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883 890 900 910 920 930 940 @0 960 910 980 990 1000 1015
> PENAR MISAT4  (883) ACTACGTTARRTTCTGTCGACCCAGTTTCCCTGAGCTTETTTCTIGCGCACCCATTCCTGRRARGAACTCCAAARTCGGTCOTANCGAAGAGGAAGACGATTTGTCGCTAARARTCARAGATGAGGCTAGATC?
«Seq MSATA Rev (1) ACTACGTTAAATCC-GTCGACCCAGTTTCCCTEAGCTTETITCTEGCOCACCCATTCCTGARAAGAACTCCARATTCGETCETA-COAAGAGCARGACCAT TTETCCCTAARAATCARAAGATCAGGCTAGATC?
> Seq. MISATA 35S (126) 4 CTACETTAARITCIGTCoACCCAGTTTCCCTGAGCTTOTITCTIECaCACCCATICCTGARAAGARCT CCARRAT CEoTCOTARCCAAGAGGAAGACGATITGTGECTARRAATCARAGATGAGECTAGATCS
Consensus. (883) ACTACGTTAAATTCTGTCGACCCAGTTTCCCTEAGCTTATTTCTIGCGCACCCATTCCTGAAAAGAACTCCARARTCGGTCGTAACGAAGAGGAAGACGATTTETCECTAARAATGAAAGAT GAGGCTAGATCE
+ * + +

1016 1030 1040 1050 1060 1070 1080 1090 1100 1m0 120 1130 1148

> PINAR_MLSATA {1016) AGACATTGATCARGARCCCATITIGTCTACTTACTACATARCTTCAATCTIGGCTCATGATICTATGGARAGGGECTTTAGCTAATCATCTITCARTGARAT TGAGTRATTCARGT CTTCCTAGCAGCACTITGT
«Seq NISAT4 Rev  (134) A GACATTGATCARGARCCCATITTGTCTACT TACTACATARCTICAATCTTGGCTCATEATICTATGCARAGEECTTTAGCTAATCATCTTTCAATGARAT TCAGTAATTCARGTCTTCCTAGCAGCACTTTGT
> Seq. MSAT4355 (259) AGACATTGATCAAGARCCCATTTTGTCTACTTACTACATARCTTCAATCTTGGCTCATGATTCTATGEARAGEGCTTTAGCTART CATCTTTCARTGARRT TGAGTAATTCARGTCTTCCTAGCAGCACTTTS]
Consensus {1016) AGACATTGATCAAGAACCCATTTTGICTACTTACTACATARCTTCAATCTTGGCTCATGATICTATGGARAGEGCTTTAGCTAATCATCTTTCAATGARAT TGAGTAATTCAAGTCTTICCTAGCAGCACTTTG]

11499 6o o 180 %o 1200 1210 1220 1230 1240 250 1260 1270 1281

* pBINAR_NISATA (1149) TATGATCTTITCCTAGEGGTGCTCACAGAGGATTGCTCACARGATATAATTAAAGCTGTTATAGCTGAT T TAAGGGCAGT TAAAGARAGGGACCCAGCTTGTATTAGTTATGTACACTGTTICTTGAATTTTA?
«Seq. NtSATA Rev  (267) TATGATCTTITCCTAGEGGTGCTCACAGAGGATTGCTCACARGAT AT AAT TARAGCTGTTATAGCTGAT T TAAGGGCAGT TARAGARAGGGACCCAGCTTGTATTAGTTATGTACACTGTITCTIGAATTITAS
»Seq. NtSAT4 355 (392) TATGATCTTITCCTAGEGETGCTCACAGAGGATTGCTCACAAGATATAAT TARAGCTGT TATAGCTGAT I TAAGEGCAGT TARAGARAGGGACCCAGCTIGTATTAGTTATCTACACTGTTICTTGAATTITAR

Consensus (1149) TATGATCTTTTCCTAGEGGTGCTCACAGAGEATTGCTCACAAGATATAAT TAAAGCTGTTATAGCT CAT I TAAGCCCAGT TAAACARAGGCACCCAGCTTCTATTAGTTATCTACACTGTIIICTTGAATTTTA?

1282 1290 1300 1310 1320 1330 1340 1350 1360 1370 1380 1390 Jaoo 1414

»pBNAR _NISATA (1282) R AGGGTTTTTAGCATGTCARGCTCATAGGAT TGCACATARATTATGGTCARATGGTAGGCARATTTTGGCACTITIGATACAARACAGGGTATCTGAAGTTTTTGCTGTCGACATACATCCTIGGTGCTARARTT
«5eq. NISATA Rev  (400) AAGGGTTTTTAGCATGTCAAGCTCATAGGATTGCACATAART TATGGTCARATGGTAGGCARATTTTGGCACTITIGATACARRACAGGGTATCTGARGTTTTTGCTGTCGACATACATCCTGGTGCTARAATI
»Seq. MSAT4 355 (525) AAGGGTTTTTAGCATGICAAGCTCATAGGATTGCACATAAATTATGGTCARATGGTAGGCARATTITGGCACTITIGATACARAACAGGGTATCTGAAGT ITTTGCIGTCGACATACATCCTIGGTGCTARART]

Comrzezman (1282) AAGGETTITIAGCATGICAAGUICATAGGAT IGCACATARAT TATGGTCAAATGETAGUCARAT I IIGEHCACI TIIGATACAAAACAGUGTATCTGAAGTITTIGCIGICEACATACATCCIGUIGUTAARATT
1415 1420 1430 1440 1450 1460 1470 1480 1490 1500 1510 1520 1530 1547

» pBINAR_NESAT4 (1415) TGGTARAGGGATTTTACTTGATCATGCTACTGGAGTIGTCOTTGGTGARACTGCTGTGATTGGARAT AATGTGTCARTTTTGCATAACGTGACATTGGGTGGAACTGGCARRATATCTGGGGATAGACATCCT?
«Seq. NISAT4 Rev  (533) TGGTARRGGGATTTTACTIGATCATGCTACTIGGAGTITGTCGITGETGAARCTGCTGTGATIGGARAT AATGIGTCARTTTIGCATAACGIGACATTGGGTGGAACTGGCARAATATCTGGGGATAGACATCCTS
»Seq. MtSAT4355 (658) TGGTARAGGGATTT TACT TGATCATGCTACTGEAGTITGTCETTGGT GARACTGCTETGATTGCARAT AATGTGTCART T I TGCATARCGTGACATTGGETGCARCTGECARAATATCTGGEGATAGACATCCTS

{1415} TeeTARRA ARTTTTRACTIGAICATGCTACTIGGAGITGTCGTIGEIGARACTGCTGTGATIGGARARI ARTGTGTICARTTITGCATARCGTGACATTGGGTGGARCTGGCARRATATCTGGEGATAGACATCCTSR

1549 1560 1570 1560 1550 1600 1610 1620 1630 1640 1650 1660 1670 1681

» pBINAR_NISATA (1549) AAATTGGTGATGGGGTTTTAATTGGTGCTGEAACT IGTGITCTTGCAAATGTTATAATTGAAGATGCAGCTAAAAT TGGGECAGGETCCGTGETGCTGAAGARAGT TCEGECEAGGACTACCGCCETTGGCAAT
«Saq. NIEAT4 Rav  (667) AAATTGGTGATGGGETITTAATTIGGIGCTGEAACTIGTGITCTTGGAAATGTTATAATTGAAGATGGAGCTAAAAT TGGGECAGEETCCGTIGETGCTGAAGAAAGTITCCGECGAGGACTACCECCGTTGGGAAT
»Seq. MSAT4355 (792) ARATTGGTGATGGGGTIT-ARITGGIGCTGGAACTIGTGETCCTGGARATGETATARTTGAAGATGGAGCTAAR-TIGGGGCAGG=TCCGTGGTGCTGAR-AAAGTIC-GGCGAGGAC-ACCGCCET~GGGAAT

Consmnsus (1549) AAATTGGTGATGGGGTTTTART TGGTGCTGOARCT IGTGTTCTTGGAAAT GTTATARTTGRAAGATGGAGCTARAAT TGGGGCAGGGTCCGTGETGCTGARGRAAGT TCCGECGAGGACTACCGCCGT TGGGAAT
+ + o+ + + - + = + +
1683 1690 1700 1710 1720 1730 1740 1750 1760 1770 1780 179

> PBINAR_MISAT4 (1683) CCGGCGAGGTTGCTCGGAGGGARGGARAATCCAAAGAAACT TGATAAGATI CCTAGTTTGACCATGGACCATACATATGAGT GGTCTGATTATGTAATTTAGCTCGACCT
«Seq. NISATA Rev  (801) CCGGCGAGGTTGCTCGGAGGGARGGARAAT CCAAAGAARCTTGATAAGAATCCTAGTTIGACC
»Seq. NLSAT4 355 (926) e

Consensus (1683) CCGGCGAGGTTGCTCGGAGGGARGEARART CCARAGAARCTTGATARGATTCCTAGT TTGACCATGGACCATACATATGAGTGGTCTGATTATGTAATTTAGCTCGACCT
+
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359 310 380 390 400 a0 220 430 440 250 260 a7 80 491
= pBIN_AR TKTP. (1) CCATETCTATAACTACGT T-AAATTCTGTCEACCCA-GTTTCCCTGAGCTIGTITCTTGCECACCCATICCT GAAAAG-AACTCCARAATCGGTCETAACGAAGAGGAAGACGATTTGTGGCTAAAAATGARA
= Seq. TKIPNISA...  (44) CCATGTCTATAACTACGT ITAAATTCToTCAACCCARGTTTCCCTGAGCTIGTITCTTGCGCACCCATICCTGARAAGBAACTCCAAATTCOETCOTAACCAAGAGGAAGACGATTTOTGACTARRRATGARA
» Seq. TKIPNISA... (359) CoATGTCTATARCTACGTT-ARATTCTGTCOACCCA-GTTTCCCTGAGCTIGTTITCT TGCECACCCATICCTGARARG-ARCTCCARRATCGETCETARCGARGAGGARGACGATTTGTEGCTARARATGARA
Comsemaus (359) CCATGICTATAARCTACET I TARAT TCTGTICGACCCA-GI T TCCUIGAGUTI TG I T ICI TGCBCACCCAT ICCTUAAAAGGARUTCCARAATCGEICETAAUGAAGAGEAAGAUGATTIGTGECTAARAAT GAAA
+ + + + *
492 500 510 520 530 540 550 560 510 560 590 600 610 624
= PBIN AR TKTP ... {134) GATCAGGCTAGATCAGACATIGATCAR-GARCCCATITIGTCTACT TACTACATAACTT-CAATCTTGGCTCATGATICTAT GGAAA TITAGCTAATCATCITICARTGAAATTGAGTARTICARGTCT
«Seq. TKTPNISA... {177) CATCAGGCTAGATCACACAT IGAT CARAGAACCCATITICTCTACT TACTACATAACTITCAATCTITCECTCATCATTCTATGEAAA TITAGCTAATCATCTTICAATGAAATTGACTAATICAAGTCT
= Seq. TKTPNISA... (492) GATGAGGCTAGATCAGACATIGATCAR-CARCCCATITIGTCIACT TACTACATARCT T -CARTCTIGECTCATGATICTATGGAARGEECTITAGCTAATCATCT TICARTGAART TGAGTARTICARGTCT
Conacnaus (492) GATGAGGCTAGATCAGACATTGAT CARRGARCCCATTTTGTCTACT TACTACATAACT T-CARTCTIGECTCATGATTCTATGGRRAGEGCT ITAGCTARTCATCTTICARTGARRT TGAGTRATICARGICT
+ +
25 630 €50 50 ©60 &70 00 &90 700 710 720 730 740 757
> pBIN_AR TKTP ... (267) TCCTAGCAGCACTTIGTATGATCTITTTCCTAGGGGTGCTCACAGAGGATTGCTCACAAGATATAAT TARAGCTGT TATAGCTGAT T TAAGGGCAGT TARAGAAAGGEACCCAGCTTGTATT -AGTTATGTACA
« Seq. TKTPNESA... (310) TCCTAGCAGCACTTIGTATGATCTTTTCCTAGGGGTGCT CACAGAGGATTCCTCACAAGATATAAT TARAGCTGT TATAGCTGATTTAAGGGCAGTTARAGAAAGGGACCCAGCTTGTATT -AGTTATGTACA
» Seq. TKTPNISA... (625) TCCTAGCAGCACTTTGTATGATCTITTICCTAGGGETGCTCACRAGAGGAT TGO T CACARGAT AT AAT TARAGCTCT TATAGCIGAT T TAAGGGCAGT TARAGAAAGECACCCAGCTTGTATTTAGTTATGTACA
Consensus  {625) TCCTAGCAGCACT TG TATGATCTTTTCCTAGGGGTGCT CACAGAGGATTGCTCACAAGAT AT ART TARAGCTGTTATAGCTGAT T TARGGGCAGT TARAGAAAGGGACCCAGCTTGTATT-AGTTATGTACA
+

Ise TIO 80 790 BOO e10 B20 £30 210 es0 260 270 220 290

= pPBIN_AR TKTP ... (400) CTGTTT-CTIGARTIITARAGGGTITITAGCATGTCAAGCTCATAGGATTGCACATARATTATGETCARATCGGTAGGCAARTITIT-GGCACTTIITCATACARARACAGEETATCTGAA-GITTITGCTGT-CGA
«Seq. TKTPNESA... (443) CTGTTT-CTTIGAATT ITARAGGGTTTTTAGCATETCAAGCTCATAGGATTGCACATARATTATGGTCARATGGTAGGCARATTIT-GGCACTTTTCATACARAACAGEETATCTGAR-GTTTITGCTGT -CGA
» Seq. TKTPNtSA... (758) CTGTTITCTIGAATI I TARAGGGTTTITAGCATGTCAAGCTCATAGGATTGCACATARAT TATGGT CAAATGGTAGGCARRI TIITGGCACTTITGATACARAACAGG-TATCTGARAGITTITGCTGTIICGA
Consensus (758) CTGITTTCTIGAAT T I TAAAGGGTTTITAGCATGTCAAGCTCATAGGATTGCACATAAATTAT GGTCWTGGTAGGCNTTITI GGCACTIT TEA‘H\CAMACAGG?TAT CTGAA- GITTITGC‘IGT:C GA

+ +

B91 900 10 520 330 910 So0 60 gie ey 90 Joon oo 1023
= pBIN_AR_TKTP_... {533) CATA-CATCCTGG-TGCTAARATTGGTARA-GGGATTTT-ACTTGA-TCATGCTACTGGAGTTIGTCETIGGTGARACTGCIGTGATIGGAAATAATGTGTCAATITTGCATAACGTGACATTGGGTGGAACTG
« Smey. TEKTPNISA. . (876) CATAR-CATCCTGGE-TeCTARRRTTGCTAAR-GGeATITI-ACTIGA-TCATGCTACTGOAGTIGTCGTI IGGTCAAACTGCIGTCATIGGARATAATCTGTCAATITIGCATAACGTGACATTIGEGTIGGARCTG

» Seq. TKTPNISA... (B91) CATARCATCCTGGETGCTIARRTTIGTAARAGGGATTITITACTITGRATCATGCTACTGCAGTTGTCGTIGGTGARACTGCIGTGAT
Consensus  (891) CATAACATCCTGG-TGCTAARATTGGTAAA-GGGATTTT-ACTTGAATCATGCTACTGGAGTIGTCGT IGGTGARACTGCTIGTGATIGGARATAATGTGTCAATITIGCATAACGTGACATTGGGTGGAACTE

v + + + + + + +
1024 1030 1040 050 doso Rz doso Joso RELCH o 1120 nso RRE L 1156
» pBIN_AR TKTP_... (666) GCARARTATCTGGGGATAGACATCCTARARTTGETGATGGGEITITAATTGGTGCTIGGARCTIGTGITCTITGOAAATGTTATARTTGAAGATGGAGCTARARTTGGGECAGGGTCCGTGETGCTGARGARAGT
«Seq. TKIPNISA... (709) GCAAAATATCTGGGEATAGACAT CCTAAAATTGETGATGGGET TTTAATTGETGCTGGAACTIGTGTTCTTCeAAAT CTTATAATTCAAGATGECAGCTAAAATTGGCGCAGGGTCCGTGETGCTGAAGAAAGT
» SAn. TKTPNISA . (Q75)

Consensus (1024) GCARAATATCTGGGGATAGACATCCTARARTTGETGATGGGEI TITARTTGGTGCTGEARCTIGTGTITCTITGGARATGTTATARTTGARGATGGAGCTARAATTGGGECAGEGTCCGTGGTGCTGRAGARAGT

156 1170 Ae0 1iso =00 1210 1220 1230 1240 1250 1260 az10 12808
= pBIN_ AR TKTP ... (798) TT AGGACTA TTGGGAATCCG TTGCT A G AR AT CCAR R G A AR C T T AT ARGAT TCCTAGT I TGACCAT GGACCATACATATGAGTGGTCTGATTATGTAATTTAGET

« Seq. TKIPNtSA... (841) IT AGGACTA TTGGGAAT AGGTIGCT AGGGAAGCARRATCCARAGARACTTCGATAACGATITCCTAGTITCA

» Seq. TKTPNLSA... {«975)
{1156) 1T ACTA TTGGGART TTGCT AGGGARGERARATCCARRGAAACTTGATAAGATTCCTAGT TTGACCATGEACCATACATATGAGTIGGTCTGATTATGTAATTTAGET
+

2a7 260 zio 280 290 300 310 20 330 340 a0 360 E
» pBNAR_SHMT _N... 1) TTCCCTGAGCTTGT T TCITGCGCACCCAT TCCTGRAARAGARCTCCARAATCGET CETARCCARGACGAAGACGAT I TCTGECTAARARTCARAGATCAGCGCTAGATCACACATTGATCAAGAACCCATTITET
«Seq SHMINtSA.. (1) TTCCCTGAGCTTIGTIT-TTECGCACCCATICCTGAAR-GAACTCCARAATCOGTCATARCGAACGAGGAAGACGATITETGGCTAARART CARAGAT GAGGCTAGATCACGACATTGATCARGAACCCATTITET

»Seq. SHMTNtSA... (247) TTCCCTGAGCTTGTITCTTGCGCACCCATTCCTGAARAGAACTCCAAAATCGGTCGTARCGAAGAGGARGACGATITGTGGCT AARARTGAAAGATGAGGCTAGATCAGACATTGATCARGAACCCATTTITGT
Consensus  (247) TTCCCTGAGCTIGTITCTTGCGCACCCATTCCT GAARAGAACTCCARAATCOGT CETARACGAAGAGGAAGACGATITCTGECT AARART GAAAGATGAGGCTAGATCAGACATTGATCARGAACCCATTTITET
+ +

300 390 200 a0 220 a30 a0 250 a60 a1 80 4% 500 512

»pBINAR SHMT N... (134) CTACT TACTACATAACTTCAATCTIGECTCATGATTICTAT GCAAAGGGCTTTAGCTAATCATCTITICAATGAAAT IGAGTAATTCAAGTICITCCTAGCAGCACTTITGTATGATCTITTTICCTAGGGGTGCTCAC
« Seq. SHMTNESA... (134) CTACT TACTACATAACT TCAATCTIGGCTCATGATICTATGGAAAGGGCTTTAGCTAATCATCTTICAATGAAATIGAGTAAT TCAAGTCITCCTAGCAGCACTITGTATGATCTTITTCCTAGGGETGCTICAC
» Seq. SHMTNESA... (380) CTACT TACTACATARCTTCARTCTIGGCTCATGATTICTATGGARARGGGCTTTAGCTARTCATCTITTICAATGARATIGAGTAATTCAAGTCTITCCTAGCAGCACTTITGTATGATCTTTTCCTAGGGGTGCTCAC
Consensus  (380) CTACT TACTRCATARCTTCARTCTTGECTCATGAT I CTAT GoARAGEGCTTTAGCTARTCATCT T TCART GARRT TGAGTART TCRAAGTCTITCCTAGCAGCACTTTIGTATGATCTTITTCCTAGGGGTGCTCAC

513 .520 530 ?40 .SEO 560 570 580 ?95 .ﬂ)ﬂ .Gl.a .Szl) 630 “1s

= pBIRAR SHMT _N... (267) AGAGGATTGCTCACAAGAT AT AAT TAARGCTGT TATAGCTGAT T TARGGGCAGT TARAGAAAGGGACCCAGCTIGTATTAGTTAT G TACACTETTICTTGAATTITARACGGTTTTTAGCATGTCAAGCTCAT
« Seq. SHMTNESA... (267) AGAGGATTGCT CACAAGATATAAT TAAAGCTGTTATAGCTGATT TAAGGGCAGT TARAGAAAGEGACCCAGCTIGTAT TACTTATGTACACTGTTICT TGAATTTTARAGEGTTTTTAGCATGTCAAGCTCAT
* Seq. SHMTNtSA.. (513) AGAGGATIGCTCACAAGATATART TARRGCTGT TATAGCIGAT I TAAGGGCAGT TARAGARAGGGACCCAGCTIGIATTAGTTAT GTACACTGITICT IGAAT T ITARAGGGTTITTAGCATGTCAAGCTCAT
Consensus  (513) AGAGGATIGCTCACAAGAT AT ART TARAGCTGTTATAGCTIGAT T TARGGGCAGI TARAGARAGGGACCCAGCTIGIATTAGTTATGTACACTGITICITGAATTTTARAGGGTITITTAGCATGTCAAGCTICAT

646 660 &0 sao 630 [0 o 120 730 740 S0 760 e

»pBINAR SHMT N... (400) AGGATTGCACATAAATTATGGTCARAT CETAGGCARATITTGGCACT T TTGATACAAARCAGGGTATCTGAAGTTITIGCTGTICGACATACATCCTIGGTGCTARAATIGETARAGGGATTTTACTTIGATCATS
«Seq. SHMINESA... (400) AGGATTGCACATAAATTATGG I CARATGGTAGGCAARTTTIGGCACT T T TGATACARARCAGGGTATCTIGAAGTTITIGCTIGTCGACATACATCCTGGTGCTAARATTIGGTARAGGGATTTTACTITGATCATG
»Seq. SHMTNtSA... (646) AGGAT TGCACATAAATTATGGICARATIGGTAGGCAARRT T TIGGCACTTTIGATACARARCAGGGTATCTIGAAGTITITIGCIGTCGACATACATCCIGGTGCTARARATIGGTARAGGGATTIITACITGATCATG
Concenmus  (648) AGGAT TGCACATAARTTATGGTCARATGETAGGCAART T TTGGCACT T T TGATACARARCAGGGTATCTIGAAGTITITTIGCTGT CGACATACATCCTGGTGCTAARATTGGTARARGGGATITTACTITGATCATG

Ti9 90 BoD o 8zo0 B30 Bao o 860 10 oo 890 500 91
»pBIRAR SHMT_N... (533) CTACTGGAGTTGTICGTTGGTGAAACTGCTGTGAT TGGARATAATGTGTCAAT TITGCATAACGTGACATTGGETGGAACTGGCAAAATATCTGGGEATAGACATCCTAAAATTGGTGATGGGEGTITIAATTGS
«Seq. SHMINtSA... (S33) CTACTIGGAGITGTCGTIGGTGARACTGCTIGTGATIGGARATAATGTGTCAATTITGCATAACGTGACATTGGGTIGGAACTGGCARRATATCTIGGGEGATAGACATCCTARAATIGGTGATGGGGTITTAATTGSE
» 5eq. SHMTNtSA... (779) CTACTIGGAGITGICGTITGGIGRRACTGCIGTGAT IGGARRTARTGTGTCAATIITGCATARCGTGACATIGEGIGEAACTGGCAARATATICTGGGCATAGACATCCTRARRTIGGTGATGGGGTIT-AATTIGE
Consensus  (779) CTACTGGAGTTGTCGTTGGTGARACTGCTGTGATTGGARATAARTGTGTCAATTTITGCATAACGTGACATTGGGTGOAACTGGCAARATATCTGGGGATAGACATCCTAARATTIGGTGATGGGETITTAATTGS

+

912 920 930 940 0 960 &0 980 590 1ooo 100 1020 1o3o 1044
»pBMAR SHMT_N... (666) TGCTGGARCTITGTGTTCTITGGARAT GT TATAATTGARGATGEAGCT ARAATTGEGGCAGGGTCCGTGGTGCTGAAGAAAGTTCCGGCGAGEACTACCGCCGTTIGGEARTCCGGCGAGETTGCTCGEGAGGGARG
« Seq. SHMTNtSA... (666) TGCTIGGARCTITIGIGITCITGGARATGITATAATTGARGATGGAGCTARAATT CCGTGGTIGCTGAAGAARAGTT GGACTACCGCCGTIGGGARTCCGGCGAGGTTIGCIC GGGAAG
»Seq. SHMTNtSA... (912) TGCTGGAACTITGEGTTCCTGGARATGITA-ARTTGARGATGGAGCTARR
Consensus (912) TGCTGGAACTTGTGTTCTTGGARATGTTATAATTGARGATEGAGCTARAAATT TCCGTGGTGCTGAAGRAAGTITC GEACTACCGCCETTGGEARTCCEGCEGAGGTTGCTCGGAGGGAAG
+ + +
1045 1050 1060 1070 1080 1090 1100 110 2

» PBIMAR SHMT_N... (799) GARAATCCARAGAARCTTGATARGATTICCTAGTTIGACCATGGACCATACATATGAGTGEGICTGATTATGTAATTITAG
«Seq. SHMTNISA... (799) GARAATCCARAGARACTTG
» Seq. SHMTNISA... (=959)

Conesnmus (1045) GARAATCCARAGAARCTTGATAAGATTCCTAGTTTGACCATGGACCATACATATGAGTGGTCTGATTATGTARTTTAG

Supplementary Figure 1: Cloning and sequencing analysis of NtSAT4 gene overexpression constructs, Sequencing result using
35S forward and NtSAT4 reverse primers for the (A) Cytosolic targeted NtSAT4 (B) Plastid targeted NtSAT4 (C) Mitochondrial
targeted NtSAT4 sequences.
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