The effect of 2,3,7,8-tetrachlorodibenzo-p-dioxin (TCDD) on the mRNA expression of key heme metabolic enzymes in rats
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INTRODUCTION

2,3,7,8-Tetrachlorodibenzo-p-dioxin (TCDD) is the most toxic congener among the polychlorinated dibenzo-p-dioxins (PCDDs), which are widespread and persistent environmental pollutants. TCDD is known to disturb heme metabolism in at least two ways: it causes porphyria and jaundice (Kociba et al, 1976; Cantoni et al. 1987; Buu-hoi et al., 1972; Greig et al., 1973, Pohjanvirta and Tuomisto, 1994). In addition, we have shown in our previous work that TCDD causes accumulation of heme degradation product biliverdin and its derivative biliverdin monoglucuronide in the livers of certain intermediately TCDD-resistant rat lines (Niittynen et al. 2003). Accumulation of biliverdin in mammalian tissue is a very rare phenomenon. In an undisturbed heme catabolism biliverdin is rapidly and quantitatively reduced to bilirubin by biliverdin IX( reductase (BVRA; viite). There are few reports of biliverdin found in human serum in pathological conditions like acetaminophen intoxication, obstructive jaundice and multiorgan POEMS syndrome (Wardle and Williams, 1981; Yasuda et al. 1994) but in regard to experimental mammals, there are no other reports in which massive biliverdin accumulation in liver or serum would have been observed.

The syndrome is genotype-dependent and thus belongs to type II dioxin effects (Niittynen et al., 2003; Simanainen et al., 2002). Most cases of biliverdin accumulation have been recorded in intermediately TCDD-resistant rats, such as line B (Kuopio). These rats are presumably homozygous for the two genes mediating TCDD resistance/sensitivity. They possess the wild-type (sensitive) alleles of the aryl hydrocarbon receptor (AHR) gene and the resistant alleles of the yet unidentified gene B. Gene B contributes to TCDD sensitivity by possibly interacting with the AHR (Tuomisto, 1999). A functional transactivation domain in AHR seems to be necessary for the development of the syndrome since no cases have been recorded in rats expressing only the Han-Wistar type AHR (Pohjanvirta et al., 1998) with altered transactivation domain structure.

One hypothesis for the accumulation is that the inducible form of the enzyme forming biliverdin, heme oxygenase 1 (HO-1), would be induced due to TCDD exposure. TCDD is known to cause oxidative stress (Stohs, 1990) and reactive oxygen species (ROS) are one of the many agents that induce the expression of HO-1 (viite). Despite this connection, there is only one report showing increase in the amount of HO-1 after TCDD exposure (Nishimura et al., 2001). At the molecular level, HO-1 induction is postulated to be mediated via the antioxidant response element (ARE) residing in the promoter area of HO-1 (viite). ARE is not a classical target of TCDD (Nguyen et al., 2003) but might be activated by the ROS produced by TCDD. These matters warranted studying whether TCDD exposure in fact results in induction of HO-1 in rats with biliverdin accumulation. 

In addition to HO-1, two other enzymes in heme metabolic pathway were regarded as possible players in the etiology of this syndrome. These are 1) the nonspecific form of aminolevulinic acid synthase (ALAS1) and 2) biliverdin reductase (BVRA). The former is the first and the rate-limiting step in heme biosynthesis (viite). TCDD and many other cytochrome P450 inducers have been shown to increase its activity (Poland and Glover, 1973, viite). BVRA is a “housekeeping” enzyme that is normally present in markedly excessive amounts in regard to HO (viite). It is not an inducible enzyme. However, because in this case its substrate accumulates, we examined its expression for possible derailments. Finally, the effect of TCDD on uroporphyrinogen decarboxylase (UROD) expression was studied, since it is well known that TCDD inhibits UROD activity causing porphyria but the exact mechanism of inhibition is still unknown. In addition to liver, the expression of HO-1, ALAS1 and BVRA was studied in spleen. This was suggested by the fact that spleen is the major organ functioning in heme catabolism. CYP1A1 and CYP1A2 were used as positive controls of induction.

We used the rat strains line B, line A (Kuopio) and Long-Evans (Turku/AB; L-E). Line B and line A originate from the crossbreeding of the most TCDD sensitive and the most TCDD resistant rat strains Long-Evans (LD50 10-20 µg/kg TCDD) and Han/Wistar (Kuopio; H/W; LD50 >9600 µg/kg TCDD), respectively (Tuomisto et al., 1999). Of these, line B (LD50 400-800 µg/kg TCDD; genotype Ahrwt/wt Bhw/hw, wt denoting a wild-type allele from the L-E strain and hw denoting an allele from the H/W strain) exhibits biliverdin accumulation after TCDD exposure. In line A (LD50 >9600 µg/kg TCDD; genotype Ahrhw/hw Bwt/wt), the phenomenon has never been detected, neither in TCDD-sensitive L-E rats. Intermediately TCDD-resistant line B was the main interest, but we wanted to see whether the effects are the same or whether they differ in a more resistant/sensitive strain and how does the AHR genotype influence. 

MATERIALS AND METHODS

Experimental design

Adult line B and line A female rats were used in the study I. They were 15-20 weeks old at the time of exposure. Rats were randomly divided in the groups of 5-7 animals. Rats were dosed with 300 (g/kg TCDD (UFA Oil Institute, Ufa, Russia) intragastrically and killed 2, 7, 14, 32 or 35 days later by decapitation. Controls received vehicle (corn oil) and were decapitated 2 or 35 days later. The dose 300 (g/kg TCDD was chosen because it is large enough to cause the syndrome with somewhat high incidence in line B rats and has been used before when studying this syndrome (Niittynen et al. 2003). Usually, the development of the syndrome takes 3-5 weeks. Thus we wanted to study the changes in heme metabolic gene expression during this time period, starting from the early time point (2 days) when no macroscopic changes yet exist, to the day 35 when the syndrome usually is fully developed when using this dose.

In study II, 10-13 weeks old male Long-Evans rats were used. They received 100 (g/kg TCDD i.g. or vehicle and were killed 10 days later by decapitation. Since these rats are very sensitive to TCDD, we had to use lower dose than with A- and B-line. In order to ensure that the effects seen were caused by TCDD and not due to the wasting syndrome, study B included also a feed-restricted control group, in which the rats received feed the same amount as TCDD-treated rats ate voluntarily. 

In both studies the animals were killed by decapitation, spleen and a piece of liver were rapidly cut off, flash-frozen in liquid nitrogen and stored at –80( C for subsequent analysis.

Animal husbandry

All rats were obtained from the breeding colony of the National Public Health Institute, Kuopio, Finland. They were housed in groups in stainless-steel wire-mesh cages with pelleted (study I) or powder (study II) R36 feed and tap water available ad libitum, except the feed-restricted group in study II (see later). The temperature in the animal room was 21+-1C, relative humidity 50+-10% and lighting cycle 12/12 h light/dark.

RNA-isolation and RT-PCR

Total RNA was isolated from homogenized liver and spleen samples using GenElute Mammalian Total RNA Miniprep Kit (Sigma-Aldrich, St. Louis, MO). Isolated total RNAs were subjected to DNAse1 –treatment (Ambion, Austin, TX). 1.2 (g of this RNA was then used for the RT-PCR in a 20 (l reaction that was performed with Omniscript reverse transcriptase (Qiagen, Hilden, Germany) using random hexanucleotides (Roche) as primers. Resulting cDNA was diluted in 1:6 ratio with water and used in subsequent analysis.

Cloning of ALAS1, HO-1, UROD and BVRA gene fragments 

About 160-190 nt long fragments of ALAS-1, UROD and BVRA genes were cloned using line A rat cDNA as a template. PCR was performed with HotStarTaq DNA polymerase (Qiagen) on Tgradient thermocycler (Biometra, Göttingen, Germany). The “touchdown” method was applied: the annealing temperature was set at 63(C for the first cycle and then decreased by 1 (C/cycle down to 57 (C. A total of 38 cycles were run. HO-1 was cloned using …(Raimo olet tehnyt tämän 4.10.2001, olisiko sinulla tiedot ylhäällä?) Previously cloned CYP1A1, CYP1A2 and (-actin fragments were used (Korkalainen et al., 2004; ??) The primers used are shown in the table 1. ALAS-1, UROD and BVRA primers were designed to span at least one intron.

PCR products were purified from the agarose gel using Sigma GenElute Gel Extraction Kit (Sigma). They were cloned by blunt-end ligation into pCR-Script SK(+) Amp plasmid (Stratagene, La Jolla, CA). XLB-1 supercompetent cells were used in transformations (Stratagene). The plasmids were purified by Wizard Plus SV Minipreps DNA Purification System (Promega, Madison, WI). The inserts were sequenced with an A.L.F. or A.L.F.express DNA sequencer (Amersham-Pharmacia Biotech, Uppsala, Sweden) using either Thermo Sequenase fluorescent-labeled primer cycle sequencing kit or Thermo Sequenase CY5 Dye Terminator Kit (Amersham-Pharmacia Biotech) sekvensointimenetelmä on kopsattu Merjan AHRR-artikkelista; onkohan sekvenointimenetelmä AIV-instituutissa pysynyt koko ajan samana, onko tietoa?.  

Real-time quantitative PCR

The expression levels of heme metabolic genes were analyzed using QuantiTect SYBR Green PCR Kit (Qiagen) and Rotor Gene 2000 Real-Time Amplification System (Corbett Research, Mortlake, NSW, Australia). The 20 (l reaction included 15 ng of cDNA, primer concentration was 4 (M for both primers and the amount of QuantiTect 10 (l. The PCR was initiated with an incubation step of 15 min at 95 (C to activate HotStartTaq DNA polymerase. The “touchdown” method was applied: the annealing temperature was set at 63(C for the first cycle and then decreased by 1 (C / cycle down to 57 (C. The cycling procedure was denaturation at 94 (C for 20 s, annealing at 57 (C for 20 s, and extension at 72 (C for 20 s. A total of 45 cycles were run. Melting curve was run at 55-99 (C to verify the specificity of PCR products. Standard curves were generated to determine the amount of template in each reaction. For this, plasmid DNAs were linearized and quantified by spectrophotometry. Standard curve PCRs were carried out in duplicate or triplicate or four parallels and the dilutions (relative to original plasmid, c=) used varied between 10-5-10-11. The amounts of templates in the samples from control and TCDD-treated animals were calculated by setting their cross-points to the standard curves. A negative control containing all the components of the reaction mixture but water replacing the template was included in each run. Line B liver samples were analyzed as duplicates and in two separate runs; the other one having the groups control (day2), TCDD (day2) and TCDD (day7); the second one having the groups control (day 35), TCDD (day 14) and TCDD (day 32). Because the results of duplicates showed good reproducibility, the rest of the samples were analyzed only as single, when it was possible to include them in one run.

Statistical analysis

The controls were from two time points, 2 and 35 days after vehicle dosing. Using independent samples t-test, we verified that there was no significant difference between these two control groups (p>0.05). The only exception was line B spleen BVRA (see Results). After that, the groups were handled as one control group (n=10). Groups of the same rat strain were compared using the one-way analysis of variance (ANOVA). If this test showed a significant difference, the least significant difference (LSD) test was used as a post-hoc test. In case of non-homogenous variances (according to Levene´s test, p<0.05), the non-parametric Kruskal-Wallis ANOVA was used and followed by the Mann-Whitney U test. Statistiikan kurssilla viisastuneena tajusin, että LSD-testissä pitäisi ryhmäkoot olla yhtä suuret ja niinhän ei tässä ole (kontrolleja 10, muita 5 paitsi B day 32 2 kpl). Tulokset on nyt kuitenkin esitetty LSD-testiin perustuen. Tarkistin tulokset myös Dunnetin testillä, ja tulokset olivat suurinpiirtein samat, mutta esim. B-kannalla BVRA day 7 ei tullut merkitseväksi (on kuitenkin merkitsevä, jos vertaa vain omaan, samassa ajossa ajettuun kontrolliinsa). Eli pientä heiluntaa näissä on. Jouni, kysymys kuuluu: pitäydytäänkö LSD:ssä vai mitä kannattaisi tehdä?

RESULTS
Macroscopical observations
In the earlier time points (2, 7 and 14 days) no black livers were seen (not expected). Originally, day 32 was not intended to be used. However, rats in line B day 35 group did not seem to survive the set 35 days. For this reason, the 2 rats that were alive on day 32 were then killed. Out of the seven rats in the group, 4 had severe syndrome, “black liver”, (died/killed on day 32 or 33, from 2 of these, we got the samples), two did not (died on day 27 and 33) and one could not be determined (died on day 20). The incidence of 57 % (4/7) black livers on day 35 is in good agreement with our previous results.

In line A rats there were no mortality. No black livers were observed either, but on day 35 5 out of 6 line A rats had yellow liver, which could suggest the accumulation of bilirubin in the liver (kannattaako näin sanoa, pitäisikö tämä joko todistaa tai jättää pois?). 

The mRNA expression of heme metabolic enzymes

Overall changes in mRNA expression levels were similar in line A and B rats (fig. 1), in both liver and spleen. Also study II with L-E rats gave similar results, except splenic HO1. (-Actin is often used for normalization of the mRNA levels. However, we observed time-dependent increase in its hepatic expression due to TCDD in line B and L-E rats (fig. 1). In line A, the increase was seen only at the latest time-point. It seems that increased (-actin expression might correlate to liver toxicity, which is a strain-dependent effect of TCDD (kannaattaako tätä mainita vai tyytyä vain toteamaan että näin oli). In spleen, (-actin expression remained stable. Due to the TCDD´s potential to affect hepatic (-actin expression, we did not normalize the values; instead their comparability is based on the fact that always the same amount of total RNA (1.2 (g in 20 (l reaction or 0.6 (g in 10 (l reaction) was used for cDNA synthesis. 

CYP1A1 and CYP1A2, which were used as a positive control of induction, showed the characteristic induction after TCDD (fig. 1). However, maximal CYP1A1 induction was about 6900-fold (line B, day 14), whereas maximal CYP1A2 induction was 24-fold (line B, day 2). Thus, there is a large quantitative difference in the TCDD caused induction of these two enzymes. 

Liver

HO-1

HO-1 was not induced by TCDD (fig. 1). Rather, in line B, hepatic HO-1 expression showed downward tendency on day 2 (mRNA level 38 % of the control, p=0.075). When compared only to the control samples from the same run (see Materials and Methods), decrease in HO-1 mRNA on day 2 was statistically significant (29 % of the control, p=0.019). In line A, similar phenomenon was seen except that the return to the control level happened more slowly than in line B. In fact, some line A samples from post exposure days 2, 7, and 14 had HO-1 mRNA content less than the detection limit. Overall, HO-1 had the lowest basal expression level of all the mRNAs measured, only about 1/10000 of the expression level of (-actin mRNA, and the large standard deviations between individual rats.

In L-E rats, no significant changes were seen in HO-1 expression after TCDD exposure or feed-restriction (fig. 2). In conclusion, TCDD did not increase hepatic HO-1 expression. Hints of transient repression on day 2 were seen.

BVRA

In both rat lines A and B, BVRA was slightly induced on postexposure days 7 and 14 (line B: 1.5 and 1.8 fold increase; line A: 1.9 and 1.7 fold, respectively). In line A, the induction was on the same level also on day 35 (1.7-fold), whereas in line B it had decreased to the control level on day 32 (fig.1). In line A, the SD was smallest on day 35, which might reflect the gradual change to the new balance in BVRA expression. BVRA induction may be a secondary effect related to increased need for biliverdin turnover. According to Baranano et al. (2002), bilirubin is oxidized to biliverdin during intracellular oxidative stress. BVRA then reduces biliverdin back to bilirubin. If bilirubin oxidation is increased, also reduction of biliverdin should be enhanced in order to keep the homeostasis. On the other hand, BVRA induction could suggest that there is increase in primary production of BR due to TCDD exposure. Our unpublished results suggest that hepatic BVRA enzymatic activity is not changed by TCDD in line B (B:ltä mitattu 2 rottaa/aikapiste. A-kannalla viitteitä ajan myötä lievästi kohoavasta aktiivisuudesta kun mitattu 1 rotta/aikapiste, myös Westernissä A-kannalla näyttää kuin BVRA määrä lisääntyisi. Pitäisikö siis tehdä aktiivisuusmittaukset kunnon ryhmillä ja liittää tähän juttuun vai julkaista ne myöhemmin omana juttunaan, johon voisi liittää myös ainakin Western blotit (tehty) ja BVRA sekvenoinnin (tehty)? Kolmas vaihtoehto on esittää tässä jutussa olemassa oleva tulos eli B-kanta, 2 rottaa/aikapiste, mikä kai riittäisi osoittamaan että TCDD ei ainakaan inhiboi BVRA:n toimintaa siten, että se voisi olla syndrooman primäärisyy).

ALAS1

The most dramatic effect was the downregulation of ALAS1 by TCDD (figs. 1 and 2). In line B, already on postexposure day 2 it was 45 % of the control value, and day 7 only 18 %. The effect was similar in lines A and B and also in L-E, so it is not dependent on the AHR genotype. In feed-restricted L-E rats, ALAS1 expression increased, which suggests that the repression is specifically related to TCDD and not caused by the wasting syndrome. 

Generally, many drugs that induce members of the cytochrome P450 family also induce ALAS1. TCDD is a potent inducer of ALAS1 in the chick embryo (Poland and Glover, 1973). However, in mammalian species ALAS1 induction by TCDD is not well established. For example, Woods (1973) and Kitchin and Woods (1978) demonstrated that TCDD (2 (g/kg or 25 (g/kg) did not alter ALAS1 activity in rat liver after 28 or ?(alkup. artikkeli puuttuu vielä) days, respectively. Four weekly oral doses (25 (g/kg) were required to cause increased activity of the enzyme in mouse liver (Goldstein, 1973). Nonetheless, there are no previous reports of TCDD caused ALAS1 repression.

UROD

TCDD did not influence UROD mRNA expression in any rat strain. TCDD is one of the most potent porphyrinogenic agents known (Cantoni et al., 1987), which effect was first detected in rats by Kociba et al. (1976) and Cantoni et al. (1987). The main accumulating porphyrin is uroporphyrinogen as hepatic UROD activity is inhibited (Jones and Sweeney, 1977; Smith et al., 1985; Cantoni et al., 1987). However, the exact mechanism by which inhibition occurs is unknown. Iron and induction of some forms of CYP450 seem to be required. Our results support the theory that most probably the inhibition is unrelated to gene expression and happens at the level of enzymatic activity. Indeed, there are a number of studies pointing to a formation of an inhibitor of UROD by TCDD (Smith and De Matteis, 1990; Smith and Francis, 1987; Sweeney, 1986; Cantoni et al., 1986; De Verneuil et al. 1983).

Spleen

In spleen, HO-1 mRNA expression was dramatically and surprisingly decreased already 2 days after TCDD exposure in both rat lines A and B (fig. 1). The expression level was only 16-42 % of the control in all measured time points. However, in L-E rats no significant deviation from control value was seen (fig. 3), in fact the mean increased in TCDD exposed group. It is difficult to speculate why there is this difference, but gender, dose and genotype are the possible affecting candidates. Interestingly, the basal splenic HO-1 expression level in control rats was 10 and 5 times greater in line A and line B, respectively, than in L-E rats. On the other hand, in liver, HO-1 mRNA seemed to be expressed about 5 times more abundantly in line B than in line A or L-E control rats. (These differences persisted or even increased also when the values were normalized with beta-actin). It seems thus that genotype and possibly also gender influence the basal HO-1 expression. No similar differences were seen in other studied heme metabolic genes. (Siis kun vertaa eri kantojen ALAS1, UROD ja BVRA kontrolliarvoja ilman normalisointia, ne ovat hyvin lähellä toisiaan, HO-1 oli ainoa, joka pisti silmään. Toisaalta sen ekspressiotaso maksassa on lähellä määritysrajaa, mikä voi tietysti heikentää tuloksen luotettavuutta.) The basal level of HO-1 in spleen cDNA is 6, 7 and 71 –fold when compared to liver cDNA in L-E, B and A rats, respectively. Ei korjattu beta-aktiinilla, onko ok? Tässä kappaleessa esitetyistä kantojen perustasojen välisistä eroista ei ole kuvaa piirrettynä, mutta senhän voi toki tehdä jos asia katsotaan tärkeäksi.

TCDD did not influence the splenic BVRA or ALAS1 mRNA expression in any rat strain, although in line B a slight increasing trend might be suggested (fig.1).

DISCUSSION

The changes in the ALAS1, HO-1 and BVRA mRNA expression levels may be primary or secondary effects of TCDD. Since these changes (except splenic HO-1 repression) were similar in line B, line A and L-E rats, their mechanism is not affected by the difference in the AH receptors of these lines. In HO-1, there might be some influence by the genotype to the basal level of expression and also to the behavior in spleen after TCDD exposure. 

According to the results presented here, biliverdin accumulation seems not to be caused by induced HO-1, repressed or inhibited BVRA or increased production of heme by induced ALAS1. Mitä vaihtoehtoja jää jäljelle? Joko BV muodostuu bilirubiinista (jolloin seuraa kysymys mistä BR tulee) ja/tai maksaan kertyy ylim. vapaata hemiä, josta ilman HO-1 induktiota hiljalleen muodostuu biliverdiiniä ja bilirubiinia. However, changes in expression levels reflect the state of hepatic and splenic heme metabolism after TCDD exposure and during the development of the syndrome in line B. Since these effects were unrelated to wasting syndrome, they seem to be specific to TCDD toxicity. 

Seuraavaksi tärkeimmistä entsyymeistä yksityiskohtaisempaa pohdintaa. Väliotsakkeita ei ehkä lopullisessa jutussa kannata olla, tässä ne on selvyyden vuoksi. Hemin vaikutusta ALAS1:een olen käsitellyt laajasti yleiskuvan saamiseksi, siitä myös on paljon kirjallisuutta. Painopistettä voi/täytynee kuitenkin muuttaa lopullisessa jutussa.

ALAS1

In normal conditions, the well-known regulator of ALAS1 expression and activity is heme molecule (Granick 1966; Yamamoto et al. 1988; Srivastava et. al 1988; Cable et al. 2000). Heme negatively regulates ALAS1 expression and activity by decreasing mRNA half-life (Hamilton et al. 1991) and the transfer of the enzyme to the mitochondria (Lathrop et al. 1993) and may also inhibit gene transcription at least in rats (Srivastava et al. 1988). Thus, one possibility for the observed ALAS1 repression could be an increase in hepatocellular free heme content.

Repression of hepatic ALAS1 mRNA expression has been observed in various situations of tissue injury, such as carbon tetrachloride induced hepatotoxicity (Nakahira et al. 2003), rat model of septic multiple organ dysfunction syndrome (Suzuki et al., 2000) and after heavy metal administration (Kaliman et al., 1998). A common agent in all these examples is the increased free heme concentration in liver, its putative source varying from cytochrome P450s to hemolysis. On the basis of this, it could be thought that TCDD would increase hepatic free heme concentration due to its general hepatotoxicity. There are facts both for and against this theory. First, we saw no HO-1 induction, and HO-1 should be induced easily if free heme concentration increases. The usual pattern observed also in the above-mentioned studies is the HO-1 induction and ALAS-1 repression as responses to increased free heme. According to Cable et al (2000) heme-dependent decreases in ALAS-1 mRNA levels happen at lower concentrations than heme-dependent increases in HO-1. Second, there is no obvious source of heme. For example, our unpublished experiments suggest that TCDD does not affect the life span of erythrocytes. Some supporting matters are 1) excess heme would be in agreement with the other endpoint of TCDD toxicity, namely increased serum bilirubin (Buu-hoi et al., 1972, Greig et al., 1973, Unkila et al., 1994). It has not yet been shown whether BR increase is due to its decreased elimination or increased formation. Excess heme in hepatocytes would suggest the latter source. In rabbits, the hyperbilirubinemia caused by aflatoxin has been shown to be due to increased heme catabolism (Guerre et al., 1997). 2) In histological studies, line B rats exhibited dilatated sinusoids progressing to the state of hepatic peliosis by day 35 (Niittynen et al. 2003). Hepatic peliosis is a condition of small blood cysts in the liver. 

The other possibility for ALAS1 repression is a direct effect of TCDD with some unknown mechanism (to the best of our knowledge, ALAS1 does not have dioxin responsive element (DRE) in its promoter). Also insulin has been shown to inhibit ALAS1 gene expression in rat hepatocytes (Scassa et al. 1998), but TCDD causes hypoinsulemia (Pohjanvirta and Tuomisto, 1994). Kitchin (1983) reported that bilirubin reduces ALAS1 activity (less potent than heme) but in the papers of Piper et al. (1986) and Kohashi et al. (1984) ALAS1 activity increased in rats with hyperbilirubinemia caused by biliary obstruction.

HO-1

HO-1 is an inducible enzyme sensitive to oxidative stress (Maines and Kappas, 1974, Maines, 1992, 1999). Female rats have been demonstrated to develop an oxidative stress –state after TCDD exposure (Stohs, 1990). One marker of oxidative stress, namely lipid peroxidation, has been shown to be a strain-dependent effect of TCDD, as L-E rats were more sensitive to it than H/W rats (Pohjanvirta et al., 1990). On the basis of this, it is somewhat peculiar that no HO-1 induction was seen in liver. In line A and B spleen, HO-1 mRNA expression was even repressed to a level of 20-40 % when compared to control. 

The reason for HO-1 repression in line A and B is obscure but two hypotheses can be made. If the amount of heme in splenic cells would decline for some reason, then HO-1 expression might be lowered. An interesting aspect is also the transcription factor and HO-1 repressor Bach1. If TCDD would induce Bach1, it would lead to HO-1 repression.  Decreased splenic HO-1 expression might further lead to increased amount of free heme in the circulation. Free heme would be taken up by the hemopexin into the liver.

BVRA

A possible molecular route for BVRA induction by TCDD is the TCDD induced induction of transcription factor AP-1 (Puga et al. 2000), as BVRA gene has an AP-1 binding site in its promoter (McCoubrey et al. 1995). AP-1 is activated by the changes in cellular redox state. BVRA is usually considered as a housekeeping enzyme, but also an enzyme related to antioxidative response (Baranano et al., 2002) and heat-shock response (Maines et al.). There are not many environmental factors known to affect its expression.

FIGURES

FIG 1. The effect of TCDD (mean(SE) on the mRNA expression of key heme metabolic enzymes in the liver and spleen of female line B and line A rats as a function of time. TCDD dose was 300 (g/kg. Day 0 n=10; line B day 32 n=2; in all other groups n=5. Solid symbols: p<0.05. Notice: Line A, HO1: some samples of days 2, 7 and 14 had HO-1 mRNA content less than the detection limit (3, 2 and 2 samples, respectively). These samples were given the lowest value in their group.

FIG 2. The effect of TCDD (mean(SD) on the mRNA expression of key heme metabolic enzymes in the liver of male L-E rats. Rats were given 100 (g/kg TCDD and killed 10 days later. n=6, asterisk (*) denotes a statistically significant difference (p<0.05). FR= feed-restricted control. Notice:  Two samples in FR group had HO-1 mRNA content less than the detection limit. These samples were given the lowest value in their group.

FIG 3. The effect of TCDD (mean(SD) on the mRNA expression of key heme metabolic enzymes in the spleen of male L-E rats. Rats were given 100 (g/kg TCDD and killed 10 days later. n=6, asterisk (*) denotes a statistically significant difference (p<0.05). FR= feed-restricted control. 

Huomioita kuviin: kuva 1 on mielestäni sellaisenaan melko hyvä. Onko beta-aktiini ja CYPit parasta olla samassa kuvassa hemientsyymien kanssa vai pitäisikö ne ottaa omiksi kuvikseen, mielipiteitä? Kuvat 2 ja 3 voisi periaatteessa olla hyvä yhdistää, mutta tuleeko siitä vaikeasti luettava kuva? Kuvat 2 ja 3 eroavat 1:tä myös siinä, että näissä arvot ovat absoluuttisia mitattuja arvoja (1:ssä induktiokertoimia), lisäksi tässä on merkattu SD (1:ssä SE). Mielestäni SE sopii 1-kuvaan paremmin ja yhtenäisyyden vuoksi ehkä 2 ja 3 sitten myös? Statistiikan kurssilla vaan sai sen käsityksen että KA:n kanssa pitäisi mieluiten esittää SD. Absoluuttiset arvot puoltavat paikkaansa sen vuoksi, että niistä saa käsityksen eri entsyymien mRNA:n runsaudesta, sen sijaan 1. kuvassa induktiokerroin on  oikeastaan ainoa mahdollinen esitystapa.







