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Figure S1
a. glk Glucokinase

One of the detected TSSs of the glk gene (g/kP1-P2) is different from one previously
reported by one nucleotide (36).
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400 glkP1-P2
Name: alkp 300 glkP3-P4
H: 2507483 o
Sequence: iacagggagectgectticeggeatigtiotiatgcececaggtatiacagtotgagaAagaatiatitgactiage

100

CTCCCC teAg APAGA AT TATTTTGACFTTAGCGGAGCAGT TGAAGAATGACAAAGTATGCATTAGTCGGTGATG TGGGCGGCAC
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a. glk Glucokinase
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Sequence of the JM101 sample.

glkP3-P4 C
_ Sequence of the JM101 sample.
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TTTTTTTTTTTTTTTTCTTTAGCGGAGCAGTTGAAGAATGACAAAGTATGCATTAGTCGGT GATGTGGGCGGCACCAACGCACGT CTTGCT CTGTGT GATA

580 620 630 640
TTTAGCGGAGCAGTTGAAGAATGA CAAAGTAT GCATTAGT CGGTGATGTGGGCGGCACCAACGCACGTC
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TTTTTTTTTTTTTTTTNAAAGAATTATTTT GA|C
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Sequence of the JM101 sample.
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b. pgi Glucosephosphate isomerase

pgiP1-P2 A
TTTTTTTTTIAIAAGTCACAATTCTCAAAATCAGAAGAGTATTGCT AATGAAAAACATCAA
640 650 660 670 680 690
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Sequence of the JM101 sample. 200

pgiP1-P2
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TTTTTTTTTTIAIAAGT CACAATTCTCAAAATC AGAAGAGTATTGCT  AATGAAAAACATCA
620 630 640 650 660 670
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- Sequence of the PB11 and PB12 mixt sample.

The detected TSS of the pgi gene is the same as the one previously reported (37).

Name: pgip
+1: 4231745
Sequence: acattacgctaacggcactaaaaccatcacattttictgtgactggegctacaatcticcAaagtcacaaticicaaaate

Start codon
pgiP1-P2 A




c. pfkA 6-Phosphofructokinase |

Name: pikAp2 tmRNA
H: 4105497
sequence: accgccatttggc tgac tgaatcaattcagcaggaagtgattgttatactatttgcac ttcgt

One of the detected TSSs of the pfk4 gene (pfkAP1-P2) pfkAP3-P4

is the same as the one previously reported (39).
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c. pfkA 6-phosphofructokinase |

STTTTTTTTTTTTTTTTT®TCGTTGGAI CACTT CGAIGTGCAAGAAGACTT CCGGCAACAGATTTCATT
570 580
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h pfkaP3-P4
Sequence of the JM101 and PB12 mixt sample.
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ATTTTTTTTTTTTITTTT TTTTGCATTCCAAAGTT CAGAGGTAGT CATGATTAAGAAAAT CGGT
620 630 640 650 660

Sequence of the JM101 sample.
pfkAP3-P4
Two independent experiments were performed for this gene.
pfkAP1-P2 pfkAP3-P4
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d. tpiA Triosephosphate isomerase

tpiA P1-P2
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Genomic seq. CGARN ATACT CTGCGGGGCGGC J i . A
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Start codon

ACCTGCTGCCCTGCGGGGCGGCCATCTTCC TTTTTT CGCTCTAAGCGYGGAG AAAAAAAAA ccaoc
740
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Sequence of the JM101 sample.
A previously reported TSS of the tpiA gene was not detected (40).

Name: IPIAp
e 4109547

sequence: {CtatactgtticacagaccigetgecctgeggggeggecateticetitattegetiatAagegtygagaattaaas




d. tpiA Triosephosphate isomerase

tpiAP1-P2

tpiAP1-P2 A

PB12 ~=======-! | : 3CGGGGCGE

IPIA ORF == m e e e e o o e e e
Genomic seq. 1GHK ATACEG SACCHGCHGCCCRGCEEE6C06C

ruler cea8200......430...... U v v v e e o200 0w 200 s

IGNT AACNNT CNTTTTTTTTTTITTTITIT TT|AIGA CCTGCTGCCTTG CGGGGCGGCCAT CTTCCTTTATT CGCT CAT AAGCGTGGAGAATTAAAATC
550 560 600
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Sequence of the PB11 sample.
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e. gapA Glyceraldehyde 3-phosphate dehydrogenase A

5 A nucleotide sequence for
~N . .
§ Q;{x Qéo & 80 this band was not obtained
S < N L v
Ladder pb) - = > 2 =
400 gapAP1-P1a
300
23S rRNA
200
The detected TSS of the gapA4 gene is the same as one previously reported (41,43).
Name: “gapAp1
1860759
+1: : o
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Sequence: -35
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Start codon

hc CcT T TTATT CACT AACAAAT AGCTGGTGGAAT ATATGACT AT CA AAGT A
630 40 650 660

Sequence of the JM101 sample. \ m

LU LA



e. gapA Glyceraldehyde 3-phosphate dehydrogenase A

gapAP1-P1a

TTTTTTTTTTTTTTTTTTIARPCCT TTTAT T CACTAACAAAT AGCTGGTGGAAT AT ATGACT AT CAAAGT AGGT
500 51 520 530 540 550 560

O P

Sequence of the JM101 sample.

r T T T T TT T TT 777 777 77T 7JJARAPCCT TTTATTCACTAACAAAT  AGCTGGTGGAAT AT ATGACT AT CAAAGT AGGT
630 640 650 660 670 680 690

Sequence of the PB12 sample.

NTTTTTTTTTTTTTTTTTTIARPCCT TTTAT T CACT AACAAAT AGCTGGTGGAAT ATATGACTAT CAAAGT AGGT
740 750 760 770 780 790 800
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Sequence of the PB12 and PB12rpoS- mixt sample.

gapAP1-P1a



f-1. epd D-erythrose 4-phosphate dehydrogenase

The detected TSS of the epd gene is the same as the one previously reported (45). 54%%
Name: epdp 300 epdP1-P2
H: 3071845
- aatqtcttctthq:tqqacaaau:|att\:ctttt|attccacqtttccﬂcttatcctlaqctgachqttt:aqthatta 200
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ruler ©




f-2. pgk, Phosphoglycerate kinase.

A previously reported TSS of the pgk gene was not detected (45).

500 Name: epdp
400 +1: 3071845
_: lJatgtctictt 1:‘17.._!" l l 'I.x':.A: JT!
300 Sequence: = -1
200
pgkP3 A
100 M
TTGCCTCCCT CGCGCCAT CAGIA]TGGGGCTTTGCTAACCGAATG CT CGACACGACGTT TAGCTATGGCTACTGTTGC
10 20 30 40 50 60 70
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PB11,PB12 —————————————————————— cccEceeee GAATGCTC CGACGTTAGCTATGGCTACTGITGCTTTCAGET
Genomic seq. GCACACCRGARCARANCCRICCECIGCRGCGATAAC GAATGCTCGACACGACGTTAGCTATGGCTACTGTTGCTTTCAGGT
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PGK ORF T T T T T T T T T T T T T e e e
ruler O« cvunn. 360....... 370. e e e o .. 380....... 390....... 400....... 410....... 420....... 430....... 440....... as

PB11,PB12 ARGACG
Genomic seq. AAGACG -
JM101 ——————————

Seql;ence of’the JM‘i01 sample.



g. gpmA Phosphoglyceromutase A

400
300 gpmAP3-P4 One of the detected TSSs of the gpmA gene is different
gpmAP1-P2 from one previously inferred by two nucleotides (46).

Name: gpmAp

200 H: 786852
- tttl:c;n:tatqqttatql:qtaaq-:gn:ttn:c;thcc;qn:qaqaattl\ttatcatta

Sequence: -35 -10 +1

100
gpmAP1-P2
Sequence of the JM101 sample.

gpmAP3-P4

nGCcCAT TGCTGT TGC TT CGTCGCGGCAATATAATGAG AlA TATTATCATTAAAAGATGATTTGAGGAGTAAGTAT
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AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA

c TTCAgGlAa
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cccTceCcGCCATCAG
10

Sequ PB11 and PB11rpoS- mixt sample.

TTTTTTTT secTeTAA

TATTATCATTAAAAGATE ATTTGCAGGAS

Sequence of the PB12 and PB12rpoS- mixt sample.

TCCCTCGCGCCATC AG|a
20 3o

JM101 \TCAGALTATT, TTi \GATGA
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PB12,PB12rp0S- » === m mm m e GCG dATATTATCATTAAAAGATG]
gpmA ORF
Genomic seq.

PB11, PB11rpoS- -
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h. eno Enolase

enoP7-P8
enoP6
enoP4-P5 mc”cmccccmc&cmwm@oo > 2
enoP4-P5 l l l l
enoP7-P8 Sequence of the PB12 and PB12rpoS- m|xt sample.
PB12JrM<1g!
Genomic seq. GAGATCATCGARGEECC CCEEGETICEEGECITGCCAGTIECCATCCGGAGTIPTACTTCEACTCCACGEGATGETCACCCEGCTICTETGCAGGCT
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ruler o

JM101
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Genomic seq.
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h.1. eno Enolase
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enoP6 A

Sequence of the PB11 and PB11rpoS- mixt sample.

Sequence of the JM101 sample

cr o«

Sequence of the PB12 and PB12rpoS- mixt sample.

Sequence of the JM101 sample.
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enoP4-P5 T

TCCT CCCCCGG AGCTTCAQGT]
54

TTAACTAGTGACTTGAGGAAAACCTAATGTCC AAAATCGTAAAAAT c
80
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TIAAC TAGTGACTTGAGGAAAACCTAATGTCC AAAATCETAAAAAT C




h.2 eno Enolase

Four independent experiments for this gene produced the same results.

enoP7-P8

enoP6

enoP4-P5

enoP7-P8

enoP6

enoP4-P5
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500
400

300

enoP7-P8

enoP6

200 enoP4-P5

100

500
400
enoP7-P8
enoP6 300
enoP4-P5

200

Three previously reported TSSs for this gene with long untranslated regions were not detected (47).



i-1 pykF Pyruvate kinase F

PB11, PB12
Genomic seq.
JM101
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PB11, PB12
pykA ORF
ruler

pykFP1-P2

NTTTTTTTTTTTTTTTTTCY
540 550

Sequence of the JM101 sample.

CCCAT CCTTCTCAACTTAAAGACTAAGACTGTCATGAAAAAGACCAAAATT
560 570 5

e i AL A

TTTTTTTIT TITTTTTFCFCCCATCCTTCTCAACTTAAAGACTAAGACTGTC
70 80 20 100 110

ATGAAAAAGACCAAA AT TC

b .

Sequence of the PB11 and PB12 mixt sample..

Start codon

Start codon
PykFP3 Sequence of the JM101 sample.
TT 7T @TﬂATAC CGGATTCGCTTTCCGGCAGTGCGCCCAGAAAGCAAGTTTCTCCCATCCTTCTCAA
10 20 60
M
4l

CCGGCAGTGCGCCCAGAAAGCAAGTTTC

R

Sequence of the PB11 and PB12 mixt sample..




i-2 pykA Pyruvate kinase A

Two independent experiments

pykAP3-P4
produced the same results. B KAP1P2
pykAP3-P4 G
cccccIcgecaGe G'TACTTQA'TTAAG GACGATCGC'AAAAACGAC'G'CAC'G'C
10 £OJ 30 50 60
PykAP3-P4
pykAP1-P2
L 1 1 ) P - )t i
Se uence of the JM101 sample.
q P pykAP1-P2 C Sequence of the
PB12 sample.
EE;EJC TAT ACGACAT CCGAA GAGA“Z»::'A“’A CGCCA’CGCGGCG“ "'CA"CGGA
pykAP3-P4 pykAP1-P2
JM10] == === ——— !
PYKAORF == =====————————————-
Genomic seq. \A
JM10] == ===============
PB12 == ======—————————
PB12rpoS—===============
ruler -

pykA ORF
Genomic seq.
JM101 A

PB12 AGA
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CCCTCGCGGCATCAQGRE TACTTAATTTAAGTGACGATCGCT ATAAACGACTGTCAC TGTCCT AATCT

10 20 30

() U;-l.j..a.’ A, 4

CCCCTICCCGCCATCAQGG|ITTACT AA
10 24

'51——

Wl #11 nl AT hm M 1‘“

CGCGCCAT CA TACTTAAT T AAGTGACGAT CGCTAAAAACGA CcCTGT CACTGT C CTAAT T
TP

al

TAAGTGACGATCGCT AAAAACGAC TGT CAC GTCC AATC

40
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i-2 pykA Pyruvate kinase A
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TATACGACATCCGAATGAGATTAATTTATCGCCAT CGCGG
a0 100 110

- P

Sequence of the JM101 sample

TAT ACGACA CCGAAT GAGA TAATTTATCGCC
100
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Sequence of the PB12 sample.

[T AT ACGA CAT CCGAATGAGAT TAATTTAT CGCCAT CGCGG!
610

T

pykAP3-P4 G

Sequence of the PB12 and PB12rpoS- mixt sample.
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pykAP1-P2 C

Sequence of theJM101 sample



j-1 pdhR Transcriptional regulator of the Pyruvate dehydrogenase

(4 .
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400
300
pdhRP1-P2
200
The detected TSS of the pdhR gene is the same

100 as the one previously reported (51,52).

Name:  PdhRp

H: 122034

Sequence: -3 ~10 +1

pdhRP1-P2 A /

JM101
Genomic seq.

PB11

PB11rpo$S- »eeswewswewwewwe
ot —— °"§l§3°°°3|€:2:3 mmmm
PB12rpoS- ================ GA
43
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Jj-1 pdhR Transcriptional regulator of the Pyruvate dehydrogenase

pdhRP1-P2 A_
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CCTCCCCCGCCCCATCAGACAGACATGAAATTGGTAAGACCAATTGACTTTGGCAAGTGGCTTAA
10 20

. ’t“ “* “ M\‘ "*Hfﬁl H“lh“h -,il.' n

CcCCTCcCccCccCcTCcoGgCcCGGococAaAT CAGIAEAGACATGAAAT ITITGGT A AGACCAAT TG ACT T CGGCOCAAGTGGCOCTTAAGAC AGGAA
20 “
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j-2 aceE Pyruvate dehydrogenase E1p subunit

aceE P1-P2

TTTTTTTTTTTTTTT A CAGGTTCCAGAAAACT CAACGTTATTAGATAGATAAGGAATAACCCATGTCAGAACGTTT
10 20 30 40 50 60 70
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Sequence of the JM101 sample.

aceE ORF
ruler

aceEP1-P2 G Start codon

Name: aceEp
+1: 122970
Sequence: aagcgcggcaactaaacgtagaacctgtcttattgagctttccggecgagagticaatgggAcaggtticcagaaaactcaac

The detected TSS of the aceE gene is different from a previously reported by one nucleotide (50,51).



k. poxB Pyruvate oxidase

500

The detected TSS of the poxB gene is the same as the one previously reported (57,58). :zg
Name:  poxBp 200 ops
+1 910299 P
Sequence: ttagtgcctcctttctetceccatecctteccectecgtcagatgaactaaacttgttaccGttateac

100
two methodologies

poxBP1-P2

GCcCcTCCCT CGCGCC4T CAGIGITTATCACATT  CAGGAGATGGAGAACCATGAAACAAACGGTTGCAGC TTATATC
230 £ u) 250 260 270 280 2

Sequence of the
PB11 and PB12

mixt sample. | M/l ﬂ M AM ﬂ | ﬂ ﬂ
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TTTTTT|GIT T AT CACATT CAGGAGATGGAGAAT CCATGAAACAAA CGGTTGCAGCTTATA
20 830 840 850 860 870

p——

T
8

Sequence of the
JM101 sample.

JM101 ===

PB11,PB12 -==-%

Genomic seq. ICAGATGAACTARACTTGTTACCGITATCACATICAGGAGATGGAGAA
POXB ORF == e e e e b e e

L I AATCAGITATATCGCCAAAACA
ruler ------- 460 ------- 470.---... --------------------- oﬂ- ooooo éc ooooooo " e

CCC TGC CTCTCACG CCAA
| 20

Sequence of the PB11 and
PB12mixt sample.




I. acs Acetyl-CoA synthase

The detected TSS of the acs gene is the same as the one previously

reported (60,61).

Name: acsp2
+1: 4285414
N - atactaaacaaaactgccaataccecctacaltttaacgetitatgecacatattjattaacatCetaca
Sequence: = 5 r}c
/ acsP2-P3
acsP2-P3 C
------------------ CFTACAAGGAGAACAAAAGCATGAGCCAAATTCACAAACACACCATTC
700 71 720 730 740 750

Two different methodologies were
Utilized for the detection of the TSS.

ACS ORF === e e e mm i mmmmmm e e r

Genomic seq. ccch
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CCCCCCGGCCCC tCad

10

f

20

c

Sequence of the PB11 sample.
FTACAAGGAGAACAAAAGCATGAGCCAAATTCACAAACACACCAT
30 40 50 60

Start codon



