Supplementary Tables
Table S1. Upregulated steroid desmolase genes under cortisol-induction
	Gene ID
	Product
	log2FC
	FDR

	T363_RS0112715
	SDR family oxidoreductase
	8.1445
	0.0122a

	T363_RS0112710
	 hypothetical protein
	7.8876
	0.0131a

	T363_RS0112705
	 hypothetical protein
	7.1150
	0.0159a

	T363_RS0112700
	MFS transporter
	6.4112
	0.0197a

	T363_RS0112720
	LysR family transcriptional regulator
	1.4734
	0.0536


a Significant FDR (cut off < 0.05)

Table S2. Significantly upregulated transports under cortisol-induction
	Gene ID
	Product
	log2FC
	FDRa

	T363_RS0105190
	ECF transporter S component
	2.8034
	0.0403

	T363_RS0103805
	 ECF transporter S component
	1.9885
	0.0109

	T363_RS0107930
	MATE family efflux transporter
	1.7144
	0.0157

	T363_RS0109575
	 ferrous iron transport protein A 
	1.5840
	0.0157

	T363_RS0109580
	ferrous iron transport protein A 
	1.5038
	0.0091

	T363_RS0107585 
	MATE family efflux transporter
	1.4781
	0.0098

	T363_RS0109570
	 ferrous iron transport protein B
	1.3529
	0.0187

	T363_RS0110985
	MATE family efflux transporter 
	1.2013
	0.0091

	T363_RS0106225
	ECF transporter S component
	1.1965
	0.0218

	T363_RS0106900
	 small multi-drug export protein
	1.0506
	0.0091


a Significant FDR (cut off < 0.05)

Table S3. Upregulated motility genes under cortisol-induction
	Gene ID
	Product
	log2FC
	FDR

	T363_RS0103635
	fimbrial assembly protein
	2.3057
	0.2307

	T363_RS0100990
	flagellar biosynthesis anti-sigma factor FlgM
	1.1928
	0.0091a

	T363_RS0101245
	 flagellar biosynthesis protein FlgB
	1.0453
	0.0091a

	T363_RS0100985
	 flagellar export chaperone FlgN
	0.9955
	0.0157a

	T363_RS0101025
	PilZ domain-containing protein
	0.9039
	0.0161a

	T363_RS14875
	 flagellar basal body protein
	0.8793
	0.0094a

	T363_RS0101240
	flagellar basal body rod protein FlgC
	0.7846
	0.0091a

	T363_RS0101235
	flagellar hook-basal body complex protein FliE 
	0.5803
	0.0123a

	T363_RS0101085
	 flagellin
	0.5381
	0.0134a

	T363_RS0101010
	chemotaxis protein CheA
	0.4825
	0.0451a

	T363_RS0110430
	 flagellin
	0.4772
	0.0541

	T363_RS0100965
	 flagellar assembly protein FliW
	0.3856
	0.0404a


a Significant FDR (cut off < 0.05)

Table S4. Trending sporulation genes under cortisol-induction
	Gene ID
	Product
	log2FC
	FDR

	T363_RS0103245
	 stage III sporulation protein AB
	1.7991
	0.2307

	T363_RS0108880
	spore cortex biosynthesis protein YabQ
	1.7304
	0.2312

	T363_RS0105205
	stage V sporulation protein AE
	1.7172
	0.0582

	T363_RS0105200
	 stage V sporulation protein AD
	1.6042
	0.1408

	T363_RS0110575
	SpoIIE family protein phosphatase
	1.5889
	0.3088

	T363_RS0113180
	stage II sporulation protein D
	1.4981
	0.1921

	T363_RS14970
	x stage III sporulation protein AE
	1.2763
	0.2484

	T363_RS0109945
	 sporulation protein YunB
	1.2589
	0.2296

	T363_RS0106135
	stage IV sporulation protein A
	1.1373
	0.0719

	T363_RS0102685
	YlmC/YmxH family sporulation protein
	1.0492
	0.1628

	T363_RS0105195
	stage V sporulation protein AC
	1.0358
	0.0609

	T363_RS0105620
	 sporulation protein YqfD
	0.9607
	0.0079a

	T363_RS0102970
	 alpha/beta-type small acid-soluble spore protein
	0.9563
	0.1292

	T363_RS0105415
	stage II sporulation protein P
	0.7222
	0.1674

	T363_RS0103730
	sporulation transcriptional regulator SpoIIID
	0.6203
	0.0415a

	T363_RS0102295
	RNA polymerase sporulation sigma factor SigE
	0.6094
	0.0157a

	T363_RS0105410
	spore germination protein
	0.6002
	0.2823


a Significant FDR (cut off < 0.05)


Table S5. Trending phage and mobile genetic elements genes under cortisol-induction
	Gene ID
	Product
	log2FC
	FDR

	T363_RS14950
	recombinase family protein
	3.0174
	0.2127

	T363_RS15145
	 phage tail protein
	2.5141
	0.1851

	T363_RS0102605
	recombinase family protein
	2.3816
	0.2704

	T363_RS0109955
	transposase
	2.3215
	0.2106

	T363_RS0112740
	transposase
	2.2633
	0.1700

	T363_RS0108720
	phage terminase large subunit family protein
	2.2149
	0.2775

	T363_RS0100685
	recombinase family protein
	2.2036
	0.2659

	T363_RS15740
	 transposase
	2.1846
	0.1749

	T363_RS0112610
	 lysozyme family protein
	2.1751
	0.1816

	T363_RS0113015
	 transposase
	2.1613
	0.2332

	T363_RS15300
	recombinase family protein
	2.0926
	0.1482

	T363_RS0108630
	phage tail protein
	2.0769
	0.1950

	T363_RS0107035
	transposase
	2.0469
	0.2101

	T363_RS15790 
	transposase
	2.0275
	0.2056

	T363_RS15135
	phage tail protein I
	1.9734
	0.2194

	T363_RS14855
	phage terminase large subunit
	1.8379
	0.1792

	T363_RS0108650
	phage tail tape measure protein 
	1.5738
	0.1906

	T363_RS0112815
	 recombinase family protein
	1.5720
	0.2054

	T363_RS0103910
	 integrase core domain-containing protein
	1.4817
	0.2107

	T363_RS0113385
	integrase core domain-containing protein
	1.4796
	0.1760

	T363_RS16295
	IS3 family transposase
	1.3998
	0.2590

	T363_RS16140 
	IS30 family transposase
	1.3757
	0.0569

	T363_RS0104635
	IS3 family transposase
	1.1894
	0.1334

	T363_RS0106590
	recombinase family protein
	1.1589
	0.0083a

	T363_RS0111945
	tyrosine-type recombinase/integrase
	1.1304
	0.0213a

	T363_RS0112000
	recombinase family protein
	1.0910
	0.2008

	T363_RS0106055
	plasmid recombination protein
	1.0578
	0.1220

	T363_RS0110315 
	phage holin 
	0.9989
	0.2293

	T363_RS0107910
	recombinase family protein
	0.9872
	0.0602

	T363_RS0109165
	site-specific integrase
	0.9837
	0.0122a

	T363_RS0109530 
	site-specific integrase
	0.9512
	0.0443a

	T363_RS14805
	 IS66 family transposase
	0.9361
	0.0122a

	T363_RS0107365
	 recombinase family protein
	0.9152
	0.0765

	T363_RS0113735
	 IS3 family transposase
	0.9013
	0.0123a

	T363_RS0112960
	 IS3 family transposase
	0.8666
	0.1283

	T363_RS0111360
	 recombinase family protein
	0.8362
	0.0430a

	T363_RS0113355
	 IS3 family transposase
	0.8306
	0.1391

	T363_RS0110645 
	 IS3 family transposase
	0.8013
	0.0887

	T363_RS0109455
	 tyrosine recombinase  XerC
	0.7991
	0.0091a

	T363_RS15670
	 transposase
	0.7447
	0.0127a

	T363_RS0101530
	phage replisome organizer N-terminal domaincontaining protein
	0.7240
	0.0099a

	T363_RS0108100 
	tyrosine-type recombinase/integrase
	0.7193
	0.0094a

	T363_RS0100125
	plasmid recombination protein
	0.6810
	0.0975

	T363_RS0101325
	 recombinase RecA
	0.6678
	0.0155a

	T363_RS0104865
	PD-(D/E)XK nuclease family transposase
	0.6409
	0.0122a

	T363_RS0113540
	 IS3 family transposase
	0.6392
	0.1695

	T363_RS0114160 
	site-specific integrase
	0.6220
	0.0808

	T363_RS0112665
	 recombinase family protein
	0.6068
	0.0160a

	T363_RS0113695
	IS256 family transposase
	0.5710
	0.0203a

	T363_RS0113565
	site-specific integrase
	0.5683
	0.0183a

	T363_RS0114235 
	IS3 family transposase
	0.5453
	0.2194

	T363_RS0110580
	replication-associated recombination protein A
	0.5431
	0.0107a

	T363_RS0113315
	IS3 family transposase
	0.5401
	0.0786

	T363_RS0101540
	 tyrosine-type recombinase/integrase
	0.5027
	0.0132a


a Significant FDR (cut off < 0.05)

Table S6. Significantly upregulated genes of type II toxin-antitoxin systems under cortisol induction
	Gene ID
	Product
	log2FC
	FDRa

	T363_RS0112580
	 type II toxin-antitoxin system Phd/YefM family antitoxin
	1.7724
	0.0118

	T363_RS0111220
	 type II toxin-antitoxin system RelB/DinJ family antitoxin
	1.5302
	0.0169

	T363_RS0112585
	type II toxin-antitoxin system RelE/ParE family toxin
	1.4928
	0.0198

	T363_RS0109505
	type II toxin-antitoxin system Phd/YefM family antitoxin
	1.4510
	0.0377

	T363_RS0113090
	type II toxin-antitoxin system RelE/ParE family toxin
	1.2835
	0.0088

	T363_RS0111225
	 type II toxin-antitoxin system RelE/ParE family toxin
	1.0908
	0.0157

	T363_RS0111170
	type II toxin-antitoxin system RelB/DinJ family antitoxin 
	1.0604
	0.0092

	T363_RS0111165
	 type II toxin-antitoxin system YafQ family toxin
	0.9138
	0.0098


a Significant FDR (cut off < 0.05)


Table S7. Significantly downregulated ATP synthesis genes under cortisol-induction
	Gene ID
	Product
	log2FC
	FDRa

	T363_RS0104260
	 AAA family ATPase
	-0.4423
	0.0434

	T363_RS0103175
	ATP synthase subunit I
	-0.7930
	0.0191

	T363_RS0103170 
	F0F1 ATP synthase subunit A
	-1.0583
	0.0150

	T363_RS0103160
	 F0F1 ATP synthase subunit B
	-1.1990
	0.0258

	T363_RS0103165
	 ATP synthase F0 subunit C
	-1.2932
	0.0104

	T363_RS0103155
	x ATP synthase F1 subunit delta
	-1.4153
	0.0157

	T363_RS0103150
	F0F1 ATP synthase subunit alpha
	-1.9445
	0.0191

	T363_RS0103145
	ATP synthase F1 subunit gamma
	-2.1212
	0.0287

	T363_RS0103135
	 ATP synthase F1 subunit epsilon
	-2.1836
	0.0388

	T363_RS0103140
	 F0F1 ATP synthase subunit beta
	-2.1849
	0.0305

	T363_RS0108240
	AAA family ATPase
	-2.4103
	0.0079


a Significant FDR (cut off < 0.05)

Table S8. Significantly downregulated ribosomal proteins under cortisol-induction
	Gene ID
	Product
	log2FC
	FDRa

	T363_RS0113915 
	50S ribosomal protein L27 
	-0.4737
	0.0329

	T363_RS0101630 
	50S ribosomal protein L11
	-0.4943
	0.0355

	T363_RS0100615 
	50S ribosomal protein L6 
	-0.7132
	0.0465

	T363_RS0109895 
	50S ribosomal protein L19 
	-0.7554
	0.0091

	T363_RS0101625 
	50S ribosomal protein L1 
	-0.8002
	0.0157

	T363_RS0100620 
	30S ribosomal protein S8 
	-0.8889
	0.0155

	T363_RS0100500
	 30S ribosome-binding factor RbfA 
	-0.9777
	0.0118

	T363_RS0100610 
	50S ribosomal protein L18 
	-0.9957
	0.0241

	T363_RS0100600 
	50S ribosomal protein L30 
	-0.9963
	0.0222

	T363_RS0100605 
	30S ribosomal protein S5 
	-1.0106
	0.0191

	T363_RS0100595 
	50S ribosomal protein L15 
	-1.2665
	0.0110

	T363_RS0110545 
	30S ribosomal protein S10 
	-1.2755
	0.0082

	T363_RS0102030 
	50S ribosomal protein L9 
	-1.2757
	0.0095

	T363_RS0110540
	 50S ribosomal protein L3 
	-1.5896
	0.0091

	T363_RS0110535 
	50S ribosomal protein L4 
	-1.6352
	0.0091

	T363_RS0110530 
	50S ribosomal protein L23 
	-1.7194
	0.0174

	T363_RS0110525 
	50S ribosomal protein L2 
	-1.9799
	0.0156

	T363_RS0110520 
	30S ribosomal protein S19 
	-2.0134
	0.0159

	T363_RS0110510
	30S ribosomal protein S3
	-2.1499
	0.0286

	T363_RS0110515
	 50S ribosomal protein L22
	-2.1945
	0.0192

	T363_RS0110475
	type Z 30S ribosomal protein S14
	-2.2892
	0.0384

	T363_RS0110485
	 50S ribosomal protein L24
	-2.2944
	0.0415

	T363_RS0110505
	50S ribosomal protein L16 
	-2.3192
	0.0346

	T363_RS0110480 
	50S ribosomal protein L5
	-2.3588
	0.0323


a Significant FDR (cut off < 0.05)

Table S9. Significantly downregulated large gene cluster hypothesized to be involved with
de novo purine synthesis
	Gene ID
	Product
	log2FC
	FDRa

	T363_RS0105890 
	amidophosphoribosyltransferase 
	-0.5851
	0.0279

	T363_RS0105895 
	phosphoribosylformylglycinamidine cyclo-ligase 
	-1.3698
	0.0091

	T363_RS0105900 
	phosphoribosylglycinamide formyltransferase 
	-1.5500
	0.0141

	T363_RS0105905 
	IMP cyclohydrolase 
	-1.9259
	0.0246

	T363_RS0105910
	phosphoribosylaminoimidazolecarboxamide formyltransferase
	-1.9575
	0.0338

	T363_RS0105915
	 hypothetical protein 
	-1.5287
	0.0190

	T363_RS0105920 
	hypothetical protein 
	-1.9036
	0.0287

	T363_RS0105925 
	phosphoribosylamine--glycine ligase 
	-1.6733
	0.0333

	T363_RS0105930 
	hypothetical protein 
	-1.8282
	0.0157


a Significant FDR (cut off < 0.05)

Table s10. Demographics and lifestyle characteristics of participants with DesA DNA levels (qPCR), by race (n=114; samples 67, 249, 262, 268 excluded  no demographic record).
	
	Black (n=62)
	White (n=52)

	Age at recruitment, y (IQR)
	59 (54–63)
	60 (56–63)

	Sex, n M/F
	22/40
	27/25

	Highest level of education, n (%)
	
	

	Some high school
	3 (4.8%)
	0

	High school graduate/GED
	11 (17.7%)
	2 (3.8%)

	Some college/Associates degree
	34 (54.8%)
	9 (17.3%)

	Completed 4-year college
	6 (9.7%)
	16 (30.8%)

	Graduate school
	8 (12.9%)
	25 (48.1%)

	Annual Household Income, n (%)
	
	

	< $10,000
	7 (11.3%)
	0

	$10,000–$19,999
	8 (12.9%)
	2 (3.8%)

	$20,000–$49,999
	19 (30.6%)
	5 (9.6%)

	$50,000–$100,000
	13 (21.0%)
	8 (15.4%)

	$100,000 +
	14 (22.6%)
	37 (71.2%)

	Smoking Status, n Y/N
	15/47
	4/48

	BMI, kg/m² (IQR)
	34.65 (28.00–38.90)
	28.70 (23.60–31.85)

	NSAID use, n Y/N
	32/29
	34/18



Tables 11. Demographics and lifestyle characteristics of participants with both hair cortisol and DesA values, by race.
	
	Black (n=19)
	White (n=27)

	Age at recruitment, y (IQR)
	58 (56–62)
	61 (56–65)

	Sex, n M/F
	4/15
	11/16

	Highest level of education, n (%)
	
	

	Some high school
	2 (10.5%)
	0

	High school graduate/GED
	1 (5.3%)
	2 (7.4%)

	Some college/Associates degree
	13 (68.4%)
	5 (18.5%)

	Completed 4-year college
	2 (10.5%)
	8 (29.6%)

	Graduate school
	1 (5.3%)
	12 (44.4%)

	Annual Household Income, n (%)
	
	

	< $10,000
	3 (15.8%)
	0

	$10,000–$19,999
	3 (15.8%)
	1 (3.7%)

	$20,000–$49,999
	7 (36.8%)
	1 (3.7%)

	$50,000–$100,000
	3 (15.8%)
	4 (14.8%)

	$100,000 +
	3 (15.8%)
	21 (77.8%)

	Smoking Status, n Y/N
	6/13
	1/26

	BMI, kg/m² (IQR)
	36.20 (34.90–43.10)
	28.60 (23.50–31.80)

	NSAID use, n Y/N
	12/7
	21/6

	Hair Cortisol, pg/mg (IQR)
	13.1 (4.8–30.9)
	2.6 (1.3–4.4)
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Fig. S1. Genomic characterization of Agathobaculum desmolans.a, Circular map of the 8.1-kb plasmid-like element identified by Flye assembly. Tracks from outer to inner: predicted coding sequences (CDS, purple), non-coding RNA (ncRNA, orange; SpF66_sRNA indicated), mobile genetic elements (MGEs, blue), GC skew+ (green), GC skew− (purple), and GC content (black). Ten predicted ORFs are annotated; no replication or mobilization genes were identified by MOB-suite v3.1.0. *Toxin–antitoxin system, antitoxin component, ribbon-helix-helix domain protein; **Tyr recombinase domain-containing protein; ***HTH merR-type domain-containing protein; HP, hypothetical protein. b, Average nucleotide identity (ANI) heatmap comparing the sequenced strain against publicly available genomes, with hierarchical clustering. The isolate clusters with the A. desmolans ATCC 43058 reference assembly (GCF_000701665.1). Color scale indicates ANI (%). c, Assembled Agathobaculum desmolans ATCC 43058 local similarity with incomplete reference genome. Similarity was identified using an E-value threshold of 10^-10. Ribbon colors indicate alignments bit scores, while the connections between sequences illustrate regions of local similarity and possible genomic rearrangements

Fig. S2. RNA quality and sample separation for RNA-seq. a, Agarose gel electrophoresis of total RNA extracted from A. desmolans treated with DMSO vehicle control or 50 µM cortisol. b, Multidimensional scaling (MDS) plot of RNA-seq libraries based on leading log-fold-change distances (dimensions 1 and 2). DMSO control replicates (black) and cortisol-treated replicates (red).
Fig. S3. Substrate specificity of A. desmolans rDesAB. a, Chemical structures and relative activities of nine glucocorticoid substrates tested in the coupled fluorescence assay, normalized to cortisol (100 ± 2.5%). Values are mean ± s.d. Substrates with no detectable activity at 30 min are indicated as 0; tetrahydrocortisol activity was detectable only by LC-MS. b, Representative LC-MS extracted ion chromatograms for each substrate after 30 min incubation with rDesAB. Substrate (green) and product (black) peaks are shown with their m/z values; purple traces indicate reaction controls. c, LC-MS chromatograms for prednisone and dexamethasone after 24 h incubation, Substrate (green) and sample product (black) peaks are shown with their m/z values.
Fig. S4. Multiple sequence alignment of desA used to design degenerate qPCR primers. Nucleotide sequence alignment of desA from C. scindens SO77, C. scindens 35704, C. scindens SO76, C. cadaveris, A. desmolans, and C. intestinalis, shown with percent coverage (cov) and percent identity (pid) relative to the reference sequence.Nucleotide positions are color-coded by conservation level.
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GGC/ ACAGC

GAADADC BHG AGGAACACA C AGG AC RECGGAGG OCGBEG CAGC G
GAADADC BHG AGGAACACA C AGG AC BHCGGLGG OCGBHG CAGC G GGC/ ACAGC
GAAAADC A G AGGAACACA C AGG AC CGGAGG CCGRHG CAGC G GGC/ ACAGC
GRARRARC VTG CG Cylie” TRICRAG G C G C CeGTE6E 1 CC G CTECRLC) G G ACARCAGC
GRABRGCCIWGGCG BECACGCGCC BECARRC BCACMHCGGCGGCCCTBHG CCOGCRALC) G, GACAGTAGC
GRARRRGCCIWGGCGCICEECACGCGCC GECRNC RCACAHCGGCGGCOCTHHG COGCRALC) G, GLCAGTAGC
GARADN G==AC C GG AR CA CGG=66=CC G IC=GCA G GuC AGC
GARADN G==AC C GG AR CAa CGG=66=CC EHG C=GCA G GuC AGC
GAAMA C GG =ACuCusC GG AL ACH Ce66=66-=CC BHG C=GCA G GuC AGC
GAAMA C GG =ACuCusC GG AL ACA=A CEE=66-CC=A G C=6GCA G GucC AGC
- >
ACAR GA CCGERAG. GG CCGGARAG JTTTT e TTeTT T ele & 1
GA CCGRAG GG CCGGARMAG JTTTT e TT eTT T ele v
GA CCGRAG, GG CCGGARMMG B O O L CCARGE
GA WCCTEGATALC & CCALATAGAS LCCARNG
GA W CCGIEAC GEACGR WCCCARCCETG AGCARGGGGC
GA WCCEIEAC GERCGR WCCCLRCCETG AGCRRGGG:C
GA CCsBA-AN GR=GRICC=ul=sG CAR GG =C
GA CCsEA-AN GR=GR /CCsulls=s6 CAR GG =C
GA CCGRA GEA=GR ICCsull==6 CARGGG =C
GA CCGRA GEA=GR ICCsult==6 CARGGG =C

ACARCEGERAR cC

B ACAR HcE
ACARCGGAR CC ACAR ACE
ACAACGGAR \CC ACAR ACE
ACAATEE TR \TC ATAR ACT
ACARCEE A TC ATRA ACC
ACARCEE A TC ATRA ACC
ACAL-GE c A=A AC
ACAA -GG c A=An Ac
ACRACGE c A=An Ac
ACRACGE c A=Al AC

: . . . . 3 . .

G cC GGnscacggccciiggzgiiscsce AMDGE Gnneﬁ CRACHEE GecclcEd

G CCH v v GG AG CACR /CCC GCEGCE AANGE GARG A CRACAGG GGCCACEE

G CCH v v GG AG CACR: /CCC GCEGCE AANGE GAAG ‘A |CARCAGE GGCCACEE

G nClCC 66 T6CTCAC CCTRRCCRC AR, CETE ARNLG GAAG \Ti/CCACTEE GG CATEE

B CORCCCH U ICEECBCCCRICCCRACCAC RRGIC L.CE /CRARBE G CR w WBRGE: ' T LCCTCC B8 1 CG Ch b BBC CRTEE

6 CCR ICCCH U CBE 8 CC CRNCCCRACCRC ARG CLCE ICRRGE G R w GG B v T1 /CCTCC BEICH NCG Cl v BBCCRTEE

G sCR ICC GG =6 C=CA=CCsAR=CA=AR C1sG  sARUGE GR G =i C GG Cliv 86 = CRl-66

G sCR ICC GG =6 C=CA=CCsAR-CA=AR CusG  sANUGE GR G i C GG Clv 66 = CRl-66

61 SCRICCCH b =88 =BlC c:Ecc AR -CA=BAGC1.CE  -AAGGE GR G is1ICssCs 66 Cl v BEC CR-66

61 sC R HCCCH b =86 <B/CUCH 1CC <Rl =CR = ARG CuCE |sARGE G GR G is1ICssC= 66 C} ¥ BEC CR =66

. . : . . . . 4

Ft ccl @ GcRcRcE nnice Gncnnejja CAAR \ccRER 666 Gace
a cCl @ GCACACGG BA CG GACARGGG A CAAR CCAGA GGG GACE
a cCl @ GCACACGG AA C6 GACAMGGG A CRAA CCAGA GGG GACE
A (CeT - 66 GCACATECLAR CE GCLRRG AICCCER Gl GG LG ACE
C (CaT - GCcCRACECCARC CECECACCEALC R TIRAR /CCCEC cllce GGG GACE
C (CeT - GCCCRCECCARCCECEC ACCEALC R TIRAR /CCCEC cllce GGG GACE
Cs) @ 66 GCUCH=@ ssAR-CE =6 G AR ICC=G aAc GG -G ACE

Cs) @ =6 GCUCA=6 ssAA-CE <G G AR /CC=G aAc GG -GACE

Csi 6 GCUCACE s=AA-CE =G G ARR CC<G Ac GGG -GACE

Cs) @ GCUCACE 5= BA-CE =& G ARD . CCsE ac GGG -GACE

[
N
(=]

GCGAGA GGAAGAAGG
GCGAGA GGAAGAAGG
GCGAGA GGAAGAAGG.
G'GA'A GGAAGAAGG
GCGAA GGAAGAAGG
GCGA A GGAAGAMGG
G GA GGAAG ADGG
G GA GGAAG ADGG
GCehA GGAAGAAGG
GCGA GGAAGAAGG
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