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Supplementary Information

Table S1 Gene Ontology (GO) categories altered in Saccharomyces cerevisiae under various stress conditions (as predicted by

STEM)
Nltrogen Heat Shock H,0, Cumulative Alias Function Complex
Depletion
YKL148C YKL148C YKL148C ~ SDH| Succinate dehydrogenase
flavoprotein subunit
YLLO041C YLLO041C YLLO041C YLLO041C SDH2  Succinate dehydrogenase ETC
. Complex II
YKL141W YKLI141W YKLI4IW ~ spH3 Succinate dehydrogenase
cytochrome b
Succinate dehydrogenase
YDR178W YDR178W YDR178W SDH4 .
anchor subunit
YBL045C YBL045C YBL045C YBL045C CORI1 Peptidase family M16
Ubiqunol-cytochrome ¢
YHROOIW- A YHRO01W-A YHROOIW-A QCRI10 oxidoreductase complex
subunit
Ubiquinol--cytochrome-c
YIL166W YIL166W YIL166W QCRS8 reductase subunit VIIT ETC Complex bel
YGRI183C YGRI183C YGRIS3C ~ QCRry Ubiquinol cytochrome-c
reductase subunit 9
YEL024W YELO24w  Rripp  Ubiquinol eyt-c reductase
iron- sulfur protein
YGL191W YGL191W COX13
YJLOO3W YJLOO3W YJLOO3W COX16
YDR231C YDR231C YDR231C  COX20 ETC Complex Cyt ¢
YGLI187C YGLIS7C ~ COX4 oxidase
YNLO52W YNLO52W  COXS5A
YHROS51W YHROS1W YHRO51W COX6
YBLO030C YBL030C PET9 ADP/ATP carrier protein
ADP ATP Exchange
YMRO56C YMRO56C AAC1 ADP/ATP carrier protein
YNROOIC YNROOIC YNROOIC CIT1 Citrate synthase
YLR304C YLR304C YLR304C ACO1 Aconitate hydratase
(aconitase)
YORI136W YORI136W IDH2 Isocitrate dehydrogenase
YIL125W YIL125W KGD1 Alpha-ketoglutarate
dehydrogenase TCA Cycle genes
YDR148C YDR148C YDR148C YDR148C KGD2 2-oxoglutarate dehydrogenase
YOR142W YOR142W LSC1 Succinyl-coa ligase alpha
subunit
YGR244C YGR244C YGR244C LSC2  Succinyl-coa ligase
YKLO85W YKLO085W YKLO85W YKLO85W MDH1 Malate dehydrogenase
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Table S2 Gene Ontology (GO) categories altered in response to glucose starvation stress in Schizosaccharomyces. pombe. The data
was sourced from the diploma thesis “Global Transcriptional Responses of Fission Yeast to glucose starvation stress” authored by
Michael Sassen, Department of Molecular Genetics and Microbiology, Stony Brook University, New York

Profile No. GO No. GO category p-value No. of Genes assigned
GO0:0005739 Mitochondrion 0.001900 27
GO0:0031966 mitochondrial membrane 0.003300 11
31 GO0:0005740 mitochondrial envelope 0.009200 11
GO0:0005743 mitochondrial inner membrane 0.000570 11
GO:0006118 electron transport 0.003100 9
G0O:0006811 ion transport 0.240000 5
30 G0:0042221 response to chemical stimulus 0.000014 12
G0O:0006950 response to stress 0.000057 19
29 GO:0005739 mitochondrion 0.060000 12
GO:0006118 electron transport 0.010000 5
GO:0009060 aerobic respiration 0.000043 8
GO0:0005739 mitochondrion 0.120000 20
24 G0:0031966 mitochondrial membrane 0.009800 10
GO:0005740 mitochondrial envelope 0.003300 12
GO:0005743 mitochondrial inner membrane 0.007100 9
GO:0006118 electron transport 0.080000 6
GO0:0005739 mitochondrion 0.004100 18
17 GO0:0031966 mitochondrial membrane 0.000008 12
GO:0005743 mitochondrial inner membrane 0.000210 9
G0O:0006118 electron transport 0.040000 5

Table S3: List of genes and the corresponding primers for mitochondrial electron transport chain

Genes Primer Name Sequence 5' ---->3' Primer length Primer Tm Product Length
Complex I

NDEI NDEIF ttttgggtectaagggatct 20 58.65 163
NDEIR ttagcatgggtcattttcca 20 58.97

NDE2 NDE2F gaatgggacatgctcaacag 20 59.09 214
NDE2R aagcggatttccaaaacaag 20 59.20

NDII NDIIF gtgaaaggcagcaacaacat 20 58.78 243
NDIIR ggatcccaggtatgctaagg 20 58.48

Complex I1

SDH1 SDHIF attaacctgtgectcccaaa 20 59.43 219
SDHI1R acagttggaggtacggaagg 20 59.06

SDH?2 SDH2F tegtactggtggaaccaaga 20 59.13 204
SDH2R ttcagcaatagccaaaccag 20 58.92

SDH3 SDH3F aatgtggccagtgaaatgaa 20 58.98 157
SDH3R taagcaccaacgaaatacgg 20 58.70

SDH4 SDH4F tatcccatttttgeecgtat 20 59.15 196
SDH4R atcagctgcagtggataacg 20 58.90

Complex I1T

CYCIF ccggttctgctaagaaaggt 20 58.46

cycl CYCIR cccacaacacgtttttcttg 20 59.07 180
CYTIF ttgttgaccggttatcetga 20 58.97

CYTl CYTIR aaggtggtaacgtcctttge 20 59.10 182

CORI CORIF tttatgggggttctctacgg 20 58.90 180
CORIR tcattgacgggattaccaga 20 58.92
CR2F tttgaagaagggcaaggact 20 58.91

R2 Q !

QC QCR2R atggcaagttggaaacatca 20 58.98 70
CROF gataaccgttgtgectgttg 20 59.05

R6 Q 164
Qc QCR6R cttcctcatcttcgtegtea 20 58.96
QCR7F gtgttccagttgccaatcag 20 59.14

QCR7 QCR7R ctcttgggctttgatccatt 20 59.13 221
QCRSF gtggtccaaagcaaaaaggt 20 59.08

QCRS QCRSR accgttcttccaccagtace 20 58.92 170
QCROF acgaaacgctgtttttgttg 20 58.87

QCR9 QCROR actcatcatcgtcgtcteca 20 59.21 164

QCRI10 QCRI10F tggegtacacttctcatctg 20 57.41 150
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QCRI0R acttaggccatccttctgtga 21 58.80

RIP1 RIP1F gteggtgctatgggtctttt 20 59.06 234
RIPIR caaagcggacatatccacac 20 59.00

Table S3 continued...
Genes Primer Name  Sequence 5' ---->3' Primer length Primer Tm Product Length
Complex IV

COX4 COX4F aagccagccacaagaacttt 20 58.98 220
COX4R gtttggtgtcgaaaacatcg 20 59.02

COX5A COX5AF  acgctgctgtaatggatetg 20 58.90 230
COXS5AR  tagtaggcctgcagcaacac 20 59.10

COX5B COX5BF  cagaacgtcaaaagcttcca 20 59.05 172
COX5BR  ccaaagagcccaaatgagat 20 59.13

COX6 COX6F acctggtgcttatcatgcaa 20 59.15 206
COX6R caataacagcaggagcagga 20 59.02

COX7 COX7F cagaaaatcttccaatcttcca 22 58.30 155
COX7R gecttettggctttgatace 20 58.79

COX8 COX8F tgccaacagatgattagaacg 21 58.78 166
COX8R cgaagaacccgaaatgagat 20 59.13

COX9 COX9F getccaattactggtacgatca 22 59.11 165
COX9R ctcttgcetttttcctctcage 21 58.47

COX12 COXI12F atttccccaacaaaaccaaa 20 59.15 152
COXI12R  cccatttttcgatccagtct 20 58.98

COX13 COX13F ccagataaagtggcagetca 20 59.02 164
COXI13R  tcagcatgctecttttcaac 20 59.00

Complex V

ATP1 ATPIF tgccattaacgttggtttat 20 58.94 151
ATPIR ggaggcatctaaatcggaac 20 58.60

ATP2 ATP2F tgtcgecgaagtctttactg 20 59.07 168
ATP2R geggctaacttttcagettt 20 58.79

ATP3 ATP3F taaagatgccccaactttce 20 59.02 193
ATP3R ctcaaatttgccgaatgatg 20 59.11

ATP4 ATP4F ccgatgcaagaatgaagaaa 20 58.84 172
ATP4R aaggcttcgctttcaagtte 20 58.72

ATP5 ATPSF cgtctgactttggegtttta 20 58.96 171
ATPSR ctggcttaaccacgttttcc 20 59.61

ATP7 ATP7F tcgatgcctccaaacaatta 20 59.11 237
ATP7R caggtacgtcccatttacce 20 59.17

ATP14 ATP14F acccaccacaaaaaccaaat 20 59.05 174
ATP14R ctttggtttcctcageatca 20 58.85

ATP15 ATPI15F gectggaggaaagetggtat 20 60.60 157
ATP15R aagctgeagtgecattttta 20 58.58

ATP16 ATP16F ttcccaccgttgaacaatta 20 58.87 219
ATPI16R ccctggeatcagatgaacta 20 58.67

ATP17 ATP17F gegeattgctaatgttgtte 20 59.33 150
ATPI17R cctagagcaaaatgccacaa 20 58.92
TIMI11F caggcacagtacgaggagaa 20 59.03

TIMI1 TIMI11R aagcttccttcagggattca 20 58.86 178
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Table S4: List of genes involved in the Iron and Copper transport and their corresponding primers

Genes Primer Name Sequence 5' ---->3' Primer length Primer Tm Product Length
Ferrireductase
FRE1 FREIF ctggttccagtgttgaggac 20 58.11 179
FREIR cccgeaggaataaaaggtaa 20 59.07
FRE2 FRE2F caacaggatgagaaggctga 20 58.96 212
FRE2R geggtttcattcetcacttt 20 59.17
FRE6 FREG6F atggcgatcaaaaatccttc 20 58.98 183
FRE6R gaagcttgtcagttcggtca 20 59.01
FRE7 FRE7F ttggactgggtggtaagaca 20 58.98 185
FRE7R tcactggcggtgtctattgt 20 59.17
High-Affinity
Fe Transport
FET3 FET3F agcatgccttcattectace 20 59.15 204
FET3R cctgacgcetcttcattttca 20 59.00
FTRI FTRI1F caacccagaactggacaatg 20 58.98 199
FTRIR tcctgggttcaagtgtttca 20 59.11
Siderophore
Fe Transport
ARNI ARNIF catggcgacagttacagctt 20 58.95 157
ARNIR tggagattcgtaggcagttg 20 58.87
ARN2 ARN2F gacctggctacagcagcata 20 59.05 151
ARN2R ggaacataggcgcetgaaaat 20 59.19
ARN4 ARNA4F cggctctagtttagggatgg 20 58.81 188
ARN4R cagtaaagccacgcaagaaa 20 59.11
FIT1 FIT1F ctagggatgcccaatetgtt 20 59.01 166
FITIR cccgtgtaattcacgatttg 20 58.89
SIT1 SIT1F caagcatccgctaaaactca 20 59.06 169
SITIR cttgtgcagctaaggttgga 20 59.07
Low-Affinity
Fe Transport
FET4 FET4F ccgaatcgttcaacatgaag 20 59.12 232
FET4R caaaccggaagcaatacaaa 20 58.67
FETS FETSF aggccgatggtgagagatac 20 59.12 152
FETSR acgggtgcctcaataaagac 20 59.06
High Affinity
Cu Transport
CTRI CTRIF aagaggtgggacatccaaag 20 58.99 243
CTRIR tcctgagtetgtggeacaat 20 59.26
CTR3 CTR3F actcgccagaggagtacgtt 20 58.97 171
CTR3R ctggctcgttcaatctectt 20 59.43
Low Affinity
Cu Transport
CTR2 CTR2F atatcaagaccctgectgga 20 59.51 200
CTR2R tgagaatcccacttgcaaac 20 58.70
Cu Chaperones
& Related genes
ATXI ATXIF aatgtcgtcatgacctgetc 20 58.67 174
ATXIR aacttcctttccggttttctt 21 58.31
cce2 CCC2F geteggteagtgtegttcta 20 59.04 178
CCC2R attagtccggcectgtgattc 20 59.01
COX17 COXI17F gtgcgaggacaaacctaage 20 59.88 153
COX17R ggaacttcgaagccataace 20 58.65
cesi CCSI1F gtgggaagacctttetgage 20 58.87 223
CCSIR gccaaggeatcttttetcte 20 59.01
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Table S5 MAPPFinder results for genes in GO categories altered in various experimental conditions. (a) Calorie
restriction (b) Hxk2 deletion (c) Hap4 over-expression (d) Nitrogen depletion (e) H,0, (f) Heat Shock

a)
Gene Ontology ljhu;:g:; r:el;I:ubrilli Number in GO % Changed % Present
GO ID GO Term
45333 cellular respiration 28 94 98 29.78723 95.91837
5739 mitochondrion 200 928 967 21.55172 95.96691
5740 mitochondrial envelope 57 195 211 29.23077 92.41706
31966 mitochondrial membrane 51 171 187 29.82456 91.44385
5743  mitochondrial inner membrane 44 143 158 30.76923 90.50633
5746 mitochondrial electron transport chain 11 25 30 44 83.33334
15075 ion transporter activity 46 140 153 32.85714 91.50327
46873 metal ion transporter activity 17 44 44 38.63636 100
16209 antioxidant activity 4 18 18 22.22222 100
b)
Gene Ontology Number Number Number in GO % Changed % Present
changed measured
GO ID GO Term
45333 cellular respiration 57 94 98 60.6383 95.91837
5739 mitochondrion 362 928 967 39.00862 95.96691
5740 mitochondrial envelope 98 195 211 50.25641 92.41706
31966 mitochondrial membrane 87 171 187 50.87719 91.44385
5743 mitochondrial inner membrane 77 143 158 53.84615 90.50633
5746 mitochondrial electron transport chain 22 25 30 88 83.33334
15075 ion transporter activity 66 140 153 47.14286 91.50327
46873 metal ion transporter activity 20 44 44 45.45454 100
16209 antioxidant activity 7 18 18 38.88889 100
)
Gene Ontology cNhualzge?; nl:el;TubrceI;i Number in GO % Changed % Present
GO ID GO Term
45333 cellular respiration 54 94 98 57.44681 95.91837
5739 mitochondrion 436 924 967 47.18615 95.55326
5740 mitochondrial envelope 104 194 211 53.60825 91.94313
31966 mitochondrial membrane 95 170 187 55.88235 90.90909
5743  mitochondrial inner membrane 81 142 158 57.04226 89.87342
5746 mitochondrial electron transport chain 21 25 30 84 83.33334
15075 ion transporter activity 72 140 153 51.42857 91.50327
46873 metal ion transporter activity 17 44 44 38.63636 100
16209 antioxidant activity 11 18 18 61.11111 100
(d)
Gene Ontology ?hl;n;g:; nljel:::)reerd Nu"ggr " % Changed % Present
GO ID GO Term
45333 cellular respiration 61 94 98 64.89362 95.91837
5739 mitochondrion 407 933 967 43.62272 96.48397
5740 mitochondrial envelope 109 196 211 55.61224 92.891
31966 mitochondrial membrane 95 172 187 55.23256 91.97861
5743 mitochondrial inner membrane 83 144 158 57.63889 91.13924
5746 mitochondrial electron transport chain =~ 23 25 30 92 83.33334
15075 ion transporter activity 70 140 153 50 91.50327
46873 metal ion transporter activity 21 44 44 47.72727 100
16209 antioxidant activity 13 18 18 72.22222 100
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e)
Gene Ontology ltlumber N"lecr Number in GO % Changed % Present
changed measured
GO ID GO Term
45333 cellular respiration 47 94 98 50 95.91837
5739 mitochondrion 375 933 967 40.19292 96.48397
5740 mitochondrial envelope 85 196 211 43.36735 92.891
31966 mitochondrial membrane 70 172 187 40.69767 91.97861
5743  mitochondrial inner membrane 61 144 158 42.36111 91.13924
5746 mitochondrial electron transport chain 15 25 30 60 83.33334
15075 ion transporter activity 41 140 153 29.28572 91.50327
46873 metal ion transporter activity 16 44 44 36.36364 100
16209 antioxidant activity 16 18 18 88.88889 100
D
Gene Ontology ?Jumber Nu'flber Number in GO % Changed % Present
changed measured
GO ID GO Term
45333 cellular respiration 44 94 98 46.80851 95.91837
5739 mitochondrion 284 933 967 30.43944 96.48397
5740 mitochondrial envelope 68 196 211 34.69388 92.891
31966  mitochondrial membrane 59 172 187 34.30233 91.97861
5743 mitochondrial inner membrane 49 144 158 34.02778 91.13924
5746 mitochondrial electron transport chain 13 25 30 52 83.33334
15075  ion transporter activity 24 140 153 17.14286 91.50327
46873 metal ion transporter activity 6 44 44 13.63636 100
16209  antioxidant activity 10 18 18 55.55556 100





<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles false
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends false
  /DetectCurves 0.0000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize false
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage false
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile (Color Management Off)
  /AlwaysEmbed [ true
    /MyriadPro-Regular
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages false
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth 8
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /FlateEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages false
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth 8
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /FlateEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages false
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /FlateEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENG ()
    /ENU (Use these settings to create Adobe PDF documents suitable for reliable viewing and printing of business documents.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [595.276 779.528]
>> setpagedevice


