh_A09G2473 2133

Gh_D09G0858 PRIOM T ACATCAAACATTATACTGAATTTGTAARTTCCTCTCATCTTCTTCTGATAATGTCTGTG
clapalelelery yac i\ N YA B T ACATCAAACATTATACTGAATTTGTAAGTTCCTCTCATCTTCTTCTGATAATGTCTGTG
Gh_A09G2473 2192 Ao VYNANGG AL YAALICACEAGLGEESA - AN I®IG TGGOICE G TCACERIC
Gh_D09G0858 L MOMCAGCTGTTGTTGGCTTGACTCCGGTATAAATCTTATCGATGAAACCAGTTTGGTGTTGCY
clapaNeleler Yo I I\ U CAGG TG T TGTTGGCTTGACTCCGGTATAAATCTTATCGATGAAACCAGTTTGGTCT TG
Gh_A09G2473 2251 [¢-(EeJCAAECCCTEGCLEGICACLLICACINAGCCATAGEACECIATOAECA - ECLIECLIEeA
Gh_D09G0858 L I GCTATTTGTTGGTTGGATTTGGCAGCTTCT®TTATAGAGCCGCATGTGATGTTGCTTTC
ClaaaNeleler e S\ X VI O M CCTATTTGTTGGTTGGATTTGGCAGCTTCTTTATAGAGCCGCATGTGATGTTGCTTTC
Gh_A09G2473 2309 AEEALRCCALGATECCATEAALEE®Y A TGATCGACAT CRACCETAGEALNL THACGCHERIG
Gh_D09G0858 YA MAATGCTTGATAGCGTGTTATATGAGATTGTGCAGACAAGTATTTAGTCGAATAACATTTGT
Clapa\eleler Xy Ry N\ i i A A TG T TGATAGCGTGTTATATGAGATTGTGCAGACAAGTATTTAGTCGAATAACATTTGT
Gh_A09G2473 2369

Gh_D09G0858 A MAGACCTTTGTTATGTCATTATTIRTCAACCCAATAAAAAATTAGCACATGGCTTGTGAACC
Claaa\oleler Y e Iy I\ AT M ACACCTTTGTTATGTCATTAT TMTCAACCCAATAAAAAATTAGCACATGGCTTGTGAACC
Gh_A09G2473 2425 NACASCCCACRACCTIRICHCTIE® - TEeRCACCRECTIRICE TRACITE®C- AU TRCTA
Gh_D09G0858 AT T G®AGACTGTAAAACTTGCCTTTTTGAGCTTATGAAATTTTATGGTGCTGCTGGTCATTA|

el Nl ler 2 y gl | N\ ARSI T G TAGACTGTAAAACTTGCCTTTTTGAGCTTATGAAATTTTATGGTGCTGCTGGTCATEA
Gh_A09G2473 2482 AqqicNe - YACTHAE T — - - AL CCACg ey —————- ACAYT

Gh_D09G0858 YAV MCGAAATTATGATGCCTTETTGTAGTCAGTTATATCTCTGCTTCTCCTGGBAGTTGAGATC
L[ 2 N R N L YA WG GAAAT TATGATGCCTT®TTGTAGTCAGTTATATCTCTGCTTCTCCTGGIRIGT TGAGATC
Gh_A09G2473 YA G GOARET G TGATACCEEEEEEE ASTIAGTEGHEECEVATGCElEaN TRl T CCAACEERAGEATL
Gh_D09G0858 AT GTAATTTGGCCGACCAAACTCTCAATCCCTACCYGTCM®GGCTGCGAAGTATAAAATTAC
el peleler X yac I I\ WISl T G TAATTTGGCCGACCAAACTCTCAATCCCTACCAGTGALIIGGGTGGAAGTATAAAATTGC
Gh_A09G2473 2578 S INIC--TERGETTEAGCATEII® T TGEAAREGERG TiEEC e cleCA-ACY RIS T
Gh_D09G0858 pasyA M/ \CAAAAATTATAATCATTAGTTATCTTATATAATATTAPACT TIRAGGAAGGGGGATTAGA|
Gh_A09G2473_mRNA 2799 LV VY NRV-NP VN o7y Ny e n N (NN VARG R CLlcelvaelelelelery g yater
Gh_A09G2473 2635 (€[ CIYAICRAGERGORACAT THCAATCCTARCIYNINICACReA-————- e TECTCCTER
Gh_D09G0858 pasists A TCTCTAGCAACTCCACCCCYTACCTCTCATAATGAGAAAAAAAAAALYVETA

i el ler Y yac I X\ WeasiSie A TCTCTAGCAACTCCACCCCTACCTCTCATAATGAGAAAAAAAAAASEEESS

Gh_A09G2473 2688 [EGAUGARETR-————- CECCIATGClelele] T[EAMOETGGCAAAGAIIAASEEEEEEEE GCTI3
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2948
2914
2732

3008
2974
2789

3064
3030
2848

3124
3090
2905

3184
3136
2937

3212
3196
2971

3261
3256
3018

3321
3314
3069

3379
3374
3108

3439
3434
3166

3498
3493
3216

3558
3553
3260

3617
3612
3320

QI TGCTGACTAGCGAGAT®GCGAT TGGCTAGAINIGAAGAATTGGTCATGGTATCGGTTCTAAA
ATGCTGACTAGCGAGATTGGATTGGCTEGAEGAAGAATTGGTCATGGTATCGGTTCTAAA
ATGCTGAIIE®ALGCAGLEA T GG TGACINBAAGGAAIIGEE T GOZNIG T8 TAGAGG TEC TAGA
e | AAAGGGETTGGAGTGGTTGACTTGTAAATAYGTTCAAATTGATTAATCAGAQICGAT]
s | AAAGGATTGGAGTGGTTGAITTGTEAATAAGTTCAAATTGATTAGTCEGAACGAT]
ACTG A TETUCE . ATHACLHCE TRy CTCCeceCCTCRA-UGECIICCASCTIATEEC

[OAAATTAATTTTTTAAAAATATTTTTAAATTTTTTAATAATCTATTCATTTAAAGTAAAC
TAAATTEATTTTTTAAAAATATTTTTAAATTTTTTAATAATITATTCATTTEBAACTAAAC
TG——CCC‘TMTTTTC‘CG‘C"CCCCGTCCCACCTCGCTCTCTCTTT—TCC‘TCCTC‘AC

CTTGCTTTGCTACCTCTCACAGCC T C T
SRRy A (TN ICHRI T CCTEGTAAGAGTTCAACAACGGCAGGAAAC
CATIRESE TCEEELIC TC T CIAAEC TC O T/ o)A

——————————— GCGGCTGTGCEATGTTCTTACCTCCCACAAACIIGACATCATTTATTTAT]
(Sl V VTV VNI GCGGCTGTGCCATGTTCTTACCTCCCACAAACRBAACATCATTTATTTAT]
AACIOCHTTTOTETET

——————————— AleeCTeTOCCUTGE TEw T ACILYRIC®CAAGES

TCGATTAATTPCCTGTACATTE®AACCTTCATTTTTTTTAI®ACAACTTTTTTTAATAAAAT
TGATTGATTEGCCTGTACATTEGAACCTTCATTTTTT T alIACAACTTTTTTTAATAAAAT

Scle TGS S CUGIRICIRER - — — —RaGOUAALRICEEARETTG

GGGACATAGRATATTCAATTGAGATAGAAAGT®TTTAAATCTTGAATTAATTTTTTTACE
GGGACATAIAATATTCAATTGAGATAGAAAGTETTTAAATCTTGAATTAATTTTTTTACS
Jaeclocl-——-HEUCACEIIACCCie ey — — — ———

[TAGTTTAATATCGCAATATATCTTATTATTTATTCAATATGTTGACTAATATTAATTTTT
TAGTTTAATATCGCAATATATCTTATTATTTATTCAATATGTTGACTAATATTAATTTTT
—(ClECIIC A - S YAGCLUCAAGCT CIEAYRRI CHCGECHCHEALICAT CIAT CIYICIYAGAAGC

GTTAAAATCATGGATCACAAATCCTRITACCACACCAATTAATCAAAAAAACGAATCETGT]
GTTAAAATCATGGATCACAAATCCTJTACCACACCAATTAATCAAAAAAACGAATCETGT
0T TCARETCATGAANCGCAAGEEEEEEEE ®Cc TINSOVACCECCARYACIAT CE[®CIAT COCLESH

[TTTGTGGATAAAGATAAACTACTGCTTTTAACATTGTTATTTCAGAATCTTTCTTAGATT
[TTTGTGGATAAAGATAAACTACTGCTTTTAACATTGTTATTTCAGAATCTTTCTTAGATT
GGG YA TIYNAC TCEANT TCURIC T CEEALEACINICCCRAT EIRGAIIIA CCIREAGC

[TGCCAAAACCTGTCATGCATGCCACTTTGATCTCAACTGCTGTTGTTGTTGGCTCTTTTT,
[TGCCAAAACCTGTCATGCATGCCACTTTGATCTCAACTGCTGTTGTTGTTGGCTCTTTTT
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K[ SYa@ T ATGGCTCGGGEAAAGCCAATGCTAAATTGCTACAGTGAAATGGCTAGTTTGGGAAACTA
K[y T ATGGCTCGGGBGAAAGCCAAT®CTAAATTGCTACAGTGAAATGGCTAGTTTGGGAAACTA
3371

3737
3732
3430

KYEY@ATTATAGACTTGTCAGCTTTTCATTEAAGAACCCTTTTTGTAGTATCACTTAATCAGTTG
YL rBATTATAGACTTGTCAGCTTTTCATT®AAGAACCCTTTTTGTAGTATCACTTAATCAGTTG
3470 TCHUTHCCCTUCEIT --@CAAGEACH-ReecCloeARALIGEC .- ECONS- - AYACANECCT

KLY TTCTATGATGGCANCECoeeCleleleisiCCGCCCANIAAYYYNIACEATINoa I TCATIRIGAT]
Gh_A09G2473_mRNA 3852 RISV elclo.Nyo 1oV Tle[ecT /e CeleleC®CCCCCNNNNNNNNNNNNNNNNNNNN
Gh_A09G2473 <2\ I\ GO EC A TIEECABAGCACAANAGACCACHACLRRRICCCAC TIYATGATE®AGT
Gh_D09G0858 I C ALY RV T EANGAMIAAAGAGAAGGGGGGGAGCTGGCGTGAAAGTAACCAGAATCTATAL
Gh_A09G2473_mRNA 3912 NNNNNNNNNNNNNNNNNNgege cleeleleielelelXe[oarecleley [eT.V.V ey Y NooT\T-V.N (oa VN ) - -
Gh_A09G2473 3580 GATTGCTETRACHAG TRECHACH e T AN AT CACEAETCET CLYN KL LG
Gh_D09G0858 I Y(WGAGGGAACTCAAATTRGATTAGGGTGTGGTATTTTGCTTTAAGAAGACATGGAGTGAATG
(el Mo LS e 2 N RN\ I ¥ (O MG AGGGAACTCAAAT TRGATTEBGAGTGTGGTATTTTGCTTTAAGAABACATGGAGTGAATG
Gh_A09G2473 <[ZIVNGINeGGAAY T CABE THOGE TEAAGHEE TECEAEE TEACATREAGAAGECATACEASEACEA

Gh_D09G0858 VIOCISMAAGGTAGCATCCCATGCTTTTTAACGTGCAGTTCCTCATTCCTTTTGCTTTAATTTAATA
(e INo L e 2 N X\ e A WA A GG TAGCATCCCATGCTTTTTAACGTGCASTTCCTCATTCCTTTTGCTTTAATTTAATA
Gh_A09G2473 3698 TC{gCIXeleTGEOTGCALGCAACCRAGLIIEEC UGAALGECAATGALIG®ANICIYAGCCTRGE
Gh_D09G0858 VAV ISMATAAGTATTGTTATTATATATGGAGTGACTTGGGTGGGTGTGTGTGAACTCTGAAACTCT
Gh_A09G2473_mRNA 4089 ALY IFNRICIRGARAVYrcierey[erXogmueicieyyeicleyejpcyycjicr.voafegper.v.voa eg)
Gh_A09G2473 3758 AT RTIRC-ECCTIRIEGCICHT AR TCTTECIECACC--IISALG KR TGITALRCATII®C
Gh_D09G0858 NRSISMCTCTTGACGTTAAGAACAACTCAATTGAACTGTCCTAACTCCCATTTTTGCCCCTTTTCG
clapalelelery Yy I\ N MRS MCTCTTGACGTTAAGAACAACTCAATTGAACTGTCCTAACTCCCATTTTTGCCCCTTTTCG
Gh_A09G2473 3815 AlGCIRICEA IR eIy CloClotYaC - L I TGLUCT TCTMMACACCAE®T TTGGYAGA
Gh_D09G0858 4215 WCTATCTTTTCCACCTAATGCTCAACTCATATCTTTACCTACEREACTTATTGTAG
Gh_A09G2473_mRNA 4209 mCTATCTTTTCCACCTAATGCTCAACTCATATCTTTACCTACEREACTTATTGTAG
Gh_A09G2473 3874 TT TIEACTAAGGCIREALCAACTIAE TIIARCCAIGCEAALC® T CEOGCIRAGLLITE
Gh_D09G0858 vyl T CCTATCATCTCCCTAAGATGCTTGTTAACCAA®CCTAAATACGCTAGTTTATTTGATTG
I el ler Yy I IS\ Aol T CCTATCATCTCCCTAAGATGCTTGTTAACCAATCCTAAATACATAGTTETATTTGATTG
Gh_A09G2473 3934 GEAICHGCAIACEAEYCE TGE®CCCAATEOGE TG THECRACAECRTIRIGHEGIRICAIGA
Gh_D09G0858 KNI TCTTAAATAATTETCCTAATTCTARALRYCAAATATTCACTCCATTTCTTTGTAATTAGAGA
I el v I IS\ XA T CTTAAATAATTATCCTAATTCTAGABCAAATATTCACTCCATTTCTTTGTAATTAGAGA
Gh_A09G2473 3994 GYEICRC-CANICES THECAAAGERG T ElE - CRGAGEEAARAIRIGLIGGL CLYICRE e - -
Gh_D09G0858 SIS NAATACATAATTATACCAACAATAAARIAAATAABAATAAATCTCTGTGTCGAGTAACTCTT]

el eIl yac I IS\ XS ISMA A TACATAATTATACCAACAATAAATAAATAATAATAAATCTCTGTGTCGAGTAACTCTT]
Gh_A09G2473 4050 ReCONITTCANICE TSN —HEACACIE L CTCICASGALIC YRARCGCEAL
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4451
4445
4108

4510
4503
4164

4567
4560
4223

4627
4620
4283

4685
4678
4343

4738
4731
4402

4798
4791
4461

4855
4848
4521

4915
4908
4581

4975
4968
4641

5035
5028
4701

5095
5088
4761

5155
5148
4821

ACT®CTAABAAACCCCTAAATIERTGCACACAAGGAATTAAGGGBGAGTAATTTTLIJA
ACTIACTAAGAAACCCCTAAATCABGCACACAAGGAATTAAGGGARAGTAATTTTERIATGA
CCREGEGLICACCIEEEAARCATANRIECHAANCE TEALCEALGAC TAIHE TEACABAA

TGAAAGTAAAAACTTTTCTTTCTACEAGTAGCTTTAAAAGTTGCAAATEEEGGAAAGAAA
[TGAAAGTAAAAACTTTTCTTTCTACTAGTAGCTTTAAAAGTTGCAAATGRECAAAAGAAA
Cea TG E T CAT GUCHUA CAGGHCHER - CR eI Gl A T CIRIC TUACTEETCTTRCT

AAAGAAGTGGGTGTTTTATAAGCAACAATAGTTATACTATTCATGGGCGGCTTTTCTGAG
AAAGAAGTGGGTGTTTTATAAGCAACAATAGTTATACTATTCATGGGCGGCTTTTCTGAG
CCTgeleCCT e GCIRICCRCCTINRTEECTECCCATAUTIE®ACE L CALCECCGL¢CCRC

TTTTGACTCCAAAAATAACTGTCACCCTTCTTGTCAGRT TIJACTATATATAAGAACCCCA
[TTTTGACTCCAAAAATAACTGTCACCCTTCTTGTCAGRITTCGCTATATATAAGAACCCCE
CLCGCTgf®TCTTTTCCITCCLeflATAAGCCTL®AAACCHNSCEGTYCUTCTCTEe (oA
- -—--—-- [TCCATCTATGCTTCCTCCGTGATCATTTTTTGCTCTTTCTAGCTGTTAC
- —---—-- [TCCATCTATGCTTCCTCCGTGATCATTTTTTGCTCTTTCTAGCTGTTAC
TTTCEfelelcle I ICLIAI T ARGCTECCTCEIMAATCEOT o T ool TEl®TECTAZCTATT®C

TCATTTTCTTTTGGTTAGGTCACACTACTTGCTTGTTTGTTGAGTACAATTTATGTCTT
[TCATTTTCTTTTGGTTAGGTCACACTACTTGCTTGTTTGTTGAGTACAATCTTATGTCTT
CARGAAGECCIRIT TCHE TEIT - TE[ogIc TIHACEAAEGAAAECIEETCGCTE TR AGGA

TTCTAAGTCTTTCATACTATTTTTGACTGGETTTTCC g T T TAGGGGAAGGGGTECATA
[TTCTAAGTCTTTCATACTATTTTTGACTGGCTTTTGGEEEET TTAGGGGAAGGGGTTGATA
AT CECLAGIIGARGE[®C THGUCACE TLIE @ CCAGEAAAALIGAT eelelerivateleieley IS

[TGCAAGCTCAAGCTGTATTTGTGGGGTCTGATCATCATCTCAIR®AAGCCTTGATCATGA
TGCAAGCTCAAGCTGTATTTGTGGGGTCTGATCATCATCATCAAGAAGCCTTGATCATGA
[TGCAAGCTCAAGCTGTATTTGTGGGGTCTGATCATCATCATCAAGAAGCCTTGATCATGA

AAGGCAAGCGTACCAAGCGCCAAAGATCGCCATCCCTGTTTGGTGTCGCGGTGACTTCGA
AAGGCAAGCGTACCAAGCGCCAAAGATCGCCATCCCTGTTTGGTGTCGCGGTGACTTCGA
AAGGCAAGCGTACCAAGCGCCAAAGATCGCCATCCCTGTTTGGTGTCGCGGTGACTTCGA

GCTCATCAAATGGTGGTGATGGAGTGGTGGAGGAATATAACTCGATTTCTTCTCCCAMGA
GCTCATCAAATGGTGGTGATGGAGTGGTGGAGGAATATAACTCGATTTCTTCTCCGATGA|
GCTCATCAAATGGTGGTGATGGAGTGGTGGAGGAATATAACTCGATTTCTTCTCCGATGA|

CATCCGA®GAGATTTACGEGGAGCACCGAGGAAGAAGAGGAGATGGCTAATTGCCTAATCA
CATCCGATGAGATTTACGAGAGCACCGAGGAAGAAGAGGAGATGGCTAATTGCCTAATCA
CATCCGATGAGATTTACGAGAGCACCGAGGAAGAAGAGGAGATGGCTAATTGCCTAATCA

TGTTGGCACAAAGTGATGGTCCCAAAAGGAGTACTGTTGAAGCCAAATTCAAGATAGCTA
[TGTTGGCACAAAGTGATGGTCCCAAAAGGAGTACTGTTGAAGCGAAATTCAAGATAGCTA
[TGTTGGCACAAAGTGATGGTCCCAAAAGGAGTACTGTTGAAGCGAAATTCAAGATAGCTA

CTAAGACAAACAAGGGTGAGCTTTATGTCCACGAGTGTAAAACTTGTAACCGGTCTTTCC
CTAAGACAAACAAGGGTGAGCTTTATGTCCACGAGTGTAAAACTTGTAACCGGTCTTTCC
CTAAGACAAACAAGGGTGAGCTTTATGTCCACGAGTGTAAAACTTGTAACCGGTCTTTCC
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o 22ttt5ttt55t5t50DtA5t5tDD52DDCEEE————————
SYHEWCTTCGTTCCAAGCACTAGGAGGCCATATGGCAAGCCACAAGAAGCCTAAAGGCGCCATTG
YAl MCTTCGTTCCAAGCACTAGGAGGCCATATGGCAAGCCACAAGAAGCCTAAAGGCGCCATTG
RS SHCTTCGTTCCAAGCACTAGGAGGCCATATGGCAAGCCACAAGAAGCCTAAAGGCGCCATTG

e—————————————
CYAGWMCACGAGCAGAAAAGACCACTAGTTTTGGCAGTTAATGATGCAGTCATTGCTTTACGAGTAA
YA MCAGCGAGCAGAAAAGACCACTAGTTTTGGCAGTTAATGATGCAGTCATTGCTTTACGAGTAA
A vNCAGAGCAGAAAAGACCACTAGTTTTGGCAGTTAATGATGCAGTCATTGCTTTACGAGTAA

D ————
CEESMGCAACAAAAAGGGTAATAAAATTCACGAGTGCTCAATCTGTGGYTCGGAATTCACGTCCG
SXY2MGCAACAAAAAGGGTAATAAAATTCACGAGTGCTCAATCTGTGGCTCGGAATTCACGTCCG
SIOONGCAACAAAAAGGGTAATAAAATTCACGAGTGCTCAATCTGTGGCTCGGAATTCACGTCCG

e———————————
SR SMGTCAAGCCCTCGGAGGTCACATGAGAAGGCATAGGACAGCATCAGCAGCTGCTGCAAGCA)
SE1tSMGCTCAAGCCCTCGGAGGTCACATGAGAAGGCATAGGACAGCATCAGCAGCTGCTGCAAGCA)
SO SYAGTCAAGCCCTCGGAGGTCACATGAGAAGGCATAGGACAGCATCAGCAGCTGCTGCAAGCA

SULISMACCAAGATGCCATGAATGGCBATGATGACATCAAGCCTAGGAATATTACGCCTTTGGATC
STV ACCAAGATGCCATGAATGGCAATGATGACATCAAGCCTAGGAATATTACGCCTTTGGATC
YA A CCAAGATGCCATGAATGGCAATGATGACATCAAGCCTAGGAATATTACGCCTTTGGATC

SIS T TAATCTTCCTGCACCTGAAGATGATGTTAGAGATTCCATGTTCGAATTTGGAACACCCC
I T TAATCTTCCTGCACCTGAAGATGATGTTAGAGATTCCATGTTCGAATTTGGAACACCCC
CHE I T TAATCTTCCTGCACCTGAAGATGATGTTAGAGATTCCATGTTCGAATTTGGAACACCCC
SIYEWAACAAGCTATTGTCTTCTCCACACCAGCTTTGGTAGATTGCCATTACTAAAGAAGEAMAA!
L WAACAAGCTATTGTCTTCTCCACACCAGCTTTGGTAGATTGCCATTACTAA R
SYZNMAACAAGCTATTGTCTTCTCCACACCAGCTTTGGTAGATTGCCATTACTAAGLCCACALCA

5635 TECHLASCHA

5301 ASTIETET™
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