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Figure 4. KEGG pathways more abundant in the DFC samples (n=6) versus the controls (n=6) for soil A. Two and
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_ _ _ _ ] o . three asterisks indicate the pathways were enriched in three and two soils, respectively.
o DCF was rapidly biodegraded in all four soils tested under aerobic conditions (Figure 2 A).
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riclosan (5-chloro-2-(2,4-dichlorophenoxy)phenol) N N Under anaerobic conditions, insignificant DCF biodegradation occurred in the majority of including those involved with “valine, leucine and isoleucine degradation” and “lysine
conditions and soils tested (Figure 2B-D). degradation” (Figure 5).
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= Batch soil microcosms spiked with DCF or CBZ or TCC were established with four soils Biodegradation experiments for CBZ , TCC and TCS using the soils collected from the KBS LTER
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collected from agricultural site close to MSU (hereafter soils A, B, C, D) under aerobic 50 - % § 50 - § § Main Cropping System Experiment site for Treatments 1, 2, 3 and 4 are still ongoing.
or anaerobic conditions. = = — — The average percent recovery (%) for these chemicals is presented in Table 1.
. . o . . 0 = = = =
= Another soil batch microcosms spiked with CBZ or TCC or TCS were established with Day 7 Day 21 Day 50 Day 7 Day 21 Day 50 Table 1. Carbamazepine, triclocarban and triclosan average percent recovery (%) (n=3) in the KBS LTER soils
four soils collected from the KBS LTER Main C.ropplng. ?VStem Experiment site for Figure 2. DCF remaining (%) in live sample microcosms compared to abiotic controls. The bars (50ng/g CBZ or TCC or TCS) for the treatments 1, 2, 3 & 4. * To be determined.
Treatments 1, 2, 3 and 4 (T1-T4) under aerobic conditions. represent standard deviations from two or three microcosms. Asterisks indicate a significant

difference between samples and controls (p < 0.05). The initial DFC concentration was 50 ng/g soil.
= T1-T4 consist of corn/soybean/wheat rotations subject to different levels of chemical

inputs and plot managements. Carbamazepine & Triclocarban Biodegradation 835 +6.5 93 443 5 TBD*

v' CBZ & TCC were only slowly biodegraded in all four soils under aerobic conditions
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or CBZ or TCC or TCS extraction. TCC biodegradation was significantly different compared to the controls on day 50
for all the soils.
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Figure 1A. Summary of molecular analysis



