IKEEMDERRIEZRW=TKLEKOEF IR I 53R

TR - A (—iEE)
WFZEHI « - 22~ 24

Y TF— A KEREEFTE 7 v —7 OK'E)
WFZEAEYE -l %, gk R dbATA—. A AEE

(EE]

TAKALE K DK A~ DR B A NE R T 5720, A 7 07 LA 2 L 5 BIG T I BT F 1k
BRI, AX T OBIBETHRIT 0 7 7 A VOB b TARUEKIZE EN D EmEEZHET 57 012id, /EA
BEFF D 5L72 8% 2 TRALSF I ONEFZE TR O | LRI & U e B OB T RBL T 1 7 7 A Va5 D 2
TR DH, ATETIE, DEOBETHRIAT —F _X—RE R, AL~ A a7 LA kit L, F8E T
BRER E DT ) T —v a VIEREBIN U, WIZ, THEEOTT MUEWEE A X IR L, (LR
Lliggs (i, =7, WE. M) BOBIE TR T 07 7 A VOBGEITo7c, S HIZ, TKBEHIERE L7-
ABZHD<A 70T AL DEIEFERT 07 7 A VOBIGZIT, ~ —h — i n O oF T
FEE AT FRLBEK OB 21T o 72, EORER, FRLERRRE CHMEMER L T D Zboolz,
F—D—F: A¥H, AT LA, BIEFRBMNT, BEIEREM, NAREIK

1. [FC&HIZ
TAKIEK DL N EZARRN DA PN L - T
52 LIIREETHD EDEZ NG, AT
VB AN L DHKROREMRN & EBEAEH ST
W5, PEKOFMEHECIX, b MAERERA~DER
BAFINCBL T2, o) o OB ) R
DHD, BHEOKAAEY O CIL, AR,
IV, EEHOEFRARME R EAEEL LT
Pl S A, BRHIEEMRNZ & DI, Rl
TR LTI, BRI T H Z &
MNRE L 72> TUND,
—HTOHEONA T 7 ) P —D3RIZEY |
AR DY N Z A C & 2 8B FEBUT 72
E DN OBPRIMEA TRV | KRR EZE
WTH I SOOI S LT 5,
ARFGE L, FARNEAK DK~ BB T
BB HEBURIT AN 2 3 2 72 O D EAERSE
ENLERHT, K OFEMHSR O 7= O O ik & 7T
MEDTEZE BIE Uiz, AWFFE O L7oKAEAY
X, B HEHROEE T, INUTEREORS A
DETINVEYTHD AL & Lz,
AT, 1ZUDIT, BB FRBFTI OV E e
AXII~A T aT LA DG EAFRREAT 5T, IR,
TARREEK DAY B A AR L~V Crrl s
T 572, LFWES TR VW CIEERH O

FofbIR, X512, AX I OBIETFRBIOZEL)
B FAMERKIZE EN T DEEEFHT 5720,
VERWS T DL DR 2 T VBT L D A X 7 DM
FEEREATO, AT EROBISFRE T w7 7 A
NOEGEA T2 -T2, WIT, L~V ORIRD T
IKIEHAK D A 2 T3 OUEFEFERZATVO, 45 FAMLEK
IR OB TRELT 0 7 7 A )V ST E O
BB 07 7 A VOIS, F/KUELERE T
DEMHEIROTHmEAT -7,

2. T4 907 LA EBHETTFDRE

2.1 FHYA 07 LA DEE

~A 7 a7 LA AREOBEF SRR (FF
HBE T ORELEAEE) T, 1 B4 720 0
DHERIZAN & 725 Agilent £ED 7T > b7 p— 24
ERRATHZ &L LIz, Agllent o~ 1 7 a7
LA ATRE 70 B 5 T AT, 43,803 (44K) |
103,747 (106K) Tk, 44KIE, 1HDATA R
7T AT 4 R (%-1a), 105K (%, 2 Bk (X-1b)
OREENFATRETH B,

a 44K b 105K
K-1 #HEBALE=</4o707 L1 DORK




~A 7T LA NHERT D A X T OBEFIERIE
A5 — 42— DFCI Medaka Gene Index
( http:/lcompbio.dfci.harvard.edu/cgi-bin/tgi/gimai
n.pl gudb=o_latipes) {28k STV 5 Release8. 0

(2009 46 H 2 HFERD) &L, ZOF7—HF~X—2)»
O~ A 7T LA T D8t L7z,

2.2 A H07 LA BHEETFOMHEN

DFCI Medaka Gene Index Releas8.0 |Z%4%k =
TN DIRIETIL, 68,425 &1, ZDHM5, 44K
~A a7 AL 105K ~A 27 a7 LA ICH#ET S
B -2 LU IR ESENBAL e IR LTz,

2.2.1 MK<4 907 LA EBEEEFOME

44K <A 7 a7 VA ZRT 56, 7—4~—
ANTBERIIUTUNND 68,425 DIFEIETFH D, 43,803
H2 8L DU BN DD, 44K AL TI~A 7 aT
LA DIBRSHIL TO LY & LT,

1) TC(Tentative consensus) M 53FE 5 ID K%
510, EHOEEEIIFHRNEETEHEIN.,
#H—hf=1m)

2) TCHABIES ID LD ID THLHED,

-1 7/ 7= aVE@ENnHHL0,
2)-2 BEICNZEFLZLEO,
2)-3 EEFFHIMN 100 R—RXEFBZBHED
3 NMETEELOHE PHhi, BELEZAD

08/28/2006 12:005F & 3,138,883 OLGI.release 1.2i
A ——— 08/28/2006 12:004F & 3,535,525 OLGI.re zi
09/28/2006 12: 005 & 5,802,253 OLGI.re
09/28/2006 12:005F &) 5,317,774 OLR
09/28/2006 12:005F &) 5,159,478 OLR
09/28/2006 12:005F &) 12,331,544 OLR
07/17/2006 12:005F &7 20,696,557 OLGL.
Release 8.0 —»*UB/uz/znua 10:32F 51 25,773,747 OLGL.re
02/18/2005 12:005F i) 278 OLIGO_READNE
(May:23, 2000) 09/28/2006 12:004F &7 2,335 READWE
Input Sequences Sl N
S Ao n—k l
' 74 L4 :OLGI.052909
B 3 #: 68,425

TCHSIRESIDER: 37,198

!

T/ T—av N E5IDE: 24,233

= " LLTF:10,936]

e-array

+ e v
Znps oD% [BL22] BN 20303 —» [103,747]

- NEWNIDER: 6,994
v
EBERIIPICNEEFLL: 17,723
FRA " =8 6,510
v
B EERHIA700bptE: 6,787 ——

S EHBERENIZIDDSH. 1), 2) EELLA
(AL Y0
2.2.2 105K <4 - 07 LA BHEGFOHE
105K <A 7 v 7 LA, BisfA2BkEdIc
DFCI Medaka Gene Index Releas8.0 |Z84#% 41
TWHBEBETOIRTE TR TRETHY ., &6
(2, PEHIRE SR DD, £ 2T, 106K 7+
—~ v M, [DTC(Tentative consensus) 2> S HhE
% ID 2385 b D, | ORIHTHET o8 F DT
1 —>7'% 2 [A] (duplicate) THEHL L 7=,
2.3 Y497 LAIEEH IS T0—TDEE
~A 7 uT VAT 57 0 —T OGN,
Agilent #1:0 eArray (https:/earray.chem.agilent.
com /earray/) ZfEH L7-, eArray I%, =—H—»17
v 7— R U A D7 LT Y XA
£V Agilent 74—~ MZ#li LIz 7 0 —7 %G
THHENRECH D, T O —THFHDOBRD/ T A —
ZIFLTFTDERY & LTz,
Probe Length: 60bp
Probes per Target: 1

Probe Orientation: Sence

Design Options: Best Probe Methodology, Design
with 3' Bias

Target File Details: Upload in FASTA Format

AgilentZ+—< vk

& AIgE%Probe

105K---103,747
44K---43,803

D& —7 o REBHIRTL A (105K x 2)

duplicate
E—

37,177 74,354

TLA Iz
Jo—J#

(BELSDEMERFEEFEN TV

QBIRS— U RIEBIRT LA (44K X 4)
TLABHIERH

6,617 —
e-array 43,803 Jon—J#

> 37177 —
EELOBRMEERTFIEEEM

2 ASHT7LABHETO—TDEEFIE


https://earray.chem.agilent/

Transcriptome Details: Select Agilent-Provided
Transcriptome (by Species)

2.4 2407 LA DEEHER

44K & 105K~ A 7 0 7 LA THER Dils 70
RS R A2 L F-11ORLTZ, #1103, #F%ER
HIEMFREIDG T A 7 nT LA ZBRTE 5 &
T, T == 2GR s U DR s
FEE NI DI RS T D= A - bF#E
Uiz, 4K 7 LA SRR T, 7 — 2 =28k
BT 6A%FREE T 578, HA 2T CRliRns ]

RETH D,

F-1 AFHhTA4707 LA DFEHER
S 44K 7 LA 105K 7 LA
TC Mo ED 3717718 | 37,177x2{A
ID
TC MoteE S 6,617 1@ 29,393 &
ID LSt ID
BEERFH/E | (43,803/68,425 | (66,587/68,425
BIEFH =0.64) =0.97)
HIN—E 64% 97%
1 RS- Y (& 27,300 M 54,600 [

2.5 F7/T— 3 OEmAE

DFCI Gene Index Releas8.0 |26k STV B8
IEA-OFSREIE AT D 72 T2 sD, AL B AL
TR CREBZEH) L 7B R OEN DU TS
VTR E ABnFOREN ] (7 / 7 —a )
MLEEL 725, BEREIFHRZBEMT 52 Licky, &
DK I BRI TF BT L7255 Z LT
X, AW EE LV CE 5, 22T«
A 70T LA \HER LT AR a - SR &
NEe®T T 7 4wy a ORREEH (EntrezlD
(NCBI D7 — & _— 2 CYLARONrE, His, Hhe
REDEWMABEINTND ID) & GO:
geneontology (Ef=FHEREDTFE & IARIEHR)) %
BT 52 & & Uie, HRefFmoBIEE TRITLL

ToLEY THS,
~A 70T VAR LA R AN T e
— 7O 572 mRNA ElFI1E #H (DFCI
Gene Index Releas8.0) Z i\ T Blastx (Blastx:£%
FEDOFREWERER OO DT, SRS A T X/ AL
FNTEH LT, 7 R TR T —Z = AR L
THREREAT I HIE) BEEL, B MBIXOET T 7 4
320 RefSeq ID(NCBI CKEANA AT 7 Jay

—kr4—) PREL TN DT — 4 —_—2Z0D ID)
DB ZIIT LT, £Dt%, #5517 RefSeq ID
%ZHVTNCBI Entrez Gene ID (NCBI® Entrez
EWNH T == (QetfRONE, i, HEREZR
E) O D) #MFEE L, %V A NI Entrez ID 3800
L7z, 512, RefSeqID #HW Tk D GO i
1%, Uniprot-GOA (http://www.ebiac.uk/GOA/), ¥
777 4 v ald, ZFIN(http//zfin.org) 7— 5 ~—
AMBEEF LT,

2.6 7/ T7— 3 VIEROBINESR

44K 7 LA TR ST D 43,803 T —T D
75 96.4%IZt & @ Entrez Gene ID, 98.0%!ZF
727 4 v 2 Entrez GeneID ZHif53 5 Z L3
T&E/, B N8BT 77 4 v 2T Entrez Gene ID
FCHFTERIG R T DL, BT T T vy
2 DFREDEE DG ->T, RV OTa—T125
WTIE, MHEMEDEWE b, BT T 74 v a7
2 RS IDMFAE Lo T2,

% Blastx FEEFESD D A X A HHEFS & DR
MEOF S Z2ZFKT E-value (FEFIMEDNEV T ERY i
ZRY) IZONWT, B MBRUOET I 7 via®
NENDOHHHETIE Lz, TORE, & M T
E-value 23 1.0E-5 LA T2 -7 HDi%, 43,803 7'
—7D5%65.6%, ETF7 4 v 2T 69.4%
ThO, BT T 74 v LR EHN T r—T
DL Tz,

HSonie FeBT T 7 40 v 2D RefseqID %
T GO THREAEwFH)7 A (B : biological
process), 53 THEAE (M : molecular function), i
HEREEEFE (C @ Cellular component) 2431 CTHUS L
72, 43,803 71 —7 D 5 H G OMFHRAEUF TE 7
&, B F GO TIE75.4% (B), 79.0%M), 83.5%

©. 7774 v GO TiL 49.7% (B).
53.7% M), 54.6% (C) &7p-o7-,

ART )T = a VBIWEETIBMN LIZHEE LT

DEEYTHD,

human RefSeqID, zebra RefSeq ID
human EntrezGenelD, zebra EntrezGenelD
human biological process, zebra biological process

human molecular function,  zebra molecular function
human Cellular component, zebra Cellular component
human GeneSymbol, zebra GeneSymbol
human E-value, zebra E-value

Atk BINLTET 27— a UFFROMEEEE
TINEE L 70 B8, BN LT85 OBSRERGH AR
T 52 LT R0 IS ENER S ORSEEREYTA AT RE


http://www.ebiac.uk/GOA/
http://zfin.org/

k72D,

3. A B H DIREERSR & AT DRTE

AT DTG AFEB D FAGREN O T2 39
DYre. A XN ORISR TREDOEAfEINT L B X
LN D D, s REBOZEE, BEAKEDOLE
Rl LTRSS T D LB 2 HiLD HDD,
WREEIRFH] & S FRBIOBHRII B TR0y, 56
(S SREHTITARRS LV s 2B DN T D 0B B D,
ZIT, AX I E S, 24, 96 R, {LFWE (=R
far (ERVEY), MY 7 adr GEEHRD .
NDMA GERAME)) . WA TR, 2 TABHIK,
(CHETE L, BRI C oo, i, =7, K.
DAL FEBYIAT AT > 72,
31 EERAE
IRTESITFE2 D LBV Th D, FLFI-E ONR
PR, TAGRE R S D Lo 3 B &
L7e, B, ERERDSRA TR, HFIREXAS 2 ¥k
RUFRK, AR ALK LU & 72> TG Y
VO, BEEREEL, AR O S D 96
MILANE L, 3, 24, 96 REEID 3 G0 D oiilgea
Rl 2t L, 7eds, sERIXKICIIMUESRAGEK %
AL, ~A7ua7 LA, X0 E@EOIcBRHT
x5 105K 2325 Z ENLEE LUV, TROH

44K 2T 5 2 & & LT
K2 AFTHOETEEHD—E
Ty HF1bkt
LM CIRERE

T X kO (estrone) 2. 20, 200 (ng/L)
N-= raYZDAFILT S (NDMA) 10, 100, 1000 (ng/L)
ko4 (triclosan) 50.500.5000 (ng/L)

TAKER  RATK. 2 REK

7K pio 24+1 °C

IREEHAR 3. 24 HK T 96 B

Y d-rR RAF AR 3~9 HAE)
YR 6~8 {EfK REX

S B3 AAER 16 BEEBSHA 8 BRI

& g8 . AL
I7L—ar
BT RIREMES
FRA A7 LA - 4K

BOMZIES
. TS5, %R, ik

32 MREREERDIRME

T ki (2,20, 200 ng/L O 3 #2EEX) . NDMA
(10, 100, 1,000 ng/L ® 3 #EEEX), RV 7 a¥r
(50, 500, 5,000 ng/L > 3 HEEEX) ZERAN LT

HHAGEAKT, 3~9 U Alind d-rR & A X T O
ZREE U, WRERBHAARED D 3, 24, 96 WL, &
FRBAIX 6 f®{A% 1 PL3™>, RNAlater H-Cliig, =
T FEEL, WA Uic, i U7zl 1 (E A
(2 RNAlater (Zi=# L, RNA filiil{F CT-20°C CIRAF

L7z,

BlgesiE, 184 RNA fii (RNeasy mini
kit) 4TV, ZALER 6 fEfRD RNA filittiko—5
HREL, 7YV hO7'm ha—/UIfE, RNA
DOHAE, Cy3 1k, ~A 7 a7 LA Ax vy, K7
0 —7 O AT o T,

3.3 BIETFHEEFNOAE

BRI BUENT X, subio 35 X TY Microsoft
EXCEL ZfE/H L7, 12 USHIT, IR L OWS
T VAT, —~ T4 X (T5%fE TRk L) %
1TV RNy 7 7T 00 RULT LfIES V- b D%
BrL7=,

)= T RENET =T DTS UiEE
W, i SRR AED & DB In T2 LT O
SRIFCHIH LTz,

3. 24, 96 BFEIDIBEREE & ITEIEFREN
EnFEEIEEAS LTS LD

3. 24, 96 BEDEETFRIGAEAXRXOD 3 {&
ULEFEIFT1/BUTEG 22D

I BT, BE T FRBBRE SRR 2 A LT
BHIBIGTFEEDT )5 vitellogenin, choriogenin 72 &
DA F~—T =B DOFBIFE b~
3.4 fEITHER

[4-3,4,5,6 1%, Il =7, HHE, MOBIST-HE
BRSRAEN BREEREE] & & B I2HANN (up regulation)
F 721, B (down regulation) U 7-HEEHALEEZ A
T OB ZRH U BRI TR D 3 524
FBLIF Lo IBIE TH A R LI D TH D,
B Z 3N TR A2 A D RS, 18
FRINFIH] 96 P C. s F-HBUREL AT HRIX D 3 fi%
Vb, U3 BITERDBIEFNEL 0D 2 &hvbns
ol FRZ. ITEAhoOlERS & s 35Uk, 1/3
LUT &R DB TFEDN LN Ei3ohoTz, Zib
OB FHIE, (EFEEIC L - TR D Z Edviomn
-7z,

-7, 8, 91&, NI COLMEAs /L& ARE DN
A F~—A—BzFLLTHLALTWND
vitellogenin, choriogenin & fz1-OUEFRIRHH] & B
FHREBEE 2R LT b D TH D, 96 RHRE X Tl
A RBIRED R b < 70D 2 En3bind, etk



VB RS A &

1400

BECRIILES LT 58 jE
B, 96 IR HYE L gg
TNBZ Epbhols, ;%
£4-10,11 1X, =5 CD %g
E2 S = OV B
A F~e—T1—& LTHG

5 P4501A1 @EinT &

L-SF(choriogenin L) & -
ETOUEI SR T
HEREOBRTHD,  El
P4501A1 A THE, FA  ER w0
RENMBIK O CRREL 21
EARL, WA 3RS £
TRLES  WEE
B RBIRENMEFT 2 wr | ot

G127 L 7=, 96 TR
0 b RE TR

RHCED LA £ o
Thotz, LSF s 587
ENESLE TN S S NI
LTHY, 96 MIREX  EE o
TR TRIBREIIRR £ ™
Lot °1

MEDPIE CramdE iR

Odown regulation
- ! A
W up regulation

3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h
RATK ‘ 2RS0HEK

Sewage sample

2ng/L ‘ 20ng/L ‘ 200ng/L ‘ 10ng/L ‘ 100ng/L ‘ 1000ng/L ‘ 50ng/L ‘ 500ng/L ‘ 5000ng/L

Estrone ‘ NDMA Triclosan ‘

3 B CREMKEMZAL. SRR OMELL L, 13U T ELG-EEFH

Odown regulation

W up regulation

-4 ISTHBIKEEZEL. HBREOMEL L. 1/3UTELEST-EBEFH

1400

3h |24h|96h| 3n |24h|96h| 3h |24h 96h‘3h‘24h‘96h‘ 3h ‘ZAh‘%h‘ 3h ‘24h‘96h‘3h‘24h‘96h‘ 3h ‘24h‘96h‘ 3h‘24h‘96h 3h |24h|96h| 3h |24h|96h

MATK ‘ 2RALIK

Sewage sample

200ng/L 10ng/L ‘ 100ng/L ‘ 1000ng/L ‘ 50ng/L 500ng/L ‘

NDMA ‘ Triclosan ‘

Odown regulation | _|

W up regulation

3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h |96h| 3h |24h |96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h
2ng/L ‘ 20ng/L ‘ 200ng/L ‘ 10ng/L ‘ 100ng/L ‘ 1000ng/L ‘ 50ng/L ‘ 500ng/L ‘ 5000ng/L ‘ FATK ‘ 2RIEK

Estrone ‘ NDMA ‘ Triclosan ‘ Sewage sample

3 ZPC1 & ZPC5 it H-5 HETHMEEFEEEL. AREOMBUL, 13U TELGBETFH
¥, Estrone20ng/L, 96 y 1400 d |
= O down regulation
MIIRE b < o BF |1
e
oo WIEHAPEOINE  §F
BRI TZH DD, E;*g
®
WENNDHAIT 96 1 £5
= - 200
EMREIC L0 TES  F
N e - 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h| 3h |24h|96h
ﬂﬁg‘rﬁzb)%éo %%T %-) 2ng/L 20ng/L ‘ 200ng/L ‘ 10ng/L ‘ 100ng/L ‘ 1000ng/L ‘ 50ng/L ‘ 500ng/L ‘ 5000ng/L | FRATK ‘ 2RANFE K
L'SF iﬁ/{f\‘%{i%% é j"[/\ Estrone ‘ NDMA Triclosan ‘ Sewage sample

FEA MK T, 96
ARG 2

ERBLE 72D Z b Tz,

X-6 MCEERBKEMZAL. BROMEL L, 1/3LU T EL>-EEFH
AXNADIE. EMEFRLVEAEWETHY . LR

Il A ENETEIX CIRFH] - JREERAFED
b D BInFILAH LN D> T2, NDMA
100ng/L,96 g%, kU 27 =24 500ng/L, 3 Ik
RN S8 ELE Tr o T, TRA T/KIEERIX T
1%, EEREOEEES T Ch 5 Elastase Bis 1
Carboxypeptidase &= -2SRHEHKAEEZ A L, 96
IRl D EgEEl AR LTz,

PLEDFERNS . FARYEKOEFERE L LT

JVE ARVE DR S TR H121% 96 I
2N L CWAZ b, F72, 96 RIRERIZ L v &%
LR DB TS -T2 &, 96 BEHIREIL, &
PR S LCORHTE 2 2nh, DR
BRCIL, WREEIEREIE 96 il & L7e,

A AEEME S U TKEFHIREE LT A F HDHEHE
HEEFRIRTO T 74 LTS



HI
Be
1
c¥
Triclosan sewage sample
X-7 FFiETHOEBEEYE LvitellogeniniE 5 F D FHKIFAREDEFR
B
2
gl
e
T8
£8
.g =
Estrone Triclosan sewage sample
X-8 B TORBEME LchoriogeninBZF D FHKIFREDBEFR
PR
wd
o
6
0
g’_,ﬁ ~
Br
¢
=2
38
s
Estrone Triclosan sewage sample
H-10 TS5 TOEBREMELPASO1ALBEFOHKEEEDER
7
Wi 6
% B s i
wE
N s
mE
28
0
1
Estrone NDMA Triclosan sewage sample
H-11 IS5 TOEBRBENELLSHEEFOREAREDRER
YA BT VAR DA XTI OB =7

7 A NOZAE D, RO 2 TR 57

(i, TEFESF D

DIFFEAREATV, A X T D

S DR TACFIE D A X T
GHHEO T a7 7

ANWERFDMEN DD, €T, I, T/KEDK

TEEN. KLY~ DR
WEE 752 B BIROD T FEEE A R

'Fﬁﬁéﬂfb\éki
B L GREL,

LSFBEFRIMER

10
9
F‘Er 6 I
®E ¢
M- X
e 4
o3
£5.
0
1
Estrone Triclosan sewage sample
H-12 FETORBREYE LIPCQLELRFOREREDE R
10
. 9
E?SE‘ 6
ol
W
) o
[ 2
RE!
1
Triclosan sewage sample
H-13 BETORBREMELIPCSEGZFORBREDRE R
7
6
s 7
Xl
A
K
oo
% o
g o
1
Estrone NDMA Triclosan

elastase;BEFRIEE
log, (RREE X />t FBIX )

log, (MR X/*HRR)

carboxypeptidaseifi iz F RIRfE

Estrone

Triclosan sewage sample

-16 NTHOEBREWE LcarboxypptidaseiB{nF D FK I E DEEZR
IREWEIL, = A bry (EHFRLVEY) M= e
VIOAFIT I NDMA GERAME) . RV
rady GERERD ., 72 2R GHUBEMERLEY),
77V Aa~wA Ty GAEWE) ., 7 akA Ty
HWAAD ., Pk FarFx s 27 a 2 :DHT (B
PHARLEY) ThHD, 7 ABHE,
FFEO TAGRELE L, WA TR, 2 YRALBIK,




ALERIK, FRMRIUEDK & LT,
4.1 BERBOAE

AT OBEBSIIFS DL BY ThD, £t
WEOMSEREIL, PGB CRti S iud oL od
3 BfEE LT, M, miRERDSIRA TR, FRE
XS 2 ALK, ARIREEDS B R K L1 & 72 o
TG ID99D99 i)Y, 96 WE L L, i
KIFPEEAGE K E L, LIz~ 7 a7 LA
X, 44K & L7o, TAGREIOMEERSRT, L3 WE
MRz L RS T o7

£-3 A hOBEEHEND—E

R F1bk=

IREYE EIRE
IR kAT 2, 20, 200 (ng/L)
NDMA* 10, 100, 1000 (ng/L)
k)ooyr 50, 500, 5000 (ng/L)

TILA R 10, 100, 1000 (ug/L)
5y ZRAIA4 50, 500, 5000 (ng/L)
UHORAKRR I 7 I R 5 50, 500 (ng/L)
CEROTFR FXFAL***40, 400, 4000 (ng/L)
201009 GRATK, 2 RALIEK ™ ***

201012 FRATIK, 2 &, 1ERANFE/K >+

201111 FRATIK, 2 R, 1E3R, 1EAARMER/K ™ *****

K m 24+1 °C

IR 96 B%fi

HEEY d-rR R A S AR (3~9 1 AlD)
A 6~8 {E{R. IFEX

it 8 BAHA 16 Bl HEEA 8 BfE

A g . L
I7L—>3y DO AMEL MBS TR OMIZIER
B FRIBMANTER: FHig. TS, FEE. X

{FR~YA/ a7 L4 44K
LA S FREIERBERIVEVEEES L TOREE
A2 Dk FOTR RRTAUEBHRILVEVEREE L TOREE
3 2 TOEEERIE. RBHITE o116, AAELREG 6
El., #EIY FA—ILEEOHTIToTz, (*Runl, **Run2, ***
Run3, ****Rund, *****Runb, ******Run6)

4.2 IRFEFEBROBRE
3.2 LRItk

4.3 BIzFRERITOAX

MR TR BT L, subio 3 X Y Microsoft
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ﬁ similar to )_L similar to )_L ilar to UniRef100_Q4S9Y6 Cluster: ilar to UniRef100_UPI000065EBB4 | homologue to UniRef100_Q9W646 UniRef100_Q91184 Cluster: L-SF UniRef100_Q8JI21 Cluster: homologue to UniRef100_Q9W646 UniRef100_Q8JI21 Cluster: UniRef100_Q9W646 Cluster:
® Cluster: Homolog of Homo sapiens | Cluster: Homolog of Homo sapiens Chromosome undetermined Cluster: Synembryn-8 (Brain Cluster: Choriogenin Hminor; n=1; ; Oryzias lati . iogenin Hminor; n=1; Oryzias | Cluster: Choriogenin Hminor; n=1; | Choriogenin Hminor; i Choriogenin Hminor; n=1; Oryzias
I ""Protein FAM20C precursor; ""Protein FAM20C precursor; n=1; | SCAF14693, whole genome shotgun | synembrin) (hSyn) (Protein Ric-88); | Oryzias latipes|Rep: Choriogenin |SF precursor - Oryzias latipes (Medaka| latipes|Rep: Choriogenin Hminor - |  Oryzias lati Chori i i I iogenin Hminor -
E] Takifugu rubripes| Rep: Homolog of | Takifugu rubripes| Rep: Homolog of n=1; Takifugu rubripes|Rep: |Hminor - Oryzias latipes (Medaka fish) fish) (Japanese ricefish), partial (38%)"|  Oryzias latipes (Medaka fish) |Hminor - Oryzias latipes (Medaka fish)|  Oryzias latipes (Medaka fish) Oryzias latipes (Medaka fish)

sequence; n=1; Tetraodon
o o

LorNnwauaN®

BEFHRBUEE log, BRERX/HBE)

Homo sapiens ""Protein FAM20C Homo sapiens ""Protein FAM20C y yn-8 (Brain (hSyn)  (Japanese ricefish), partial (59%)" (Japanese ricefish), partial (33%)" (Japanese ricefish), partial (35%)" (Japanese ricefish), complete" (Japanese ricefish), complete"
precursor - Takifugu rubripes, partial | precursor - Takifugu rubripes, partial | undetermined SCAF14693, whole | (Protein Ric-8B). - Takifugu rubripes,
(67%)" (69%)" genome shotgun sequence - partial (31%)"
Tetraodon nigroviridis (Green puffer),
partial (23%)
TC107791 TC98482 TC96910 CDK182018 TC98004 TC119213 TC119303 TC112557 TC114719 TC91841
3 -~ e J—
-18 FHETHIR hOY (Estrone) ¥—h—IEHEETF
i FATAS FATAS AATK>
FATK FATFK 5
B B l
| | /
| | | = 3
= 1 CE= | 1 L ] ] . . =
B L= == 8=k = 1 1 | [ ] ] 1

homologue to UniRef100_Q8UW88
Cluster: Vitellogenin 1; n=1; Oryzias

latipes (Medaka fish) (Japanese
ricefish), partial (9%)"

1-Oryzias
latipes (Medaka fish) (Japanese
ricefish), partial (18%)"

UniRef100_A1YGE3 Cluster: HAND1;
n=3; Hominoidea| Rep: HAND1 - Pan
paniscus (Pygmy chimpanzee)
(Bonobo), partial (50%)"

similar to UniRef100_Q4SM83 Cluster:
Chromosome 13 SCAF14555, whole
genome shotgun sequence; n=1;
Tetraodon nigroviridis| Rep:
Chromosome 13 SCAF14555, whole
genome shotgun sequence -
Tetraodon nigroviridis (Green puffer),

similar to UniRef100_Q13639-2
Cluster: Isoform 5;
sapiens|Rep: Isoform 5 - Homo
sapiens (Human), partial (25%)"

similar to UniRef100_UPI000065F28F
Cluster: Uncharacterized protein
C70rf24.; n=1; Takifugu rubripes|Rep:
Uncharacterized protein C7orf24. -
Takifugu rubripes, partial (31%)"

UniRef100_Q91184 Cluster: L-SF

UniRef100_Q91184 Cluster: L-SF

similar to UniRef100_UPI0O00065FD66
Cluster: Brail ifi i i

UniRef100_Q91184 Cluster: L-SF

precursor; n=1; Oryzias lati L
SF precursor - Oryzias latipes (Medaka
fish) (Japanese ricefish), partial (31%)’

n=1; Oryzias L.
SF precursor - Oryzias latipes (Medaka
fish) (Japanese ricefish), partial (50%)"

P
inhibitor 1 precursor.; n=1; Takifugu
rubripes| Rep: Brain-specific
angiogenesis inhibitor 1 precursor. -

Takifugu rubripes, partial (9%)

Oryzias
SF precursor - Oryzias latipes (Medakal
Fish) (Japanese ricefish), partial (38%)"}

LorNwEna N

BEFREUEE log, BRR/REX)

-20 FBETOIR kOY (Estrone) v—h—I&MEEIETF

partial (40%)"
TC121943 TC113386 TC119369 TC122845 CDK208724 TC113873 TC117173 TC104935 CBJ729041 TC115042
_ -
-19 TS TOMOIR LAY (Estrone) ¥—H—IEEEIEF
=
| 1
1 |
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= | = | 1 = . | T T = == SF
" 1 =7
similar to UniRef100_UPI100015DD41C | similar to UniRef100_UPIO00065DCEF similar to UniRef100_UPI0O00065F878 weakly similar to homologue to UniRef100_Q9PVP6 | similar to UniRef100_UPIO00065E998 | similar to UniRef100_A7H8Y8 Cluster:| homologue to UniRef100_Q4T6A9 | similar to UniRef100_Q45215 Cluster:
Cluster: phosphate ABC transporter, | Cluster: Probable G-protein coupled Cluster: solute carrier family 39 (zinc | UniRef100_UPIO0003660AA Cluster: | Cluster: E2 olfactory receptor; n=1; Cluster: 3'(2'),5-bisphosphate PHA accumulation regulator DNA- | Cluster: Ct i c i
permease protein PStC; n=1; | receptor 45 (PSP24-alpha) (PSP24-1).; transporter), member 10; n=1; Midnolin (Midbrain nucleolar Oryzias E2 olfactory idase 1 (B 3. binding protein; n=1; SCAF8839, whole genome shotgun | SCAF14764, whole genome shotgun
Acaryochloris marina n=1; Takifugu rubripes|Rep: Probable Takifugu rubripes|Rep: solute carrier Takifugu rubripes|Rep: receptor - Oryzias latipes (Medaka | nucleotidase 1) (PAP-inositol-1,4- | Anaeromyxobacter sp. Fw109-5|Rep: sequence; n=1; Tetraodon sequence; n=1; Tetraodon
MBIC11017| Rep: phosphate ABC ~(G-protein coupled receptor 45 (PSP24- family 39 (zinc transporter), member Midnolin (Midbrain nucleolar protein)., fish) (Japanese ricefish), complete” | phosphatase) (PIP).; n=1; Takifugu | PHA accumulation regulator DNA- igroviridi [ igroviridi fe
transporter, permease protein PstC - | alpha) (PSP24-1). - Takifugu rubripes, 10 - Takifugu rubripes, partial (16%)" | - Takifugu rubripes, partial (11%)" rubripes|Rep: 3'(2'),5"bisphosphate | binding protein - Anaeromyxobacter | undetermined SCAF8839, whole | undetermined SCAF14764, whole
Acaryochloris marina MBIC11017, partial (45%)" nucleotidase 1 (Bisphosphate 3'- sp. (strain Fw109-5), partial (8%)" genome shotgun sequence - genome shotgun sequence -
partial (5%)" nucleotidase 1 Tetraodon nigroviridis (Green puffer), | Tetraodon nigroviridis (Green puffer),
partial (51%) partial (17%)
TC125627 TC121450 TC108102 TC109843 TC92728 TC121340 TC97738 TC110188
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Collectin-10 precursor; n=1; Mus
musculus| Rep: Collectin-10 precursor - Mus

1100_Q8CF98 Cluster:

)_QUAZ58 Cluster:

= -
[ SCAF1467

)_QasAWG Cluster:

subsp. wolfei str. Goettingen| Rep:

shotgun sequence; n=1; Tetraodon
e N

79,

Q29058 C
Sus scrofa| Rep: Galectin-4 -
Sus scrofa (Pig), partial (63%)"

v
Galectin-4;

)_QBUW99 Cluster:
Galectin family xgalectin-lla; n=1; Xenopus
laevis | Rep: Galectin family xgalectin-lla -

g i )_\
as-related protein Ral-B precursor.;
Takifugu rubripes| Rep: Ras-related

y simil 100_Q4SMM6.
Cluster: Chromosome undetermined
SCAF14546, whole genome shotgun sequence;

-
‘musculus (Mou: ig 3 SCAF14679, Xenopus laevis (African clawed frog), partial | protein Ral-B precursor. - Takifugu rubripes, n=1; Tetraodon nigroviridis| Rep:
‘wolfei (strain Goettingen), partial (5%)" | whole genome shotgun sequence - Tetraodon| (51%)" i Chi ined SCAF14546,
nigroviridis (Green puffer), partial (31%)" 'whole genome shotgun sequence - Tetraodon|
nigroviridis (Green puffer), partia
21 BTOHIR +OY (Estrone) v—H—EEELF
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similar to UniRef100_Q4RTH3 Cluster: similar to UniRef100_Q4RQLO Cluster: weakly similar to UniRef100_Q4SPY1 similar to UniRef100_UPI000065E43C similar to UniRef100_UPI000065CB29 similar to UniRef100_A1U1T9 Cluster: similar to UniRef100_UPI0000361360 similar to UniRef100_Q91201 Cluster:
iChromosome 1 SCAF14998, whole genomelChromosome 2 SCAF15004, whole genome Cluster: Chromosome 7 SCAF14536, whole| Cluster: Rab-like protein 5.; n=1; Takifugu Cluster: Pirin.; n=1; Takifugu il il E; n= il Cluster: Tropomodulin-4 (Skeletal muscle HMG-T2 protein; n=1; Oncorhynchus

shotgun sequence; n=1; Tetraodon shotgun sequence; n=1; Tetraodon genome shotgun sequence; n=1; rubripes|Rep: Rab-like protein 5. - Pirin. - Takifugu rubripes, partial (29%)" aquaeolei VT8|Rep: Ribonuclease E - tropomodaulin) (Sk-Tmod).; n=1; Takifugu mykiss| Rep: HMG-T2 protein -
igroviridi cl 1 i ct 2 Tetraodon nigroviridis | Rep: Chromosome Takifugu rubripes, partial (98%)" Marinobacter aquaeolei (strain ATCC lin-4 (Skeletal mykiss (Rainbow trout)

SCAF14998, whole genome shotgun SCAF15004, whole genome shotgun 7 SCAF14536, whole genome shotgun 700491 / DSM 11845 / VT8)(Marinobacter muscle tropomodulin) (Sk-Tmod). - (Salmo gairdneri), partial (94%)"

sequence - Tetraodon nigroviridis (Green | sequence - Tetraodon nigroviridis (Green | sequence - Tetraodon nigroviridis (Green hydrocarbonoclasticus (strain DSM Takifugu rubripes, partial (71%)"
puffer), partial (77%)" puffer), partial (42%)" puffer), partial (9%)" 11845)), partial (3%)"
TC98217 TC97704 TC125929 TC96174 TC94687 TC103429 TC96441 CDK139972 TC104046
22 B TO NDVA = —Hh—(EfEinF
A
2 BATK
l 1 1 | |

i — [l » .I l: ;l;l lk l | | B I'. = (== FF | = ., o | TS »

homologue to UniRef100_Q4S6H6
Cluster: Cl 10 SCAF14728,

similar to UniRef100_A1C5DO0 Cluster:

whole genome shotgun sequence;

subunit alpha type;

homologue to UniRef100_A15D33
Cluster: Phosphoesterase, PA-

Tetraodon nigroviridis| Rep:
Chromosome 10 SCAF14728, whole
genome shotgun sequence -
Tetraodon nigroviridis (Green puffer),

partial (33%)"

TC100134

subunit alpha type - Aspergillus
clavatus, partial (7%)"

CAU169583

related; n=1;
Nocardioides sp. J5614|Rep:
Phosphoesterase, PA-phosphatase
related - Nocardioides sp. (strain BAA-
499/ 15614), partial (4%)"

CDK036310

TC113562

ilar to UniRef100_Q1ILF1
eptidase S1C, Do precursor;
idobacteria bacterium
Ellin345| Rep: Peptidase S1C, Do
precursor - Acidobacteria bacterium
(strain Ellin345), partial (7%)"

CDK197569

TC94467

weakly similar to UniRef100_Q4RA27
Cluster: Chromosome undetermined
SCAF24622, whole genome shotgun
sequence; n=1; Tetraodon
nigroviridis| Rep: Chromosome
undetermined SCAF24622, whole
genome shotgun sequence -

.9-

23 IT5TONNA v—H—{RiHEEF

weakly similar to UniRef100_P97805
Cluster: Protein FAM3D precursor;
n=1; Mus musculus| Rep: Protein
FAMS3D precursor - Mus musculus
(Mouse), partial (22%)"

Cluster: CI

homologue to UniRef100_Q4RI98
18 SCAF15038,

similar to UniRef100_Q4RJ98 Cluster:
18 SCAF15038, whole

n=

genome shotgun sequence -

Tetraodon nigroviridis (Green puffer), partial (52%)"
partia
TC113815 CAM308310 TC118716

whole genome shotgun sequence;
; Tetraodon nigroviridis| Rep:
Chromosome 18 SCAF15038, whole

Tetraodon nigroviridis (Green puffer),

genome shotgun sequence; n=1;
Tetraodon nigroviridis| Rep:
Chromosome 18 SCAF15038, whole
genome shotgun sequence -
Tetraodon nigroviridis (Green puffer),
partial (42%)"

TC91656
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similar to UniRef100_UPI000065D45A
Cluster: G patch domain-containing
protein ; Takifugu rubripes|Rep: G
patch domain-containing protein 2. -

weakly ilar to UniRef100_Q805B1
Cluster: Tumor necrosis factor recemur
associated factor-5; n=2;
gallus| Rep: Tumor necrosis actor

si

ilar to UniRef100_Q4RM71 Cluster:
Chromosome 10 SCAF15019, whole

senome shotgun sequence;

Tetraodon

similar to UniRef100_UPI0000D9B118
Cluster: PREDICTED: BCR downstream
signaling 1; n=1; Macaca mulatta|Rep:

ilar to UniRef100_QARIS1 Cluster:
Chromosome 7 SCAF15042, whole
genome shotgun sequence; n=1;

d c

er: Male-specific protein; n=1;
sarotherodon galilaeus| Rep: Male-

ICTED: BCR signaling 1

specific protein galilaeus

r to UniRef100_Q6SKG4
ale-specific protein; n=1;
i Male-

homologue to
UniRef100_UPIDO0DGSDED? Cluster: C-1-

r to UniRef100_Q6SKG4
Cluster: Male-specific protein; n=1;

specific protein - Sarotherodon galilaeus

synthase,
(CL-THF synthase) [Includes:

Male-
specific protein - Sarotherodon galilaeus

v

Takifugu rubripes, partial (45%)" receptor associated factor-5 - Gallus 10 SCAF15019, whole genome shotgun Macaca mulatta, partial (16%)" 7 SCAF15042, whole genome shotgun (mango tilapia), partial (31%)" (mango tilapia), partial (26%)" Methylenetetrahydrofolate (mango tilapia), partial (26%)"
gallus (Chicken), partial (11%)" sequence - Tetraodon nigroviridis (Green sequence - Tetraodon nigroviridis (Green dehydrogenase ;
puffer), partial (29%)" puffer), partial (93%)"

; Formyltetrahydrofolate synthetase .;

n=1; Takifugu r
TC100534 'CDK036942 TC112624 CAM138678 CDK141741 TC118601 TC94119 TC95509 TC101527 TC99784
& ) ebs j—
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!
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lhomologue to UniRef100_A7EF11 Cluster:
Predicted protein; n=1; Sclerotinia
sclerotiorum 1980 Rep: Predicted protein
- Sclerotinia sclerotiorum (strain ATCC
18683 / 1980 / Ss-1) (Whitemold)

similar to UniRef100_QAS6E3 Cluster:
Chromosome 10 SCAF14728, whole
gencme shotgun sequence; ne1;
[Tetraodon ni

similar to UniRef100_UPI000065F2C8
Cluster: Bridging integrator 2 (Breast
cancer-associated protein 1).; n=1;

10 SCAF14728, whole genome shotgun

Takifugu Bridging
integrator 2 (Breast cancer-associated

homologue to UniRef100_Q4RV73

lhomologue to UmRellOD Q41520 Cl

Cluster: C 15 SCAF14992,
whole genome shotgun sequence; n=1;

SCAF9468,
whole genome shotgun sequence; n=1;
VS e

to UniRef100_
Cluster: Homolog of Homo sapiens
"Solute carrier family 6

Tetraodon

15 SCAF14992, whole genome shotgun

undetermined SCAF9468, whole genome

GABA),
member 13; n=1; Takifugu rubripes|Rep:

UniRef100_P87383 Cluster: Guanine
nucleotide-binding protein G(i) subunit
alpha-1; n=1; Oryzias latipes | Rey
Guanine nucleotide-binding protein G(i)
subunit alpha-1 - Oryzias latipes (Medaka

similar to UniRef100_Q66180 Cluster:
Fatty acid binding protein 11; n=1; Danio
rerio| Rep: Fatty acid binding protein 11 -
Danio rerio (Zebrafish) (Brachydanio
rerio), partial (92%)"

weakly similar to UniRef100_ ABILAZ

Chiamydomonas relnhardti|Rep:
Predicted protein - Chlamydomonas
reinhardtii, partial (6%)"

26 FFiEco~Y 09y

10

(Triclosan) ¥—h—&tEEIETF

(Whetzelinia sclerotiorum), partial (3%)" |sequence - Tetraodon nigroviridis (Green | protein 1). - Takifugu rul es, partial | sequence - Tetraodon nigroy (Green shotgun sequence - Tetraodon nigrovi Homolog of Homo sapiens ""Solute fish) (Japanese ish), partial (44%)"
puffer), partial (9%)’ (64%)" puffer), partial (37%)" (Green puffer), partial (14%) carrier family 6 (Neurotransmitter
transporter, G
CAM337375 TC116391 TC102084 TC119789 CAM317682 CDK018817 CAM334900 TC112042 TC113356 TC114183
Jo—J%
25 [NTONDMA v—Hh—ZFEEET
[ | 1
I — = |
| Lu ==
[ LN I
homologue to similar to UniRef100_UPI0000365EE1 |similar to UniRef100_Q4RUO02 Cluster: similar to UniRef100_Q1RM35 Cluster: similar to UniRef100_Q66JW3 Cluster: similar to UniRef100_Q9Y2G3 Cluster: similar to UniRef100_Q4SFB3 Cluster:
UniRef100_UPIO00065EAA3 Cluster: | Cluster: Homolog of Homo sapiens | Chromosome 12 SCAF14996, whole | Coiled-coil domain-containing protein|  Thymus high mobility group box Probable phospholipid- transpnmng Chromosome 6 SCAF14605, whole
Homolog of io rerio ""Sp9.;|  ""calcit i genome shotgun sequence; n=1; |104; n=1; Danio rerio | Rep: Coiled-coil protein TOX; n=1; Mus ATPase IF; n=1; H genome shotgun sequence; n=1;
n=1; Takifugu rubripes|Rep: Homolog protein kinase IG; Takifugu Tetraodon nigroviridis|Rep: /domain-containing protein 104 - Danio| Thymus high mobility group box Probable phospholipid-transporting Tetraodon nigroviridis|Rep:
of Brachydanio rerio ""Sp9. - Takifugu| rubripes|Rep: Homolog of Homo Chromosome 12 SCAF14996, whole | rerio (Zebrafish) (Brachydanio rerio), | protein TOX - Mus musculus (Mouse), ATPase IF - Homo sapiens (Human), Chromosome 6 SCAF14605, whole
rubripes, partial (21%) sapiens ""calcium/calmodulin- genome shotgun sequence - partial (47%)" partial (4%)" partial (14%)" genome shotgun sequence -
dependent protein kinase IG - Tetraodon nigroviridis (Green puffer), Tetraodon nigroviridis (Green puffer),
Takifugu rubripes, partial (40%)" partial (91%)" partial (20%)"
TC100017 TC125469 TC103480 TC106667 TC118049 TC106080 TC120102 TC97037 TC106992 TC93760
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similar to UniRef100_Q4SGES5 Cluster:
‘Chromosome 17 SCAF14597, whole

UniRef100_P49749 Cluster: Homeobox

similar to UniRef100_093394 Cluster:

homologue to UniRef100_Q4RJK1

even-skipped homolog protein 2;
Mus musculus| Rep: Homeobox even-
skipped homolog protein 2 - Mus
musculus (Mouse), partial (4%)"

; Perca
Neprilysin - Perca flavescens (Yellow
perch), partial (24%)"

Cluster: C 3 SCAF15037,
whole genome shotgun sequence;
n=1; Tetraodon nigroviri :
Chromosome 3 SCAF15037, whole
genome shotgun sequence -
Tetraodon nigroviridis (Green puffer),

similar to UniRef100_QSACK7 Cluster:
ATP-dependent RNA helicase DRS1;
n=1; Candida albicans| Rep: ATP-
dependent RNA helicase DRS1 -
Candida albicans (Veast), partial (4%)"

chalcogramma| Rep: Aspartic acid-rich

chalcogramma (Alaska pollock), partial
(40%)"

homologue to UniRef100_Q762N2
Cluster: Aspartic acid-rich protein
aspolin; n=1; Theragra

protein aspolin2 - Theragra

weakly similar to UniRef100_Q4T0s3
Cluster: Chromosome undetermined
SCAF10875, whole genome shotgun

sequence; n=1; Tetraodon
nigroviridis| Rep: Chromosome
undetermined SCAF10875, whole
genome shotgun sequence -

similar to UniRef100_UPIO000ECCA6C

Cluster: WD repeat protein 35.; n=1;

Gallus gallus| Rep: WD repeat protein
35. - Gallus gallus, partial (21%)"

similar to UniRef100_A2BIC4 Cluste

Danio rerio| Rep: Tyrosinase-related

Tyrosinase-related protein 1;

protein 1 - Danio rerio (Zebrafish)
(Brachydanio rerio), partial (31%)"

29 KT RO
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partial (5%)" Tetraodon nigroviridis (Green puffer),
partia
TC98456 TC109586 CDK157290 TC119282 CAU167091 TC89214 TC97300 TC121512 CDK102261 TC121259
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similar to UniRef100_Q4RVL3 Cluster: homnlogue to UmReflOO A9VE36 Cluste( similar to UniRef100_Q4SNUG6 Cluster: similar to UniRef100_Q9PUS58 Cluster: 'homologue to UniRef100_Q4RFI9 Cluster: similar to UniRef100_L D58 to similar to UniRef100_ QA‘ITHC3 Clust
Chromosome 15 SCAF14992, whole ‘Chromosome 15 SCAF14542, whole Protein NipSnap2; Danio rerio|Rep: ‘Chromosome 8 SCAF15119, whole Cluster: Cold shock d UniRef100_L Cluster: RNA SCAF3050,
genome shotgun sequence; n=1; : Predicted protein - genome shotsun sequence, n=1; Protein NIpSnapZ Danio rerio (Zebrafish) genome shotgun sequence; n=1; protein C2 (RNA-binding protein PIPPin).; pseudouridylate synthase domam whole genome shotgun sequence, =1;
Tetraodon nigroviridis| Rep: Chromosome| Monosiga brevicollis MX1, partial (5%)" |Tetraodon rerio), partial (66%)" igroviridi c n=1; Takifugu rubripes| Rep: Cold shock | containing 3; n=1; Takifugu igroviridi
15 SCAF14992, whole genome shotgun 15 SCAF14542, whole genome shotgun 8 SCAF15119, whole genome shotgun domain-containing protein C2 (RNA- | RNA scAiaosn, whole genome
sequence - Tetraodon nigroviridis (Green sequence - Tetraodon nigroviridis (Green sequence - Tetraodon nigroviridis (Green binding protein PIPPin). - Takifugu containing 3 - Takifugu ruhrvpes, partial sh i
puffer), partial (27%)" puffer), partial (11%)" puffer), partial (55%)" rubripes, partial (88%)" (48%)" (Green puffer), parﬂal (70%)"
TC100797 TC100784 TC115027 JC125005 TC99260 TC106773 TC107523 TC94563 TC109276
; . . . e
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homologue to UniRef100_Q4SEG3 similar to UniRef100_Q5BJM7 Cluster: similar to UniRef100_Q4T8Y3 Cluster: homologue to UniRef100_Q6PHO1 similar to UniRef100_UPI000065CC47 similar to UniRef100_UPI000065F52E similar to UniRef100_Q4RX33 Cluster: similar to UniRef100_UPI000065E90F similar to UniRef100_Q4S2H8 Cluster:
uster: Chromosome undetermine DC42 small effector 1; n=1; Rattus romosome undetermined SCAF7700, | Cluster: HIV-1 Rev binding protein; n=: luster: Homolog of Homo sapiens uster: Optineurin (Optic neuropathy- romosome F14979, whole uster: Ran-binding protein 3 (RanBP3).; romosome 17 SCAF14760, whole
Cl Che d ined cDCca2 1l effe 1, Ch d ined SC 00, | Cl 1 bindi il Cly I f i Cl Optil rin (Optie thy Chi 11 SCAF14979, whols Cly bindi in 3 3) Ch 17 SCAF14760, whols
L, whole genome shotgun norvegicus|Rep: small effector 1 - | whole genome shotgun sequence; n=1; )anio rerio |Rep: /-1 Rev binding plice Isoform 1 of Neuroepithelial cel inducing protein] |nteramng genome sl otglm sequence, akifugu rubripes|Rep: Ran-bine genome shotgun sequence; n=1;
SCAF14621, whol h icus | Rep: CDC42 Il effe 1 rhol h 1; Dani io| Rep: HIV-1 Rev bindir ""Splice Isofi 1 of Ne heli: | {] \d ) (E3-14.7K-i h Takift bripes | Rep: Ran-bil h 1;
sequence; n=1; Tetraodon Rattus norvegicus (Rat), partial (80%)" |Tetraodon nigroviridis|Rep: Chromosome| protein - Danio rerio (Zebrafish) transforming gene 1 protein; protein) (FIP-2) ingtin g Tetraodon ni 3 (RanBP3). - Takifugu rubripes, Tetraodon nigroviridis|Rep: Chromosome|
nigroviridis | Rep: Chromosome undetermined SCAF7700, whole genome (Brachydanio rerio), partial [rakifugu rubripes| Rep: Homolog of Homo) protein HYPL) (NEMO-related protein) | 11 SCAF14979, whole genome shotgun partial 17 SCAF14760, whole genome shotgun
1f jiridis hi d d S 00, whols hydanic i ial (36%)" kify bril le f 0-related i S 1979, whols he ial (32%)" SC) 60, whole h
undetermined SCAF14621, whole genome, Tetraodon nij sapiens ""Splice Isoform 1 of (Transcription factor IllA-interacting | sequence - Tetraodon nigroviridis (Green sequence - Tetraodon nigroviridis (Green
shotgun sequence - Tetraodon nigroviridis| (Green puffer), partial (23%)" Neuroepithelial cell transforming gene 1 protein) (TFIIIA- IntP).; puffer), partial (8%)" puffer), partial (66%)"
(Green puffer), partial (64
TC103868 TC120226 TC117941 TC101283 TC107067 TC95036 TC89791 TC126182 TC113414




Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/L. MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide

5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. MClarithromycin 5000ng/L. MDHT 40ng/l. MIDHT 400ng/L. IDHT 4000ng/L
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homologue to UniRef100_A9V2K1
Cluster: Predicted protein; n=1;
Monosiga brevicollis MX1|Rep:
Predicted protein - Monosiga

ilar to UniRef100_Q4SPV9 Cluster:

Chromosome 7 SCAF14536, whole
genome shotgun sequence

Tetraodon nigroviridis|Rep:

weakly similar to UniRef100_QaSLES

Cluster: Chromosome 7 SCAF14557,
whole genome shotgun sequence;
n=1; Tetraodon nigroviridis| Rep:

similar to UniRef100_Q4TB23 Cluster:}
Chromosome 15 SCAF7210, whole

genome shotgun sequence;

Tetraodon nigroviridis|Rep:

imilar to UniRef100_Q7VCWS3 Cluster: si
Predicted prot
Prochlorococcus marinus|Rep:

Predicted protein - Prochlorococcus

; n=1;

imilar to UniRef100_Q5J4WS3 Cluster:
Parkin; n=1; Takifugu rubripes| Rep:

Parkin - Fugu rubripes (Japanese

pufferfish) (Takifugu rubripes), partial

similar to UniRef100_Q4RRIS5 Cluster:
‘Chromosome 16 SCAF15002, whole

genome shotgun sequence;

Tetraodon nigroviridis|Rep:

similar to UniRef100_Q4T2X5 Cluster:

similar to UniRef100_AOLSS6 Cluster:

Chromosome 5 SCAF10152, whole

delta-isomerase; n=1; Acidothermus

11B|Rep: 5~

brevicollis MX1, partial (10%)" Chromosome 7 SCAF14536, whole | Chromosome 7 SCAF14557, whole | Chromosome 15 SCAF7210, whole marinus, partial (15%)" (a3%)" Chromosome 16 SCAF15002, whole Chromosome 5 SCAF10152, whole | carboxymethyl-2-hydroxymuconate
genome shotgun sequence - genome shotgun sequence - genome shotgun sequence - genome shotgun sequence - genome shotgun sequence - delta-isomerase - Acidothermus
Tetraodon nigroviridis (Green puffer), | Tetraodon nigroviridis (Green puffer), Tetraodon nigroviridis (Green puffer), Tetraodon nigrovi (Green puffer), cellulolyticus (strain ATCC 43068 /
partial (32%)" partial (25%)" partial (9%)" partial (21%)" partial (48%)" 118), partial (6%)"
CBJ733616 TC111334 TC109485 TC102198 TC114771 TC104121 TC110333 TC94620 TC99685 TC89700
.
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UniRef100_UPIO00065E560 Cluster: ‘weakly similar to U weakly similar to UniRef100_Q1NCE9 homologue to UniRef100_Q4RE87 Cluster: homologue to UniRef100_Q803N7 similar to UniRef100_Q1LWI2 Cluster: similar to UniRef100_Q2PR35 Cluster: similar to UniRef100_Q4SMCS5 Cluster: to UniRef100_|
Protein phosphatase 1L (Protein Cluster: Otoconin; Cluster: Transcriptional regulator; ; | Chromosome undetermined SCAF15134, | Clust asein kinase 2 alpha 1; Glutaminase; n=1; Danio rerio|Rep: Odorant receptor; n=1; Takifugu Chromosome 3 SCAF14553, whole Cluster: Repressor of RNA| pulvmerase m
phosphatase 2C isoform epsilon) (PP2C- | Otoconin - Gallus gallus (Chicken), partial Sphingomonas sp. SKA58|Rep: whole genome shotgun sequence; n=1; |Danio rerio|Rep: Casein kinase 2 alpha1-  Glutaminase - Danio rerio (Zebrafish) rubripes| Rep: Odorant receptor - Fugu genome shotgun sequance; 1; transcription MAF1 homolog.;
epsilon) (Protein phosphatase 1-like).; (14%)" ipti regulator - i iridis (o Danio rerio (Zebrafish) (Brachydanio (Brachydanio rerio), partial (14%)" rubripes (Japanese pufferfish) (Takifugu Tetraodon nig Takifugu il Repressor o' RNA
n=1; Takifugu rubripes| Rep: Protein sp. SKASS, partial (6%)" undetermined SCAF15134, whole genome| rerio), partial (53%)" rubripes), partial (6%)" 3 SCAF14553, whole genome shotgun polymerase Iil transcription MAF1
phosphatase 1L (Protein phosphatase 2C shotgun sequence - Tetraodon nigroviridis sequence - Tetraodon nigroviridis (Green| homolog. - Takifugu rubripes, partial
isoform epsilon) (PP2C-epsilon) (Pr (Green puffer), partial (5% puffer), partial (6%)" (41%)"
CAM142266 TC98199 TC120127 TC123860 TC93801 TC100386 TC118697 TC124008 TC115155 TC106062
31 ISTOIILE K (Flutamide) ¥—h—IEHEETF
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UniRef100_Q4RN91 Cluster: CI to UniREﬂW, E homologue to similar to UanEflOD UPIOODDSSDAED slmllar to UniRef100_( QATBAS Cluster: fhomologue to UmREﬂDO )_QA4T229 Cluster: similar to UniRef100_/ A7M545 Clusler similar to UniRef100_Q45352 Cluster: similar to UniRef100_UPI000065D404 homologue to UaneflOﬂ Q4TCE6 Cluster:]
1SCAF15015, whole genome shotgun  (Cluster: i i X luster: DNA| Cluster: 1-acyl SCAF7170, |l SCAF10361, MGC165813 prot Chromosome 17 SCAF14747, whole Cluster: tRNA (adenil CAF6960,
sequence, n=; alpha) (Dystrophin-related protein 3).; ligase 3 (DNA ligase Ill) acyltransferase zeta prezurwt (1 -AGP g he sequence; n=1; | whole g shotgun sequence; n=2; E tgun sequence; n=1; methyitransferase non-catalytic subunit | whole genome shotgun sequence; n=1;
If Rep: Chromosome 1 n=1; Takifugu il i ynth: 6) (1-AGPAT 6) Tetraodon nij Ct it ct taurus (Bovine), parlial (17%) Tetraodon ni iridi Cl TRM6 (tRNA( Tetraodon
sct\nsms whole genome shotgun | alpha (Dystrobrevin-alpha) (Dystrophin- |  3).; n=1; Takifugu i ined SCAF7170, whole genome fundetermined SCAF10361, whole genome| 17 SCAF14747, whole genome shotgun | subunit TRMG) (tRNA(m1ASB)MTase | undetermined SCAFG960, whole genome
sequence - Tetraodon nigroviridis (Green | related protein 3). - Takifugu rubripes, ligase 3 (DNA ligase Ill) zeta) (LPAAT-zeta).; n=1; Takifugu [shotgun sequence - Tetraodon nigroviridiskhotgun sequence - Tetraodon nigroviridis sequence - Tetraodon nigroviridis (Green ; Takifugu shotgun sequence - Tetraodon nigroviridis|
puffer), partial (68%)" partial (31%)" (! il i ynth: { yl-sn-gly 1-3-p (Green puffer), partial (15%)" (Green puffer), partial (41 puffer), partial (45%)" rubripes|Rep: tRNA (adenine-N(1)-)- (Green puffer), partial (8%)"
3). - Takifugu rubripes, partial ( methyltransferase
TC111134 CBJ727691 TC99649 TC120350 CDK199844 TC117013 CAM329551 CAM309547 CDK013959 CAM301515
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Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/L. MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide

5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/L. MIDHT 400ng/L. IDHT 4000ng/L
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similar to UniRef100_UPI00006600C0 similar to UniRef100_Q68R80 Cluster: similar to UniRef100_Q6P3K5 Cluster: similar to UniRef100_Q4RZ26 Cluster: similar to UniRef100_Q6BU18 Cluster: similar to UniRef100_A8KB50 Cluster: |homologue to UniRef100_Q4RSJ2 Cluster:
Cluster: Cadherin-2 precursor (Neural- i Krt5 protein; n=2; Danio rerio | Rep: Krt5 Chromosome 16 SCAF14974, whole Pre-mRNA-splicing factor CWC26; n=1; LOC563836 protein; Danio rerio|Rep:| Chromosome 13 SCAF15000, whole
cadherin) (N-cadherin) (CD325 antigen) protein - Danio rerio (Zebrafish) genome shotgun sequence; n=1; Debaryomyces hansenii| Rep: Pre-mRNA- LOC563836 protein - Danio rerio genome shotgun sequence; n=1;
(CDw325).; n=1; Takifugu rubripes|Rep: uncoupling protem Zoarces parus (Brachydanio rerio), partial (35%)" Tetraodon nigroviridis| Rep: Chromosome | splicing factor CWC26 - Debaryomyces (Zebrafish) (Brachydanio rerio), partial Tetraodon nigroviridis| Rep: Chromosome|
Cadherin-2 precursor (Neural-cadhe (Eelpout), partial (98%)" 16 SCAF14974, whole genome shotgun hansenii (Yeast) (Torulaspora hansenii), (59%)" 13 SCAF15000, whole genome shotgun
(N-cadherin) (CD325 antigen) (CDW325). - sequence - Tetraodon nigroviridis (Green partial (5%)" sequence - Tetraodon nigroviridis (Green
Takifugu rubripes, parti puffer), partial (36%)" puffer), partial (28%)"
TC109599 TC116734 TC101755 TC122482 TC118581 TC119878 TC93592 TC120281 TC99093 TC124929
e - e
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homologue to UniRef100_A2Q0S1 | similar to UniRef100_Q4S5V5 Cluster:| homologue to UniRef100_Q1E3C0 similar to UniRef100_Q4SNN2 Cluster: weakly similar to similar to UniRef100_UPI000065DF84 homologue to
Cluster: Ribosomal protein S6; n=1; | Chromosome 9 SCAF14729, whole Cluster: Predicted protein; n=1; | Chromosome 15 SCAF14542, whole UniRef100_UPI00015A6949 Cluster: Cluster: 1-acyl-sn-glycerol-3- UniRef100_UPIO0006SFFSF Cluster:
Solea senegalensis| Rep: Ribosomal | genome shotgun sequence; Coccidioides immitis| Rep: Predicted | genome shotgun sequence; n=1; E2F transcription factor 4, p107/p130- phosphate acyltransferase theta  Thyroid hormone receptor-assoclated
protein 56 - Solea senegalensis (Sole),|  Tetraodon nigroviridis | Rej protein - Coccidioides immitis, partial Tetraodon nigroviridis | Rep binding; n=1; Danio rerio| Rep: E2F acid protein complex 95 kDa component
partial (67%)" Chromosome 9 SCAF14729, whole ‘Chromosome 15 SCAF14542, whole transcription factor 4, p107/p130- thela) (lPAAT theta) (Acyl- (Trap95) (Thyroid hormone receptor-
genome shotgun sequence - genome shotgun sequence - binding - Danio rerio, partial (57%)" iated protein 5) (Vitamin D3
Tetraodon nigroviridis (Green puffer), Tetraodon nigroviridis (Green puffer), acyllransfevase 3) (hGPAT3) (Lung | receptor-interacting protein complex
partial (45%)" partial (22%)" cancer i jated pr DRIP92).; n=1; Takifugu
TC120783 TC105407 TC120700 TC102725 TC116558 TC103580 TC125150 TC121457 TC111488 TC104036
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similar to UniRef100_P01662 Cluster: Ig

kappa chain V-IIl region ABPC 22/PC 9245;|

n=1; Mus musculus|Rep: Ig kappa chain
V-Ill region ABPC 22/PC 9245 - Mus
musculus (Mouse), partial (56%)"

TC116722

similar to UniRef100_UPI0000661388
Cluster: IgL mRNA for immunoglobulin
light chain; n=1; Takifugu rubripes|Rep:
IgL mRNA for immunoglobulin light chain
- Takifugu rubripes, partial (55%)"

TC118635

similar to UniRef100_Q566X2 Cluster:
LOC793066 protein; n:
LOC793066 protein - Danio rerio
(Zebrafish) (Brachydanio rerio), partial
(:

1%)"

TC106208

; Danio rerio|Rep:

TC95259

ISTHDYYORAT7 =

similar to UniRef100_UPI0000661388
Cluster: IgL mRNA for immunoglobulin
light chain; n=1; Takifugu rubripes|Rep:
IgL mRNA for immunoglobulin light chain
- Takifugu rubripes, partial (53%)"

TC107161

similarm UniRef100_UPI0000661388
uster: IgL mRNA for immunoglobulin

Ilght chain; n=1; Takifugu rubripes|Rep:

IgL mRNA for immunoglobulin light chain
- Takifugu rubripes, partial (75%)"

o

TC115404

.13.

UniRef100_Q91184 Cluster: L-SF
precursor; n=1; Oryzias latipes| Rep: L-SF
precursor - Oryzias latipes (Medaka fish)

(Japanese ricefish), partial (34%)"

TC112517

TC101196

K (Cyclophosphamide) ¥—h—{&tEEETF

weakly similar to UniRef100_A1ZM01
Cluster: Blastula protease 10; n=1;
Microscilla marina ATCC 23134 Rep:

ATCC 23134, partial (23%)"

TC89931

Blastula protease 10 - Microscilla marina

similar to UniRef100_UPI0000018D78
Cluster: Tubulin-specific chaperone
cofactor E-like protein (EL) (Leucine-rich
repeat-containing protein 35).;
Takifugu rubripes|Rep: Tubulin-specific
chaperone cofactor E-like protein (EL)
(Leucine-rich repeat-cont

TC102048




Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/L. MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide
5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/L. MIDHT 400ng/L. IDHT 4000ng/L
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ol similar to UniRef100_UPI0000661388 | similar to UniRef100_QASERS Cluster: similar to UniRef100_Q4RZP3 Cluster: similar to UniRef100_Q3IL64 Clustes similar to UniRef100_UPI0000660F83 homologue to UniRef100_Q4T3D5
ic4 Cluster: IgL mRNA for immunoglobulin |  Chromosome 3 SCAF14614, whole Chromosome 18 SCAF14786, whole Transcriptional regulator, LysR famil Cluster: Homolog of Homo sapiens Cluster: Chromosome undetermined
" light chain; n=1; Takifugu rubripes|Rep: |  genome shotgun sequence; n=1; genome shotgun sequence; n=3; n=1; ""Myosi ive i in heavy|  SCAF10097, whole genome shotgun

IgL mRNA for immunoglobulin light chain Tetraodon nigroviridis| Rep: Chromosome| Tetraodon nigroviridis | Rep: Chromosome TAC125 | Rep: Transcriptional regulator, | chain variable region; n=1; Takifugu sequence; n=1; Tetraodon
- Takifugu rubripes, partial (75%)" 3 SCAF14614, whole genome shotgun 18 SCAF14786, whole genome shotgun LysR family - i Homolog of i igroviridi [
sequence - Tetraodon nigroviridis (Green sequence - Tetraodon nigroviridis (Green haloplanktis (strain TAC 125), partial yosi ive i i SCAF10097, whole genome
puffer), partial (97%)" puffer), partial (82%)" (6%)" chain variable region - Takifugur  shotgun sequence - Tetraodon nigroviridis
(Green puffer), partial (57
TCo7174 TC100675 TC116558 TC118811 TC123523 TC119879 TC106615 TC124049 TC118150 TC102028
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m similar to UniRef100_UPI0000661388 similar to UniRef100_Q566X2 Cluster: ‘weakly similar to weakly similar to similar to UniRef100_UPI0000660F84 similar to UniRef100_Q4T5Y5 Cluster: ‘weakly similar to similar to UniRef100_UPI000065DDAC similar to UniRef100_Q4SERS Cluster:
H- Cluster: IgL mRNA for immunoglobulin LOC793066 proteir i i UniRef100_UPI0000661388 Cluster: IgL | UniRef100_UPI0000661388 Cluster: IgL | Cluster: IgVH mRNA for immunoglobulin Chromosome 10 SCAF9027, whole UniRef100_UPI000065F1B4 Cluster: Cluster: Upstream-binding protein 1 (LBP- Chromosome 3 SCAF14614, whole
1 light chain; n=1; Takifugu rubripes | Rep: LOC793066 prof mRNA for immunoglobulin light chain; | mRNA for immunoglobulin light chain; | heavy chain variable region, partial cds, genome shotgun sequence; n=1; Homolog of Carassius auratus ; n=1; Takifugu rubripes|Rep: genome shotgun sequence; n=1;
- IgL mRNA for immunoglobulin light chain| (Zebrafish) (Brachydanio rerio), partial In=1; Takifugu rubripes|Re| ; Takifugu rubripes|Rep: IgL mRNA for| clone:F-m161; n=2; Takifugu Tetraodon nigroviridi c inducible protein Gigl.; n=1;| Upstream-binding protein 1 (LBP-1). - [Tetraodon nigroviridis|Rep: Chromosome

- Takifugu rubripes, partial (55%)" (21%)" immunoglobulin light chain - Takifugu immunoglobulin light chain - Takifugu rubripes | Rep: IgVH mRNA for 10 SCAF9027, whole genome shotgun Takifugu rubripes | Rep: Homolog of Takifugu rubripes, partial (35%)" 3 SCAF14614, whole genome shotgun
rubripes, partial (78%)" rubripes, partial (31%)" immunoglobulin heavy chain variable |sequence - Tetraodon (Green | C: it ity "I rf inducible sequence - Tetraodon nigroviridis (Green
region, partial cds, clone:F-m161 - puffer), partial (25%)" protein Gigl. - Takifugu rubripes, partial puffer), partial (97%)"
Takifugu rub 19%)"
TC118635 TC106208 TC95259 TC119261 TC116831 TC124046 TC117623 TC114637 CDK008251 TC100675
37 KTOD 7R SN |ophosphamide) ~—h—{&t#HELF
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BEFEREE log, BRRER/HEBR)

similar to UniRef100_Q4JXW7 Cluster: 6- | similar to UniRef100_Q4SV98 Cluster: | similar to UniRef100_Q4RUC2 Cluster: | similar to UniRef100_UPI0000660C59 | similar to UniRef100_ to UniRef100_ similar to UniRef100_Q4SUH2 Cluster: to UniRef100_Ul similar to UniRef100_Q6QB13 Cluster:
ine-DN 10 SCAF13771, whole Chromosome 1 SCAF14995, whole Cluster: Homolog of Homo sapiens | Cluster: Transferrin receptor protein 1 | Cluster: potassium channel modulatory | Chromosome undetermined SCAF13925,|  Cluster: Homolog of Homo sapiens Glucocorticoid receptor; n=1;
n=1; Corynebacterium jeikeium genome shotgun sequence; n=1; genome shotgun sequence; ""Protein tyrosine PhosPhatase, recePtor (TfR1) (TR) (TfR) (Trfr) (CD71 antigen) (T9)| ~factor 1; n=1; Takifugu rubripes|Rep: | whole genome shotgun sequence; n=1; | ""Seri ine-protein kinase PRP4. | Di i
K411|Rep: ine-DNA  |Tetraodon iridi [ igroviridi [¢ yPePtide 2 isoform 2 (p90) [Contains: Transferrin receptor | potassium channel y factor 1 - Tetraodon nigroviridi « homolog; n=1; Takifugu rubripes|Rep: ~|receptor - Dicentrarchus labrax (European
methyltransferase - Corynebacterium | 10 SCAF13771, whole genome shotgun | 1SCAF14995, whole genome shotgun ; Takifugu rubripes|Rep: | protein 1, serum form (sTfR)].; Takifugu rubripes, partial (54%)"  |undetermined SCAF13925, whole genome, Homolog of Homo sapiens sea bass), partial (4%)"

jeikeium (strain K411), partial (10%)" | sequence - Tetraodon nigroviridis (Green | sequence - Tetraodon nigroviridis (Green |  Homolog of Homo sapiens ""Protein Takifugu rubripes|Rep: Transferrin shotgun sequence - Tetraodon nigroviridis erine/threonine-protein kinase PRP4
puffer), partial (73%)" puffer), partial (70%)" tyrosine PhosPhatase, recePtor tyPe, N Po receptor protein 1 (TfR1) (Green puffer), partial (77%) homolog - Takifugu rubripes, partial
(25%)"
TC93794 TC119839 TC121416 TC115001 CDK146893 TC117092 TC103370 TC105735 CAM302735 TC106538

-38 FFETOYS)RA<A 2 (Clarithromycin) ¥—h—EEEIEF
- 14 -




Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L M Flutamide 10 ¢ g/, MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide
5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/l. MIDHT 400ng/L. IDHT 4000ng/L
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BEFREUEE log, (MRR/HBK)

AATK

2RI
¥

Similar to UniRef100_UPIO000ECCGEA Cluster
A disintegrin and metalloprotease 13.; n=1;

Gallus gallus | Rep: A disintegrin and
metalloprotease 13. - Gallus gallus, partial
(6%)

UniRef100_QATAPY Cluster: Chromosome
undetermined SCAF2771, whole genome
shotgun sequence; n=1; Tetraodon
nigroviridis| Rep: Chromosome undetermined

SCAF2771, whole genome shotgun sequence -

Tetraodon nigroviridis (Green puffer), partial

similar to UniRef100_A7SC40 Cluster: Predictet

Fomologue to UniRef100_042227 Cluster: |

prote
Predicted protein - Nematostella vectensis
(Starlet sea anemone), partial (6%)"

Probable histone deacetylase 1-8; n=1;
Xenopus laevis | Rep: Probable histone
deacetylase 1-B - Xenopus laevis (African
clawed frog), partial (24%)"

omologue to UniRef100_ ster:
Annexin max3; n=1; Oryzias latipes| Rep:

Annexin max3 - Oryzias latipes (Medaka fish)

(apanese ricefish), partial (11%)"

hiomologue to UniRef100_Q5VNG Cluster

fomalogue to UniRef100.

(PPR) rep:
protein-like; n=1; Oryza sativa Japonica
Group|Rep: Pentatricopeptide (PPR) repeat-
containing protein-like - Oryza sativa subsp.
japonica (Rice), partial (7%)"

Cluster:

o
methyltransferase (Protein-beta-aspartate
methyltransferase) (PIMT) (Protein L-
isoaspartyl/D-aspartyl methyltransferase) (L-
isoaspartyl protein carboxyl methyltransferas

simifar to UniRef100_Q7 T304 Cluster: ICER;
n=1; Gallus gallus| Rep: ICER - Gallus gallus
(Chicken), partial (94%)"

Fomologue to UniRer100_
Cluster: Alkaline ceramidase 2 (AlkCDase 2)
(Acylsphingosine deacylase 3-like) (N-
acylsphingosine amidohydrolase 3-like).;
Takifugu rubripes| Rep: Alkaline ceramidase 2
(AlkCDase 2) (Acylsphingosine deacylase 3-1

41

fcoys)RAORA Y

(Clarithromycin) ¥—h—I&MEEIEF
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10%)"
TC124985 TC90378 TC105614 TC123045 TC114427 > g TC124352 TC104035 TC104182
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"E similar to UniRef100_UPI000065D20F similar to UniRef100_ Q4T3W5 Cluster: ilar to UniRef100_Q4RUY1 Cluster:| similar to )_UI si ar to 187 | similar to UniRef100_Q09LZ8 Cluster:| homologue to UniRef100_Q4RYY0 similar to )_Q4RK53 Cluster: to )_Q4RFW2
‘@ Cluster: Estradiol 17-beta- [« Cl 12 SCAF14993, whole Cluster: Carbexypep!ldase B2 Clus!er Homolog ul Homo sapiens Cytosolic carboxypeptidase 6; n=2; | Cluster: Chromosome 16 SCAF14974, | Chromosome 2 SCAF15032, whole | Cluster: Chromosome 16 SCAF15113,
; dehydrogenase 3 (17-beta-HSD3) | SCAF9901, whole genome shotgun | genome shotgun sequence; n=1; precursor (c: u)(c ""GPBP-i ing protein A; n=1; Mus musculus| Rep: Cytosolic whole genome shotgun sequence; | genome shotgun sequence; n=1; | whole genome shotgun sequence;
(Testicular 17-beta-hydroxysteroid sequence; n=1; Tetraodon Tetraodon nij bl Taklfugu Homolog of 6-Mus musculus | n=1; Tetraodon nigroviridis|Rep: Tetraodon nigroviridis| Rep: n=1; Tetraodon nigroviridis|Rep:
dehydrogenase).; n=1; Takifugu If iridis Cl Cl 12 SCAF14993, whole |nhlbltor) (TAFI) (Plasma Homo sapiens ""GPBP-interacting (Mouse), partial (34%)" Chromosome 16 SCAF14974, whole Chromosome 2 SCAF15032, whole Chromosome 16 SCAF15113, whole
rubripes|Rep: Estradiol 17-beta- undetermined SCAF9901, whole genome shotgun sequence - carboxypeptidase B) (pCPB). protein A - Takifugu rubripes, partial genome shotgun sequence - genome shotgun sequence - genome shotgun sequence -
dehydrogenase 3 (17-beta-HSD 3) genome shotgun sequence - | Tetraodon nigroviridis (Green puffer), Takifugu rubripes|Rep: (15%)" Tetraodon nigroviridis (Green puffer), Tetraodon nigroviridis (Green puffer), Tetraodon nigroviridis (Green puffer),
(Testicular 17-beta-hydroxy Tetraodon nigroviridis (Green puffer), partial (11%)" Carboxypeptidase B2 precursor partial (32%)" partial (20%)" partial (86%)"
partial (5%)" (Carbo
TC112934 ‘ TC102005 ‘ TC125148 TC125390 ‘ TC97968 ‘ TC112191 TC97563
.
s
40 FBETHYSYROTA Y (Clarithromycin) ¥ —h—EHEIEF
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H similar to UniRef100_AOAS5C8 Cluster: | similar to UniRef100_UPI0O00065EBB4 to )_Q4K519 )_QIFVEO Cluster: Classical | similar to to UniRef100_Q4S9X7 homologue to UniRef100_AGECB8 Cluster: Heme slmllar to UniRef100_Q4RHJ6 Cluster:
ﬁ KISS1 isoform e; Cluster: Synembryn-B (Brain Cluster: i ion factor protein 11 precursor; | Cluster: Methylmalonic aciduria type | Cluster: Cl i X n=1; sp. 19 SCAF15045, whole
I musculus|Rep: KISS1 i synembrin) (hSyn) (Protein Ric-88).; Tu; n=1; Pf- is thaliana|Rep: | A protein, mitochondrial precursor.; | SCAF14693, whole genome shotgun |Brain-specific angiogene: BAL39|Rep: Heme oxygenase - genomeshotgun sequence; n=1;
1 musculus (Mouse), partial (21%)" n=1; Takifugu rubripes|Rep: 5|Rep: Translation elongation factor Classical arabinogalactan protein 11 n=1; Takifugu rubripes|Rep: sequence; n=1; Tetraodon precursor.; n=1; Takifugu Pedobacter sp. BAL39, partial (7%)" Tetraodon nigroviridis| Rep:
El Synembryn-B (Brain synembrin) (hSyn) Tu - Pseudomonas fluorescens (strain|  precursor - Arabidopsis thaliana ic aciduria type A igroviridi ¢ bripes| Rep: Brain-specifi Chromosome 19 SCAF15045, whole
(Protein Ric-8B). - Takifugu rubripes, Pf.5 / ATCC BAA-477), partial (63%)" | (Mouse-ear cress), partial (10%)" | protein, mitochondrial precursor. - | undetermined SCAF14693, whole | angiogenesis or 1 precursor. - genome shotgun sequence -
partial (31%)" Takifugu rubripes, partial (39%)" genome shotgun sequence - Takifugu rubripes, partial (9%)" Tetraodon nigroviridis (Green puffer),
Tetraodon nigroviridis (Green puffer), (29%)"
CDK048348 CDK182018 TC123185 CAM150168 TC104645 CDK005958 CDK089698 TC114757 TC118821 CAM342511




Estrone 2ng/l. MEstrone 20ng/L, MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/L. MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide

5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/L. MIDHT 400ng/L. IDHT 4000ng/L
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EEFHRBEEE log, BER/XHEBR) EEFHRBEEE log, BER/ARBE)

BEEFRREE log, (BER/ABRX)
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similar to UniRef100_Q8UVXO Cluster:
Piwi-like protein 1; n=1; Danio
rerio| Rep: Piwi-like protein 1 - Danio
rerio (zebrafish) (Brachydanio rerio),
partial (22%)"

TC107280

TC103026

similar to UniRef100_Q4RMH1

Cluster: Chromosome 10 SCAF15019,
whole genome shotgun sequence;

n=1; Tetraodon nigroviridis| Rep:
Chromosome 10 SCAF15019, whole
genome shotgun sequence -
Tetraodon nigroviridis (Green puffer),
partial (43%)"

weakly similar to UniRef100_Q98TFO
Cluster: CD11-2; n=1; Cyprinus

carpio| Rep: CD11-2 - Cyprinus carpio
(Common carp), partial (9%)"

-42 FHECOYE FOTRX FRTAY

OHT) < —h—&EEETF

-

i S
riy

UniRef100_ASMBMO Cluster: Cytochrome|
c oxidase subunit ; Caldivirga
maquilingensis IC-: 167|Re : Cytochrome ¢/
oxidase subunit Il - Caldivirga
maquilingensis IC-167, partial (5%)"

CDK166869

similar to UniRef100_UPI000065FDD4
Cluster: Homolog of Homo sapiens
""C/EBP-induced protein; n=1; Takifugu
rubripes| Rep: Homolog of Homo sapiens
""C/EBP-induced protein - Takifugu
rubripes, partial (20%)"

TC99686

weakly similar to UniRef100_Q9UVDO
Cluster: Kexin-like serine endoprotease;
1; Peumocystis carinii|Rep: Kexin-like
serine endoprotease - Pneumocystis
carinii, partial (38%)"

TC112900

UniRef100_Q1XDRS Cluster:
I reaction center subuni

hotosystem

similar to UniRef100_UPI000065F962
Cluster: SMF proty 1; Takifugu

Porphyra
reaction center subunit XI - Porphyra
yezoensis, partial (7%)"

TC124679

-43 ISTO

SMF pmem Takifugu
rubripes, partial (16%)"

CDK151020

JEFATRERTAY

similar to UniRef100_UPI000065FECL

Cluster: Protein NOXP20 (Nervous system,

over-expressed protein 20) (Protein

FAM114A1).; n=1; Takifugu rubripes| Rep:|
Protein NOXP20 (Nervous system over-

expressed protein 20) (Protein
FAM114A1). - Takifugu rubripes, parti

CDK196092

TC120230

similar to UniRef100_Q4T3M7 Cluster:
Chromosome undetermined SCAF9987,
whole genome shotgun sequence;

Tetraodon nigroviridis| Rep: Chromosome

similar to UniRef100_UPI000065CD19

similar to UniRef100_Q4S6RO Cluster:

Cluster:

member 6).; n=1; Takifugu

9987, whole g¢

shotgun sequence - Tetraodon nigroviridis

(Green puffer), partial (77%)"

TC109072

OHT) < —h—&EEETF

(MCT 6) (Solute carrier famil
6). - Takifugu rubri

CDK058627

(MCT 7) (MCT 6) (Solute carrier family 16

SCAF14724,
whole genome shotgun sequenc;
Tetraodon nig

transporter 7 (MCT 7)
16

undetermined SCAF14724, whole genome
Tetraodon nigroviridi

(Green puffer), partial (4%)"

TC111445

MATK

!

il

Ly,
|

1

[

similar to UniRef100_UPI000065D860
Cluster: Homolog of Dicentrarchus labrax
""HMG-CoA reductase.; n=1; Takifugu

UniRef100_UPI0000660223 Cluster: zona
pellucida-like domain containing 1; n=1;

‘weakly similar to UniRef100_ASW6AS
Cluster: Transcriptional regulator, LysR
family; n=1; Pseudomonas putida F1|Rep;

Homolog of
labrax ""HMG-CoA reductase. - Takifugu
rubripes, partial (17%)"

TC103893

Takifugu z0na pellucida-
like domain containing 1 - Takifugu
rubripes, partial (5%)"

regulator, LysR family -
Pseudomonas putida (strain F1 / ATCC
700007), partial (7%)"

Tc93432

1c]
Cluster: Peptidyl-prolyl cis-trans
isomerase-like 3 (PPlase) (Rotamase)
(Cycloj e protein PPIL3)
(Cyclophilin J) (CyP1).; n=1; Takifugu
rubripes| Rep: Peptidyl-prolyl cis-trans
isomerase-like 3 (PPlase) (Rotam

TC121338

similar to UniRef100_AOJMIS Cluster: Gsn|
protel ; Danio rerio|Rep: Gsn

UniRef100_Q8UZ16 Cluster: E4 protein;
n=1; Phocoena spinipinnis

protein - Danio (zeb
(Brachydanio rerio), partial (30%)"

TC100421

44 BETOSE FOTR FRTOY

E4 protein -
Phocoena spi

similar to UniRef100_QaSA38 Cluster:
Chromosome 12 SCAF14692, whole
senome shotgun sequence;
Tetraodon i

homologue to UniRef100_Q4S1N4
Cluster: Chromosome 6 SCAF14768,
whole genome shotgun sequence; n=1;
e pe

to UniRef100_|

Cluster: Guanine nucleotide-binding
protein subunit beta 4 (Transducin beta

chain 4).;

partial (7%)"

TC123388

.16.

12 SCAF14692, whole genome shotgun
sequence - Tetraodon nigroviridis (Green
puffer), partial (10%)"

Tc97908

n=:

6 SCAF14768, whole g
sequence - Tetraodon nigroviridis (Green
puffer), partial (14%)

OHT) < —h—xEEET

Guanine

Takifugu rubripes|Rep:

protein

subunit beta 4 (Transducin beta chain 4). -
Takifugu rubripes, parti

TC97468




Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L M Flutamide 10 ¢ g/, MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide
5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/l. MIDHT 400ng/L. IDHT 4000ng/L
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ﬁ similar to UniRef100_UPIO000GG04DE | similar to UniRef100_Q45496 Cluster: | similar to UniRef100_Q4RGE3 Cluster: homologue to UniRef100_UPIOO0GE01AC ~ similar to UniRef100_Q4SKL2 Cluster: UniRef100_Q4SMD2 Cluster: similar to UniRef100_UPI0000660C49 | UniRef100_A2ULL1 Cluster: Short-chain weakly similar to UniRef100_P53480 Cluster: Actin, alpha
il Cluster: FH1/FH2 domain-containing | ~ Chromosome 1 SCAF14742, whole Chromosome 18 SCAF15100, whole | Cluster: mannosidase, alpha, class 2A, | Chromosome undetermined SCAF14565, | Chromosome 3 SCAF14553, whole | Cluster: Transcription initiation factor | dehydrogenase/reductase SDR; UniRef100_UPIO000660698 Cluster: iac; n=6; Clupeocephala|Rep: Actin,
s protein L (Farmin homolog overexpressed| _genome shotgun sequence; n=3; genome shotgunsequence; n=1; | member 2 n=3;Taifug rbripesiRep: | whole genome shotgun sequence; n=1; | genome hotgun sequence; =L, | TFID subunit 4 (TB-assoiaed actr 4) | Exchrichi ol 0| Rep: Shortchn Homolog of Brachydanio rerio - Fugu rubripes (Japanese
W inspleen 1) (FHOS) (Formin homology 2 etraodon c alpha, class 24, member 2 don ni c Tetraodon initiation factor TFIID 135 DR- | ™ D synthase homolog.; |pufferfish) (Takifugu rubripes), complete”
domain-containing protein 1).; 1SCAF14742, whole genome shotgun | 18 SCAFIS100, whole genomeshotgun | Takifugu ubripes, partial (17%)" ined SCAF14565, whole g 35CAF14553, whole genome shotgun |~ kDa subunit) (TAF(1I)135) (TAFII-135) Escherichia coli B, partial (5%)" n=1; Takifugu rubripes| Rep: Homolog of
Takifugu FHL/FH2 di quence - Tetraodon ~Tetraodon nigroviridis (Green Shotgun sequence - Tetraodon nigroviridis sequence - Tetraodon nigroviridis (Green | (TAFIIL3S) (TAFII-130) (TAFII130).; n=2 Brachydanio rerio ""Prostaglandin D
containing protein 1 (Formin hom puffer), partial (s%)" puffer), partial (5%)" (Green puffer), partial (53%) puffer), partial (30%)" Takifugu rubrip synthase homolog. - Takifugu rubripes,
partial (98%)"
'CDK008902 CDK045301 TC114584 TC101715 TC105320 5. TC96116 CFM165986 CAM138996 TC98249 TC110303
Jo-7%
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fi‘ weakly similar to Uni _A6BLZ3 to Unil _Q8uwss to UaneﬂDD _QBUWBS | weakly similar to UniRef100_Q3V7A0|  UniRef100_QBUWG1 Cluster: UniRef100_Q8UWSS Cluster: homologue to UniRef100_QBUWSS | homologue to Unief100_Q8UWSS to Unil _Qsuwss i _Q8UWSS Cluster:
il Cluster: Phosvitinless vitellogenin; | Cluster: Vitellogenin 1; n=1; Oryzias Cluster: Phosvitinless vitellogenin; Vitellogenin II; ryzias Vitellogenin 1; n=1; Oryzias Cluster: Vitellogenin 1, Cluster: Vitellogenin 1; n=1; Oryzias Vitellogenin 1; n=1; Oryzias
Pl n=1; Mugil cephalus|Rep: latipes| Rep: Vitellogenin 1 - Oryzias Pagrus major| Rep: Phosvitinless | latipes[Rep: Vitellogenin II - Oryzias | latipes|Rep: Vitellogenin 1 - Oryzias latipes| Re latipes| Rep: Vitellogenin 1 - Oryzias | latipes|Rep: Vitellogenin 1 - Oryzias
Phosvitinless vitellogenin - Mugil latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese | vitellogenin - Pagrus major (Red sea | latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese latipes (Medaka fish) (Japanese
cephalus (Flathead mullet) (Mugil ricefish), partial (18%)" ricefish), partial (16%)" bream) (Chrysophrys major), partial ricefish), partial (9%)" ricefish), partial (9%)" ricefish), partial (12%)" ricefish), partial (11%)" ricefish), partial (37%)" ricefish), partial (10%)"
japonicus), partial (86%)" "
TC108945 TC113386 TC120299 TC101946 TC121206 TC121943 TC108518 TC122154 TC113040 TC98208
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UniRef100_QB8UWSS Cluster: Vitellogenin 1; | homologue to UniRef100_Q8UWS8 Cluster: | homologue to UniRef100_ Q!UW!B Cluster: similar to UniRef100_Q4S6V4 Cluster: UniRef100_ QSUWKB Clnster Vitellogenin 1; similar to Uan!ﬂOU QSUWK! Cluster: similar to UniRef100_ UPIOWDESFAiE Cluster:| homologue to UniRef100_P79817 clnster homologue lo UaneﬂOD QBINT! Cluster: |similar to UniRef100_UPI000019B89E Cluster:
n=1; Oryzias latipes| Rep: Vitellogenin 1 - Vitellogenin 1; n=1; Oryzias latipes|Rep: Vitellogenin 1; n c 14 SCAF14723, n=1; Oy vitellogenin 1; n: Homolog of "“Protein FAM20C|  Choriogenin H precursor; n=1; Choriog proline rich protein 2 (predicted); n=1;
Oryzias latipes (Medaka fish) (Japanese | Vitellogenin 1 - Oryzias latipes (Medaka fish) | Vitellogenin 1 - Oryzias latipes (Medaka fish) shotgun sequence; n=1; Tetraodon Oryzias lat pes(Medzkansmuapznese Vitellogenin 1 - Drvllas latipes (Medaka fish) | precursor; n=1; Takifugu rubripes|Rep: [latipes|Rep: Chor genmupmmrsar Oryzias| Chunugean Drvxlas latipes (Medaka fish)
ticefish), partial (9%)" Uapanese ricefish), partial (7%)" (1apanese ricefish), partial (16%)"  nigroviridis| Rep: Chromosome 14 SCAF14723, vicefish), partial (10)" (1apanese ricefish), partial (36%)" | Homolog of Homo sapiens ""Protein FAM20C|  Iatipes (Medaka fish) (Japanese ricefish), Ulapanese ricefish), partial (34%)" | (predicted) - Rattus norvegicus, partial (12%)"
whole genome shotgun sequence - Tetraodon precursor - Takifugu rubripes, partial (67%)" partial (31%)"
nigroviridis (Green puffer), partial (58%)"
TC114857 €BJ913182 TC117748 TC96276 TC125425 TC106705 TC107791 TC120637 TC116018 TC118510

In-J7%
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Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/L. MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide

5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MDHT 40ng/l. MIDHT 400ng/L. IDHT 4000ng/L
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EEFRBRER log, MBER/HEBR)

EEFRRUEE log, BRER/NBR)

EEFRBUEE log, (RBR/XRE)
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RATK

ryyaYy

Squalene monooxygenase (Squalene
epoxidase) (SE).; n=1; Takifugu rubripes| Rep:

Chromosome 11 SCAF15043, whols

Chloroplast C|

shotgun sequence; n=1; Tetraodon

Squalene (squalene
epoxidase) (SE). - Takifugu rubripes, partial
(%)

11 SCAF15043,
whole genome sholgun sequence
s (Green puffer), par

gene, exon 1, partial (28%)"

n=1; F

2 5CAF14990,
n=1; Tetraodon

14-alpha
(Ki

h) (Mummichog), partial (89%)"

nigroviridis| Rep: Chromosome 2 SCAF14990,

‘whole genome shotgun sequence - Tetraodon

idis (Green puffer), partial (42%)"

reductase; n=1; Oryzias latipes| Rep: HMG
CoA-reductase - Oryzias latipes (Medaka fish)
(1apanese ricefish), partial (41%)"

1A1; n=1; Oryzias latipes Rep: Cytochrome
P450 1A1 - Oryzias latipes (Medaka fish)
(tapanese ricefish), complete”

Homolog of Homo sapiens "“Cathepsin L2
precursor; n=1; Takifugu rubripes| Rep:
Homolog of Homo sapiens ""Cathepsin L2
precursor - Takifugu rubripes, partial (57%)"

Chloroplast Chlamydomonas komma rrnL

weakly similar to UniRef100_P82951 Cluster: | weakly similar to UniRef100_F P32951 Cluster: similar to Uaneﬂﬂﬂ P32951 Cluster: Hepcidin  UniRef100_Q91184 Cluste precursor; | weakly similar to UniRef100_P82951 Cluster: | weakly similar to UniRef100_Q5CAJ4 Cluster: Unlﬁeﬂﬂo Q7Tll9 Clusler Ribosomal protein| similar to UniRef100_L Cl )_Q7T222 Cluster: Cy1
Hepcidin precursor; n=2; Moronidae | Rep: Hepcidin precursor; n=: 2; rsor Hepcidin Oryzias latipes | Rep: L-SF precursor - Hepcidin precursor; n=2; Moronidae|Rep: Hepcidin-like; ) rio| Rep: Ribosomal protein 3-beta-hydroxysteroid-Delta(8),Delta(7)- 1A; n=1; Oryzias latipes|Rep: Cvto:ﬁrome
Reﬂlaln ‘precursor - Morone chrysops x Hepcidin precursor - Morone chrysops x pre:ursor Marone chrysops x Morone Oryzias | s (Medaka fish) (Japanese Hepcidin precursor - Morone chrysops x Hepcic e - Scophthalmus maximus SlD Danio rerio (Zebrafish) (Brachydanio isomerase (Cholestenol Delta-isomerase) P450 1A - Oryzias latipes (Medaka fish)
(White bass x Striped bass), ilis (White bass), ilis (White bass x Striped bass), partial ricefish), partial (16%)" Morone saxatilis (White bass x Striped bass), (Turbot), partial (97%)" rerio), partial (51%)" (Delta(8)-Delta(?) sterol isomerase) (D8-D7 (Japanese ricefish), partial (24%)"
partial (86%)" partial (86%)" (68%)" partial (81%)" sterol isomerase) (Emopamil-binding
i 1; Takifugu rubripes| Rep: 3-beta-
hydr
TC118235 TC117453 TC106953 TC111221 TC117304 TC95564 TC121346 TC123513 TC91226 TC122386
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Ee—— ] = == | F ’ )
o I . - -
similar to UniRef100_UPIO0006SE19C Cluster:|  similar to UniRef100_QARIF6 Cluster: similar to emb|X68927.1| CHCKRRNLL  similar to UniRef100_QGRIAS Cluster: 14-alphal slmllar to UniRef100_Q4RWBS Cluster: UniRef100_ASHL74 Cluster: HMG CoA- | UniRef100_Q6J253 Cluster: Cytochrome P450 | similar to UniRef100, luster:  similar to emb|X68927.1 similar to UniRef100_UPI00006SECO? Cluster:

Hydroxymethylglutaryl-CoA synthase,
" )

gene, exon 1, partial (28%)"

3-methylglutaryl coenzyme A synthase).; n=1;
Takifugu rubripes|Rep:
Hydroxymethylglutaryl-CoA synthase,
cytoplasmic (HMG-CoA syntha

TC114613 TC89617 TC110754 TC98773 TC110544 TC125251 TC89121 TC108986 TC118562 TC106151
Jn—J4&
-49 I3 TORATKI—H—REHEEF (EHRBERT 10-20)
- NDMA_SHDATTER
NDMA ¥ HRHRRT7EF H5YRBTALY
YARTA
1 1
R
fe 1
1 FHH fermE
— h . dy TTa— N I H I
| \ HE BB J 1
UniRef100_Q8JIN1 Cluster: Embryonic weakly similar to UniRef100_A7UH93 UniRef100_Q8JIN1 Cluster: Embryonic weakly similar to UniRef100_Q5DVG8| homologue to UniRef100. AODQIS similar to UniRef100_Q3VLWS5 Cluster:| similar to )_U similar to )_Q7T3E1 Cluster: | weakly similar to UniRef100_Q7T3E1 |similar to UniRef100_UPIOO00ECAS1A
beta-type globin; n=1; Oryzias Cluster: Ependymin; n=1; Perca beta-type globin; n=1; Oryzias Cluster: Apolipoprotein Al; n=1; | Cluster: C Helix-turn-helix, Fis-type; n=1; Cluster: ina n=1; Danio reri Cluster: 2gc:63938; n=1; Danio (Cluster: solute carrier family 39 (metal
i yonic beta-type in-Perca | latipes|Re yonic beta-type i i scaffold_6, whole genome shotgun | Pelodictyon phaeoclathratiforme BU- n=1; Takifugu rubripes|Rep: 3938 - Danio rerio (Zebrafish) | rerio| Rep? TZgc:63938 - Danio rerio | ion transporter), member 1

globin - Oryzias latipes (Medaka fish)
(1apanese ricefish), complete”

TC115522

Rep:
flavescens (Yellow perch), partial
(87%)"

TC93880

globin - Oryzias latipes (Medaka fish)
(Japanese ricefish), complete”

TC113479

y
)| Al-Platichthys flesus (European
flounder), partial (56%)"

TC121351

sequence; n=1; Paramecium
i Cl

1] Rep Helix-turn-helix, Fls -type -
BU-

undetermined scaffold_6, whole
genome shotgun sequence -

TC108734

Paramecium tetraurelia, partial (6%)"

1, partial (7%)"

TC108191

.18.

olfactomedin 4 precursor - Takifugu
rubripes, partial (57%)"

TC102880

(Brachydanio rerio), partial (48%)"

TC89983

50 BETORATKI—H—IEEHEETF (GRFEGT 1-10)

rerio),
(63%)"

TC94685

solute carri famlly
39 (metal ion transporter), member 11
- Gallus gallus, partial (8%)"

TC92627



Estrone 2ng/l. MEstrone 20ng/L. MEstrone 200ng/L. ®NDMA 10ng/L. ENDMA 100ng/L. INDMA 1000ng/L- " Triclosan 50ng/L. MTriclosan 500ng/L; MTriclosan 5000ng/L: M Flutamide 10 ¢ g/, MFlutamide 100pg/L. MFlutamide 1000pg/L. MCyclophosphamide

5ng/l, MCyclophosphamide 50ng/L. BlCyclophosphamide 500ng/Li © Clarithromycin 50ng/L; MClarithromycin 500ng/L. BClarithromycin 5000ng/L. MIDHT 40ng/L. MIDHT 400ng/L. IDHT 4000ng/L
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to UniRef100_Q4T2K1 Cluster:

weakly similar to UniRef100_Q7T3E1

weakly similar to UniRef100_Q7T3E1 weakly similar to

slmllarto UniRef100_Q4RHRS Cluster:

similar to UniRef100_UPIO000660ESS | weakly similar to UniRef100_Q5DVGS

weakly similar to UniRef100_Q5DVGS

weakly similar to UmReflon Q5DVG8

52 BT

DRATKI—h—ZHELF EHRBRERF 1-10)

Chromosome undetermined SCAF10255, | Cluster; Zgc:63938; n=1; Danio rerio| Rep: | Cluster: Zgc:63938; n=1; Danio rerio|Rep:| ~ UniRef100_t Juste SCAF15044, whole Cluster: olfactomedin 4 precursor; n=1; Cluster: Apolipoprotein Al; n=1; Cluster: Apolipoprotein Al; n=1; Cluster: Apolipoprotei
whole genome sha!gun sequence, 2gc:63938 - Danio rerio (Zebrafish) 2gc:63938 - Danio rerio (Zebrafish) Homolog of Brachydanio rerio ""BabZ genome shatgun sequence, Takifugu rubripes|Rep: olfactomedin 4 | Platichthys flesus[Rep: Apolipoprotein Al| Platichthys flesus[Rep: Apolipo in Al| Platichthy: in Al
Tetraodon ni o rerio), partial (48%)" (Brachydanio rerio), partial (60%)" protein.; n=1; Takifugu Tetraodon ni precursor - Takifugu rubripes, partial | - Platichthys flesus (European flounder), | - Platichthys flesus (European flounder), | - Platichthys flesus (European flounder),
ined SCAF10255, whol Homolog of Brachydanio rerio ""Dab2 | 8 SCAF15044, whole genome shotgun (60%)" partial (78%)" partial (89%)" partial (75%)"
he Tetraodon ni pprotein. - Takifugu rubripes, partial (16%)" sequence - Tetraodon nigroviridis (Green
(Green puffer), partial (93 puffer), complete”
TC113298 TC123596 TC100846 TC118975 TC105003 TC94765 TC102769 TC121294 TC108859 TC119166
Jn—J&
AR TORATKI—h—EHELRT (SRFHEETF 10-20)
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51 FBERETORATK EZES vy 51 =
MATFK
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similar to UniRef100_A8IER2 Cluster: similar to UniRef100_t UPI0000355474 ‘weakly ilar to UniRef100_Q762N0 ‘weakly similar to UniRef100_P05140 similar to UniRef100_UPI00006600FC UniRef100_Q8JIN1 Clusts mbgoni: beta-| svmllar to UmREﬂDO ABDSKO Clus!er similar to UniRef100_UPI000065CF04 similar to UniRef100_UPI00006600FC
Intestinal fatty acid-binding protein; n=1; i i Cluster: CC chemokine; Paralichthys Cluster: Type-2 ice-structuring protein  Cluster: Homolog of Homo sapiens ""Splice lobin; n=1; O i |Rep: Cluster: L6 family | Cluster: Homolog of Homo sapiens ""Splice
Paralichthys olivaceus|Rep: In(esﬂnal fat(v intestinal (I FABP) (FABPI) .5 Takifugu C chemokine - precursor; n=1; Hemitripterus Isoform 1 of Transmembrane glycoprotein Embryonic beta-type globln Oryzias latipes| Aponpopmem Lates calcarifer member 19.; n=1; Takifugu Isoform 1 of
acid-binding protein - i rotein, i () flounder), partial ‘americanus | Rep: Type-2 ice-structuring NMB precursor; n=1; Takifugu (Medaka fish) (Japanese ricefish), complete” (Barramundi), partial (79%)" Transmembrane 4 L6 family member 19. - NMB precursor; n=1; Takifugu
(Japanese flounder), comple!e intestinal (I-F FABP] (FABPI). - Takifugu (70%)" protein precursor - Hemitripterus. rubripes | Rep: Homolog of Homo sapiens Takifugu rubripes, complete" rubnpesIRep Homolog of Homo sapiens
rubripes, partial (98%)" americanus (Sea raven), partial (30%)" ""Splice Isoform 1 of Transmembrane ""Splice Isoform 1 of Transmembrane
glycoprotein NMB precursor - Takifu glycoprotein NMB precursor - Takifu
TC110234 TC105020 TC109846 TC92046 TC94012 TC115522 TC123312 TC102267 TC102216
Jo—-7%

-y

UniRef100_Q8IIN1 Cluster: Embryonic beta-
type globin; n=1; Oryzias latipes| Rep:
Embryonic beta-type globin - Oryzias latipes
(Medaka fish) (1apanese ricefish), complete"

TC113479

TC107681

similar to UniRef100_QRHL Cluster:
(Chromosome 19 SCAF15045, whole genome|
shotgun sequence; n=1; Tetraodon
i T

Myosin heavy chain; n=1; Pennahia
argentata|Rep: Myosin heavy chain -
Pe tata, partial (22%)"

SCAF15045, whole genome shotgun
sequence - Tetraodon nigroviridis (Green
puffer), partial (77%)"

Tc124307 TC94233

homologue to UniRef100_Q9DGDS Cluster:

weakly similar to
UniRef100_UPI0000660050 Cluster: Plasma
protease C1 inhibitor precursor (C1 Inh)
(CLinh) (C1 esterase inhibitor) (C1-inhibiting
actor).; n=1; Takifugu rubripes| Rep: Plasmal
protease C1 inhibitor precursor (C1 Inh)
(Clinh) (C1 esterase in

TC111526

similar to UniRef100_Q8R220 Cluster:
Protein FAM132A precursor; n=1; Mus

musculus| Rep: Protein FAM132A precursor
- Mus musculus (Mouse), partial (17%)"

TC95670

In—-J%

.19.

similar to UniRef100_Q4sSC6 Cluster:
Chromosome undetermined SCAF14470,
‘whole genome shotgun sequence; n:
Tetraodon nigroviridis|Rep: Chromosome
undetermined SCAF14470, whole genome
shotgun sequence - Tetraodon nigroviridis
(Green puffer), partial (33%)

similar to UniRef100_A7KIL1 Cluster: RING;|
; salmo salar|Rep: RING1 - Salmo salar
(Atlantic salmon), partial (83%)"

TC110841

TC97159

-53 I TORATKY—h—I&EEF (ERFEET 10-20)

s.mnana UmReme UPI00006SCCAD
molog of Homo sapiens
‘“'Pam:reasm precursor; n=1; Takifugu
rubripes| Rep: Homolog of Homo sapiens
""Pancreasin precursor - Takifugu rubripes,
partial (90%)"

TC90366

TC111744
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Abstract:

We attempted to apply gene expression analysis by microarray to rapidly assess the
toxicity of treated sewage. In this study, a medaka microarray was designed on the basis
of a public gene expression database, and annotation information was added to each
gene. Medaka were exposed to seven model substances (estrone, triclosan,
N-nitrosamine, flutamide, clarithromycin, cyclophosphamide and dihydrotestosterone)
and sewage samples (wastewater influent, secondary effluent, chlorinated water
following secondary treatment, and carrier treated water following secondary treatment),
and the gene expression profile of the organs (liver, gill testis and brain) was acquired.
The toxicity of each sewage sample was evaluated based on the gene expression intensity
of a marker gene and statistical analysis. As a result, the toxicity of untreated sewage
was reduced by the sewage treatment process.

Key words: medaka, microarray, gene expression, treated sewage, toxicity
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