BERBH PN EZLND, ER
2kl LTRIEEFLETOY iz PCR
BpholeZ binb, ZOF74~v—g&EH
FHITEBOIANAZH LTHLEDTH
HENDH T ERTREIN,

HEV Hiz 2>\ Ti, EFED CoCoMo 7
NAY AR ST FECEY, 7/ LED
S| BB BT — 2 OBIRE, &b
N—T5F L, ENH6DORKRT—FIZLY
degenerate 774 v —% &K L=, TD
degenerate 7 A4 v — X, ITLAED
HEV 7/ L %8BT 2 Z &R TFRHISNT,
=L, JEFEINZTSTA~—12, WTh
HY ) A2ED 3 KA IKREXINT
BY., F7A—DL A= I —4R6N
TV, BEBLIUEBREDTT7AM4 <—%
BIRT D7D, 7/ AERBIOT S
A=—DL/X— K —iZ2o\T, BEHE%E
EmOLIMLERTREND, FOED,
HEV 7/ LD TN -T2 BERFT
729, HREMCESWEHER Yy FU—2
M EZBNTF A v—REFETHEZE 22
LHIN—FkEBRE Lz, $hbb, T
FEEHIROMEMED 5 5 80, 85, 90 /=it

5% EOBfRE I L. BHIRAOHES

WL BDEERF LK 19), 80% DI
HEICESWT, 7 LEFE I AV—T{LL
HBEI., BRI LV—T S0 ST AT
EHEINZ 9B IN—T D 5 1, 4, 5,
6, TBLXVIFEB DI/ —FHEEEFIRIC
THRAICHRERRED D, Zh b
%, B0%HRIMAETIE—IN—T & Bl
FTRETHHBIENTREEINZ, ZDOT L
—7D5H5,6,TBLIRIBEOI V-
X, 85% % k#E L LB AIcik., Zr—7
NoOFBELTEY, £, FA—THOMHE
RELKEEIZEL TW oz, 1 L 4

BOIN—T1X, 0%DHEREEEZEAREL L
BB LT, 95%KETDHER
rU— 7 5HETIE, 2 BRI® 3 EDS
N—T7ATHHEFEIMESAKBEICE LR VES]
BENDH, 1 BB I 4 BOEEESIHE
BT, KEL ELOMERAESZD b,
IDEHIZ, AREKEZIL > TRESH
LHREIN—TRRR o1, 5%, FFEK
ETREINEINV—FHFESVE
degenerate 77 A v —DHMEERTI L.
BERKELREZ EOEEMENRIEIN
7o

LCMV H degenerate 77 A1 = —D%
FHZoW T, CoCoMo 7Y XA
ST BT LD 7 LBESI A EEES T
— I PLERE. S DI NV—=T4F L.
GPC &EIn¥ 97 hDEEEFNT— &b
degenerate 7 A v—%Fit L7, Z O
degenerate 77 A4 <=—i¥i. £T®» LCMV
TR&IN/- GPC B FxlilE+sZ ¢
BFREINi-n., PCR BERERFT 7=
O, MO THEME R, Gk 7
N W EER & Rk OREH SR 2B L.
degenerate 77 4 v—|2X Y PCR EW%
B LT, EREELRFTT 272H, PCR
EWE EHRLTDNA Fy 7 ETO
Hybridiazation % L 7= & Z A |
Hybridization IZ—¥D 77 A v —TDH
BRI, 5%, Native 2B TOR
FIRMETHDZ EBRREINT, 7/ A
£k & 900 HED gp BETHIRIZOWT
. IN—THTFERFT B0, £
DELLEDHEFEMED I E SRR >
FU— 2 TR ERRICARTR GRS Tz,
BEBIVCEBRED S 74 ~— %8RI S
TeOIZiE, 7/ AFEEB LIS T A ~—D
LR—= R —ZoWT, ZERMEEZED DN
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ERTFREIND,

E. %%

TA NVADBEGFEINEREFELRWVWY A
NABELFHREESE LTORDABEDRTIZ
Anbohd 74 ~— %R LIc/EE.
NR96 OF RN E LTz,

—F5. BEDUANZRES DT T AV
ABOEEEFNT —F 2 KREIZT —F X—
AEDBAFL, ZV—F{bL motif 7
FHAAGDLEDZZEIZIY, BHERRL
degenerate 77 A v~ — #XEHRER T IV
=Y XL(CoCoMo 7Y XB)BLIUS
oy 7 ABNEHEINE, AFAY Iv—
RV ERE 3EO YA LA TOEAR
BRTiX. CoCoMo 7/FY XLz k> Tk
&N 7z degenerate 7 A = —IX—ED
MEBEERLE, ThHLO/ERMS,
CoCoMo 7 V=Y XADERAMEIRENI
N, AR a 77 50%ELEL2 OBEA
IS CTHERZERE T HMNEMEN R S
iz, 5%, EBEOMRTA NV AEEHE
LIie 7 T4 =—DRFFEVANABIBT %
FAWTRGEE 1TV, TOFHAMEZHA LI
L7z,

F. (EREREH
BTN

G. WFRERE
. ORIERR
2. FRBE

H.  SEOMPERED R - BERIRI
1. ZEHEEZREL. AKTFEN B
TIha— K HrE
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. B
1 EREF|DO—K & degeneracy

a—K Bk a—KFO/H¥F degeneracy
G G Guanine 1
A A Adenine . -1
T T Thymine 1
C C Cytosine 1
R GorA puRine 2
Y TorC pYrimidine 2
M AorC aMino 2
K GorT Keto 2
S GorC Strong interaction (3 H bonds) 2
w AorT Weak interaction (2 H bonds) 2
H AorCorT not—G, H follows G in the alphabet 3
B GorTorC not-A, B follows A 3
\' GorCorA not=T (not-U), V follows U 3
D GorAorT not—C, D follows C 3
N GorAorTorC aNy ' 4

22 NR96 &/ \A T F A XEEEESIT—3 L CTRELT-BHEEL RNA DAL

)4 LAT i )1 ILA% B

Rous sarcoma virus Avian paramyxovirus 5
Reticuloendotheliosis virus Avian paramyxovirus 9
Chick synoytial virus Avian paramyxovirus 3

Retroviridae Fujinami sarcoma virus Turkey rhinotracheitis virus
Avian myelocytomatosis virus Paramyxoviridae Avian paramyxovirus 8
Avian myeloblastosis virus Avian paramyxovirus 7
Avian leukosis virus Avian paramyxovirus 6
Avian reovirus 9 Avian paramyxovirus 4
Avian reovirus 4 Avian paramyxovirus 2
Group F rotaviruses Bomaviridae Boma disease virus
Group E rotaviruses Orthomyxoviridae Influenza A virus
Group D rotaviruses i Semiiki Forest virus
Group C rotaviruses T © Fort Morgan virus
Group B rotaviruses Usutu virus

Turkey

Reoviridae Group A rotaviruses Flavivindae mngoermpm}ornyelms
Avian reovirus 8 West Nile virus
Avian reovirus 7 . Bluecomb virus of turkeys
Avian reovirus 5 Coronaviridae Avian infedious bronchifis virus
Avian inus 3 cl\r/usm encephalomyocarditis
Avian reovirus 2 Picomaviridae Duck hepatitis virus 1
Avian reovirus 1 Duck hepatitis virus 3
Avian reovirus 6 Turkey astrovirus

Bima Infectious bursal disease virus Astro Duck astrovirus

Calici Fowl calidvirus Avian nephritis virus
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7% 3 NR96 :ZFBIE TOIED BV AH

AT —OFERE AW
2/1\3—2 (&) 65,536
A — L RNA [TTREEL LWV R A— 59,693
72 mRNA [ZIZABHEES A L v 3 —2 30,000

RNA DA LA TOFEHEELE T

RNA A1 LR 2R TOREHEEIREEL 96 (B

96

24 NR96 3LUNR6 TS5 v—tyhDIERET

CCAATAGA TCCCAATA ATTGTTAA TTATTGAG
CATAGTCA GTCATTGG ACTAGTGA GGCACATC
ATTGTCCA GACTGTGA TATTGTCC CTACTAAA
TTGAAGTA CATTGATA AGTATGTC ACCATTGA
GGGTAACA GGTAACAG TGAAGTAA TATGTCTC
TIGTTTGG ATTATTGA CACATTGA CTAAAGAA
GAGGCAAC GTACATTC ATTGAAGC TTGGCATA
GCAATTAG TATTCTAC AATTGAAG . TGTAATCA
GCTTAACA CAATTGAA GAGTGATG GGTGAACC
GAACCCCC CTCAGTAG AGGGTAAC AAGGTCCC
' TCCAATAG GCATAGTC ATATAGGC AACCATTG
CCCTGATG TGGAGTGA CATATAGG CCAATTGA
GTGATGCA TCATAAGG TTACCCAG GTGCAACC
CATAAGGG CCCCGAGG TGTGATCC CGATATTC
ACCTGTTG GCTTATTC TTAGATTC CCCAATAG
CCTGTTGA AAGTAACC CTAGTTTG CAATAGAG
TGAACCCC ACCTAAGG TCTACCTG ATCCGGCA
TGTGACTC CCTTACCC GTGAACCC AATAGAGC
TGCTTAAC ATATGTGA GATGCTTA GTAGAGAC
CATATGTG CAATCTAC CCCATATG TCAGTAGC
CCTGATGC TGTAGTAA TGACCTAA CCAGGGTC
TATTGAGC TAGTGACC GGTAGAGA AGGGTCTA
AGGCATAA ATAGATGC ATCTACTA TCACGTTC
TGTTTGGC ACATTCCG GGTTTTAC ATTCCGCA

---NRG
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£5 RBEMNZAVINIABEIURNA FHEET S5O0 T54 37—

A A2\

7343-% EERS &ETAV RO
L _ _ L o SRR
Segment1 Forward 5 —TGGAAGTTGTTTTCCCTAAC— ¥ 518-123
Segment1 Reverse 5 —CAACACTTCAATGTACACAC— ¥
Segment2 Forward 5 —AATGGGAATTGATGGATGAG— ¥ 18592171
. Segment2Reverse _ | .. 5 ~CAGATTCGAAATCAATCCGT— 3 L
| Segment3 Forward § —ATCCGATGATTGTCGAGCTT— 3' £7—206
. Seament3 Reverse .5 —AITGACTCGCCITGCTCATI— & L. .~ . .
Segmentd Forward 5 —TGCATGAGTGTAACACGAAG— 3 895~ 1061
Segment4 Reverse 5 —GCAATGGCTCCAAATAGACC— ¥
Segment5 Forward 5 —GTCGGTTGCTCACAAGTCCT— 3 8491050
Segment5 Reverse 5 —AGAATGGCATGCCATCCACA= 3
Segment Forward 5 —ATGTTGATGGAGCAAACGGA— 3 9911090
Segment6 Reverse 5 —TCAAACCCATGTCTGGAACT— 3
Segment7 Forward 5 —GATCTTGAGGTTCTCATGGAATG— 3 137286
Segment7 Reverse 5 —GTTCCCATTAAGGGCATTITG— 3
Segment8 Forward 5 —AAGAATCCGATGAGGCACTT— 3' 238-350
Segment8 Reverse 5 —CCACTTTCTGCTTGGGTATG— 3
B F&MRNA
75434 LR Fe74VbHOW
_ Lol
Ribosorm 18S Forward 5 —TCGATGCTCTTAACTGAGTG— 3 679—915
Ribosorm 18S Reverse 5 —TITCGCTTIAGTTCGTCTIG— 3 _
' Ribosorm 28S Forward 5 —AAGACCTCTAATCATTCGCT— 3
| Ribosorm 285 Reverse 5 —AAAGATGGTGAACTATGCCT— 3 66265

U PILEA L PR THEALI- T 51 7—

- JRFFIRPR THA L1517 —
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#x6 ERESISHERIZHEITS 3mer e

3mer | HE Smer | SHBE
ACA 1 GCC 1
ATC 1 GGA 1
ATG 3 GGC 1
CAC 1 GTG 1
CAT 3 TCC 1
CCA 2 TGC 1
GAT 1 TGG 2
GCA 1 TGT 1

=7 BEESISHERIZHITS 3mer DELE

il | RS | AR | B
1 ATG 1 CAT
2 TGG 2 CCA
3 GGA 3 TCC
4 GAT 4 ATC
5 ATG 5 CAT
6 TGT 6 ACA
7 GTG 7 CAC
8 TGG 8 CCA
9 GGC 9 GCC
10 GCA 10 TGC
11 CAT 11 ATG

=8 IERESISHEHIH 1T AHEAEMHAYE Smer DEIE

GR | @ | am | TR e [ TR
1 - ATG 1 CAT 2 CCA
2 TGG 2 CCA 3 TCC
3 GGA 3 TCC 4 ATC
4 GAT 4 ATC 5 CAT
5 ATG 5 CAT 6 ACA
6 TGT 6 ACA 7 CAC
7 GTG 7 CAC 8 CCA
8 TGG 8 CCA 9 GCC
9 GGC 9 GCC 10 TGC

10 GCA 10 TGC 11 ATG
11 CAT 11 ATG
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£9 BEEISHEHI-HTS PCR LIEIFET S 3mer

_tAE B8] 3mer DERESLUES
£l &%) 6 7 8 9 10 11
1 ATG ACA | CAC CCA GCC TGC | ATG
2 TGG CAC CCA GCC TGC | ATG
3 GGA CCA GCC TGC | ATG
4 GAT GCC TGC | ATG
5 ATG TGC | ATG
6 TGT ATG

£ 10 EEEHISHBEHIZHTHHEEIIHHE 3mer DA EHE L{RIE PCR TD

FFA PCR#

t Al 3mer 181508 3mer +> Al 3mer 1865 3mer
&5 ﬂ;ﬂ;;CR w25 *'IF{H;;CR 55 ﬂ;ﬂ;;CR HE ﬂ;ﬂ;&CR
ATG 6 CAT 0 ATG 6 CCA 3
TGG 5 CCA 3 TGG 5 TCC 0
GGA 4 TCC 0 GGA 4 ATC 0
GAT 3 ATC 0 GAT 3 CAT 0
ATG 6 CAT 0 ATG 6 ACA 1
TGT 1 ACA 1 TGT 1 CAC 2
GTG 0 CAC 2 GTG 0 CCA 3
TGG 5 CCA 3 TGG 5 GCC 4
GGC 0 GCC 4 GGC 0 TGC 5
GCA 0 TGC 5 GCA 0 ATG 6
CAT 0 ATG 6 CAT 0

#£11 BEEHISHESIZHI+HBEIHEMHAYE 3mer DIH—HDHIER

+ X @l 3mer 486 3mer > A8 3mer 1BR{8 3mer
o | PRLR | mm | MR | R mm | PR
ATG 6 GAT 0 ATG 6 ceA 3
TGG 5 ccA 3 TGG 5 F66 0
GGA 4 yva'a) "0 GGA 4 AFC 0
GAT 3 ATC 0 GAT 3 GAT 0
ATG 6 GAT 0 ATG 6 ACA 1
T 1 ACA 1 ST 1 CAC 2
&8G 0 CAC 2 &G 0 CA 3
TGG 5 ceA 3 TGG 5 &e6 4
&66 0 a7a's) 4 ala’al 0 TGC 5
[a7ary 0 TGC 5 &CA 0 ATG 6
CAT 0 ATG 6 GAT 0




#®12 BREIISHELIHT5:RRENT- 3mer IZLB{RAE PCR

R 3 3mer OERS X URSY
011§ 52 7 10 11
1 ATG CAC TGC ATG
2 TGG CAC TGC ATG
3 GGA TGC ATG
4 GAT TGC ATG
5 ATG TGC ATG

#13 EFILEBRTOHEEMERATS1<v—

=il Forward,/Reverse 75 A <5 BEEDDAR
Infl50_f1 5-AACCTACGAACCCAGC-3
Infl50(1)
______ Ifl50r1 | 5CAAGAAGGTGACCAGG® | |
Infl50_f2 5-AATCTACGAACCCAGC-3
Infl50(2)
______ Ifi50r2 | 5 CAGGAAGGTGACCAGG® | |
Infl50 _£3 5-AATCTACCAACCCAGC-3
coreInfl50 Infl50(3)
...... fl50r3 | 5CAGGAAGCTGACCAGG® [ |
Infl50_f4 5-GATCTACCAACCCAGC-3
Infl50(4)
______ Infli50r4 | 5TAGGAAGCTGACCAGG® | |
Infl50_f5 5-GATCTTCCAACCCAGC-3
Infl50(5)
Infl50_r5 5-"TAGGAGGCTGACCAGG-3
NDV_f1 5~AACCGACGAACCCAGC-3
NDV(Q)
______ NDVr1 | .. 5CAAGCAGGTGACCAGGS | |
NDV_f2 5-AAGCGACGAACCCAGC-3
NDV(2)
...... NDVr2 | 9CATGCAGGTGACCAGGS | |
NDV_{3 5-AAGCGACTAACCCAGC-3
coreNDV100 NDV(®)
...... NDVr3 | ... . 5CATGCAGATGACCAGGS | |
NDV_f4 5-"TAGCGACTAACCCAGC-3
NDV(4)
______ NDVrd4 | 5"GATGCAGATGACCAGG® | |
NDV_f5 5-TAGCGGCTAACCCAGC-3
NDV(5)
NDV_r5 5-GATGCCGATGACCAGG-3
HIN1 f 5-AACCCACGAACCCAGC-3
corelnfl150 Infl150
HIN1lr 5-CAAGGAGGTGACCAGG-3
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% 14 TAP-PCR A&RMERICALV-TSMv—¢. FORERIZAWNVETSAMv—

To4=2— &5

Infl150_£25-9 5-ATGCGAGTAACCCACGAACCCAGCA'3

Infl150_r-25-9 5-CTAGAATCCAAGGAGGTGACCAGGA-3
Infl150_degenerate-f 5-ATGCGAGTAACCCACG-3
Infl150_degenerater 5-CTAGAATCCAAGGAGG-3

Infl150_TAP-f 5-AACCCAGCACTTAGGA-3

Infl150 TAPr 5" TGACCAGGATTTATGT-3

=15 TAP-PCRIZAWV=-8RILTS/v—DEAEHE

SR OREDED F517—&F|

5-AACCTACGAACCCAGC:++++++«CCTGGTCACCTTCTTG-3
5-AACCGACGAACCCAGC:++-+++*CCTGGTCACCTGCTTG-3
5-AACCCACGAACCCAGC:»+»++-CCTGGTCACCTCCTTG-3

5-AACCSACGAACCCAGC-3 3-GGACCAGTGGASGAAC-5

........................................

5-AATCTACGAACCCAGC:»=+++*CCTGGTCACCTTCCTG-3
5-AAGCGACGAACCCAGC:++=+»+- CCTGGTCACCTGCATG-3
5-AACCCACGAACCCAGC:-+---+--CCTGGTCACCTCCTTG-3

5-AASCSACGAACCCAGC-3 3-GGACCAGTGGASGWAC-S

........................................

5-AATCTACCAACCCAGC:++++-:CCTGGTCAGCTTCCTG-3
5-AAGCGACTAACCCAGC:+++++-CCTGGTCATCTGCATG-3
5-AACCCACGAACCCAGC:++++++-CCTGGTCACCTCCTTG-3

5-AASCSACKAACCCAGC-3 3-GGACCAGTRGASGWAC-5

5-GATCTACCAACCCAGC:-++-+--CCTGGTCAGCTTCCTA-3
5-TAGCGACTAACCCAGC:+++++-:CCTGGTCATCTGCATC-3
5-AACCCACGAACCCAGC+++++-+-CCTGGTCACCTCCTTG-3

5-WASCSACKAACCCAGC-3 3-GGACCAGTRGASGWAS-5'

5-GATCTTCCAACCCAGC:+++++++ CCTGGTCAGCCTCCTA-3
5-TAGCGGCTAACCCAGC:++++++-CCTGGTCATCGGCATC-3

5"WASCSRCKAACCCAGC-3 3-GGACCAGTRGMSGWAS-5'
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%% 16 TAPPCR 754 <— (degenerate region:8mer. TAP region:8~12mer)

Forward—Reverse T5{<—&F
Infi-NDV_8-F
5-WASCSACKAACCCAGC-3 5-SAWGSAGRTGACCAGG-3
InfiNDV_8-R
Infl-NDV_9F
5-WASCSACKAACCCAGCA-3 5-SAWGSAGRTGACCAGGA-3
InfilNDV_9-R
Inf-lNDV_10-F
5-WASCSACKAACCCAGCAC-3 5-SAWGSAGRTGACCAGGAT-3
Infi-NDV_10-R
Infi-NDV_11-F
5-WASCSACKAACCCAGCACT-3 5-SAWGSAGRTGACCAGGATT-3
InfiflNDV_11-R
Infi-NDV_12-F
5-WASCSACKAACCCAGCACTT-3 5-SAWGSAGRTGACCAGGATTT-3
InfilNDV_12-R

17 BRMEBRBTSA~<—(Total: 25mer .~ TAP region:8. 9mer)

i P 751785 EYDOEH
Infi50_£25-8 5-CATGCCAGTATCCCACCAACCCAGC-3
coreInfl50 Infl50(25-8)
mi50.r238 | SOCTAGGATOOGAGGAGOTOACCAGGS -
NDV_£25-8 5-CATGCTAGTAGCCCACTAACCCAGC-3
coreNDV100 ‘ NDV(25-8)
NDVr258 | SCCTAGTATOGAGGAGATGACCAGDS
Infl150_£25-8 5-CATGCGAGTAACCCACGAACCCAGCS
coreInfl150 Infl150(25-8)
Infl150_r-25-8 5-CCTAGAATCCAAGGAGGTGACCAGG-8
Infl50_£25-9 5-ATGCCAGTATCCCACCAACCCAGCA-F
corelnfl50 Infl50(25-9)
i50.r259 | 5OTAGGATOOCAGGAGOIGACCAGGAT |
NDV_f25-9 5-ATGCTAGTAGCCCACTAACCCAGCA-3
coreNDV100 NDV(25-9)
NDV_r-25-9 5-CTAGTATCCGAGGAGATGACCAGGA-3 o
Infl150_f25-9 5-ATGCGAGTAACCCACGAACCCAGCA-3
corelnfl150 Infl150(25-9)
Infl150 r-25-9 5-CTAGAATCCAAGGAGGTGACCAGGA-3
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%% 18 TAP-PCR 754 <—(Total:25mer .~ TAP region:8. 9mer)

B SFROMERDES,/ TS5414 <785
5-CATGCCAGTATCCCACCAACCCAGC-+=--
Infi50(25-8)
«:CCTGGTCAGCTCCTGGGATCCTAGG-3
{3 5-CATGCTAGTAGCCCACTAACCCAG s e+
NDV(25-8)
+CCTGGTCATCTCCTCGGATACTAGGS
5-CATGCGAGTAACCCACGAACCCAGCr+=-
Infl150(25-8)
________________________ »CCTGGTCACCTCCTTGGATTCTAGGS
Infi'NDV_F-25-8 | 5-CATGCBAGTADCCCACBAACCCAGC-3
T —
Infl-NDV_R:25-8 3-GGACCAGTVGAGGAVCCTADGATCCS
5-ATGCCAGTATCCCACCAACCCAGCA-++--
Infi50(25-9)
- TCCTGGTCAGCTCCTGGGATCCTAG-S
5-ATGCTAGTAGCCCACTAACCCAGCA:+=
i) NDV(25-9)
«+“TCCTGCGTCATCTCCTCGGATACTAGS
5-ATGCGAGTAACCCACGAACCCAGCA-+=-+
Infl150(25-9)
_____________________________________ " TCCTGGTCACCTCCTTGGATICTAGS
InfilNDV_F-25-9 | 5-ATGCBAGTADCCCACBAACCCAGCA-S
Tof—
Infi-NDV_R-25-9 3-AGGACCAGTVGAGGAVCCTADGATCS
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% 19 SARS OAF DAL A~DBEARERIZALV-TS51<—

—_ 754 T—(Forward/Reverse) NS

== [.5)] Y4 X bp)

. 160 5“TCRAGAAATTCAACTCCTGGCAGCA-3 150
156 5-AGGCTTTTTAGATGCCTCAGCAGCA-3

0 161 5-AYAARGTGACWCTYGCTGATGCTGG-3 550
157 5-TRGCAGAAGCYCTGATTTCAGCAGC-3

3 168 5-GAACTTAGATTCCCTCGAGGCCAGG-3 29
169 5-GAGAATTTCCCCTACTGCTGCCAGG-3

4 168 5-GAACTTAGATTCCCTCGAGGCCAGG-3 29
167 5-GAATTTCCCCTACTGCTGCCAGGAG 3

5 164 5-AGAGCTACCCGACGAGTTCGTGGTG3 310
167 5-GAATTTCCCCTACTGCTGCCAGGAGS

6 162 5-AGCTACCCGACGAGTTCGTGGTGGT-3 310
167 5-GAATTTCCCCTACTGCTGCCAGGAG3

7 163 5“TAGATTCCCTCGAGGCCAGGGCGTT-3 280
167 5-GAATTTCCCCTACTGCTGCCAGGAG-3

o 166 5-GACGAGTTCGTGGTGGTGACGGCAA-S 230
170 5-GAGAAGAGGCTTGACTGCCGCCTCT-3

0 168 5-GAACTTAGATTCCCTCGAGGCCAGG-3 220
170 5-GAGAAGAGGCTTGACTGCCGCCTCT-3

10 166 5-GACGAGTTCGTGGTGGTGACGGCAA-S 200
167 5-GAATTTCCCCTACTGCIGCCAGGAG3

u 164 5-AGAGCTACCCGACGAGTTCGTGGTG-3 310
169 5-GAGAATTTCCCCTACTGCTGCCAGG-3

2 162 5-AGCTACCCGACGAGTTCGTGGTGGT-3 310
169 5-GAGAATTTCCCCTACTGCTGCCAGG-3

3 163 5-TAGATTCCCTCGAGGCCAGGGCGTT-3 280
169 5-GAGAATTTCCCCTACTGCTGCCAGG-3

” 166 5-GACGAGTTCGTGGTGGTGACGGCAA-S 200
165 5-AGAATTTCCCCTACTGCTGCCAGGA-3

5 168 5-GAACTTAGATTCCCTCGAGGCCAGG-3 290
165 5-AGAATTTCCCCTACTGCTGCCAGGA-3

6 164 5-AGAGCTACCCGACGAGTTCGTGGTG-3 310
165 5-AGAATTTCCCCTACTGCTGCCAGGA-3

- 162 5-AGCTACCCGACGAGTTCGTGGTGGT-3 310
165 5-AGAATTTCCCCTACTGCTGCCAGGA-3

8 163 5 TAGATTCCCTCGAGGCCAGGGCGTT-3 280
165 5-AGAATTTCCCCTACTGCTGCCAGGA-3

19 166 5-GACGAGTTCGTGGTGGTGACGGCAA3 300
169 5-GAGAATTTCCCCTACTGCIGCCAGG-3

" 164 5-AGAGCTACCCGACGAGTTCGTGGTG-3 240
170 5-GAGAAGAGGCTTGACTGCCGCCTCT-3

2 162 5-AGCTACCCGACGAGTTCGTGGTGGT-3 240
170 5-GAGAAGAGGCTTGACTGCCGCCTCT-3

9 166 5-GACGAGTTCGTGGTGGTGACGGCAA-S 450
156 5-AGGCTTTTTAGATGCCTCAGCAGCA-3

2 163 5“TAGATTCCCTCGAGGCCAGGGCGTT-3 390
170 5-GAGAAGAGGCTTGACTGCCGCCTCT-3

o 189 5“TGAGTTTGACCGTGATGCTGCCATG-3 930
191 5-TCTGGTGTTACAGTRATTGCCIGTC-3

o5 192 5-AATTATTRAAGTCAATAGCCGCCAC-3 260
192 5-GGTTTMACATATAGTGAGCCGCCAC-3

26 192 260

5-AATTATTRAAGTCAATAGCCGCCAC-3
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193 5-GGTTTMACATATAGTGAGCCGCCAC-3

27 196 5-GCAGARGGRAGCAGAGGCGGCAGTC-3 210
156 5-AGGCTTTTTAGATGCCTCAGCAGCA-3

% 194 5-CGCAGARGGRAGCAGAGGCGGCAGT-3 210
156 5-AGGCTTTTTAGATGCCTCAGCAGCA-3

29 188 5-YAACACTGGGAGTWCTCGTGCCACA-3 860
195 5-YTAGTCCTACCTCCCTTGCGGAGTC-3

30 190 5-AYAACACTGGGAGTWCTCGTGCCAC-3 860
195 §-YTAGTCCTACCTCCCTTGCGGAGTC-3

31 178 5-AYACWACYAGCTATCGTGAAGCAGC-3 730
187 5-CCTRTCACCATTRATAACAGCAGCA-3

39 198 5-GAAGAGAGGTGTYTACTGCTGCCGT-3 930
197 5-AAATTGATCTRATAACACCAGCAGC-3

33 198 5-GAAGAGAGGTGTYTACTGCTGCCGT-3 490

195

5-YTAGTCCTACCTCCCTTGCGGAGTC-3
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20 GenBank M5 AFELT= HEV rh 4 )L RIEREFIDEEF|S )L—F1E

B

S HE | B

_ | &5 | ¥4 | GenBank @ Annotation D

g5 | |~

29 942 453 Hepatitis E Virus partial mRNA for gp10 protein clone 1

36 345 412 Hepatitis E virus gene for capsid protein partial cds clone: HE06-1107F

43 171 305 Hepatitis E virus strain SPHUSCV20 structural protein gene partial cds

48 125 259 Hepatitis E virus isolate XJ3-2 methyl transferase gene partial cds

37 111 402 Swine hepatitis E virus non-structural protein gene partial cds

1 104 7293 | Hepatitis E virus isolate SH-SW-zs1 complete genome

21 67 581 Hepatitis E virus nonstructural polyprotein gene partial cds

25 66 507 Hepatitis E virus isolate 535 nonfunctional polymerase mRNA partial sequence

39 55 327 Hepatitis E virus strain JKP4 mRNA for RNA dependent RNA polymerase gene

20 50 617 Hepatitis E virus structural protein 2 gene partial cds

32 50 439 Sequence 3 from Patent WO02053712

16 49 821 Hepatitis E virus gene for replicase partial eds strain: EO00-NGS96R

30 40 453 Hepatitis E virus structural protein 2 (orf2) mRNA partial cds

14 39 899 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

42 37 307 Hepatitis E virus isolate CHN-E22 nonstructural polyprotein gene partial cds

33 32 424 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

35 30 414 Hepatitis E virus ORF1 gene for nonstructural polyprotein RNA-dependent RNA
polymerase region partial cds isolate JBOARe14-EhiQ4r

53 30 222 Hepatitis E virus isolate farm 3G capsid protein gene partial cds

38 28 329 Avian hepatitis E virus isolate WI318B capsid protein gene partial cds

18 27 676 Hepatitis E virus nonstructural polyprotein gene partial cds

26 25 475 Hepatitis E virus ORF'1 for nonstructural protein partial cds isolate: HE-JA21-ORF1-3

46 24 265 Hepatitis E virus ORF-1 ORF-3 and structural protein genes partial cds

40 21 313 Hepatitis E virus isolate DEL 15 nonfunctional polyprotein gene partial sequence

5 17 2570 Hepatitis E virus polyprotein (encoding N'I‘Pbmdmg protein and RNA-dependent RNA
polymerase) mRNA 3 end

24 16 544 Hepatitis E virus ORF1 for nonstructural protein partial cods isolate:
HEV-Kumamoto-ORF1-2

6 15 1983 | Hepatitis E virusisolate G3-4531-Swine capsid protein gene complete cds

54 14 219 Avian hepatitis E virus isolate 52505-22 helicase gene partial cds

51 13 242 Swine hepatitis E virus strain HEV/SW/NL/2005-1063 nonstructural protein gene partial
ods )

10 12 1309 Hepatitis E virus structural protein gene partial cds

11 11 1186 | METHODS AND COMPOSITIONS FOR DETECTING HEPATTTIS E VIRUS

12 10 1167 Swine hepatitis E virus isolate swCH22 ORF'1 gene partial cds

13 10 901 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

34 10 423 Hepatitis E virus nucleotide binding protein gene partial cds

44 8 296 Hepatitis E virus structural protein 2 gene partial cds

50 7 250 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

19 6 659 Hepatitis E virus genes for ORF1 protein ORF2 protein ORF3 protein partial cds
clone:HE-JI3B

23 6 545 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

49 6 251 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

17 5 734 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS
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56 5 212 Hepatitis E virus strain UAB3 capsid protein gene partial eds

2 4 6654 Avian hepatitis E virus complete genome

28 4 460 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS
55 4 218 Hepatitis E virus isolate DEL 36 polyprotein gene partial cds

58 4 204 Avian hepatitis E virus isolate Guelph02 capsid gene partial cods

4 3 3946 | Sequence 1from Patent W002053712

8 3 1474 | Hepatitis E virus nonstructural polyprotein gene partial cds

3 2 5083 | Hepatitis E virus nonstructural polyprotein gene complete cds

15 2 846 METHODS AND COMPOSITIONS FOR DETECTING HEPATTTIS E VIRUS
27 2 464 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS
31 2 451 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS
41 2 307 Hepatitis E virus gene for ORF1 protein partial cds isolate' HRC-IM

45 2 276 Hepatitis E virus nonstructural polyprotein gene partial eds

52 2 235 METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS
57 2 210 Hepatitis E virus G-9 gene

7 1 1821 Sequence 7 from Patent WO02053712

9 1 1450 Sequence 5 from Patent W0O02053712

22 1 564 Sequence 1 from Patent WO2004078977

47 1 264 Sequence 9 from Patent W0O02053712

%21 #HERIRTI—H93HIZ&B HEV 5/ LERESIT—4205 IL—F1t

g
-7 BE | mm GenBank T—4_£0 Anntation
== &5 | R
1 1 7186 | Hepatitis E virus genomic RNA complete genome isolate: HE-JI4
1 2 7262 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:HE-JF3
1 3 7154 | Hepatitis E virus genomic RNA complete genome isolate JYN-Nii02L
1 4 7256 | Hepatitis E virus genomic RNA complete genome isolate JYN-Sap01C
1 5 7251 | Hepatitis E virus genomic RNA complete genome isolate'JSF-Tot03C
1 6 7251 | Hepatitis E virus genomic RNA complete genome isolate'JSN-Sap-FH02C
1 7 7234 | Hepatitis E virus genomic RNA nearly complete genome isolate'JSN-Sap-FH
1 8 7250 | Hepatitis E virus genomic RNA complete genome isolate'HE-JK4
1 9 7258 | Hepatitis E virus genomic RNA complete genome isolate: HE-JA1
1 10 7258 | Swine hepatitis E virus genomic RNA complete genome isolate’ swJ13-1
1 11 7258 | Swine hepatitis E virus genomic RNA complete genome isolate: swJ13-1
2 12 7176 | Hepatitis E virus complete genome
2 13 7194 Hepatitis E virus empty capsid gene encoding the same method for preparing the recombinant vector
comprising the gene and usage of the vector
14 7215 | Hepatitis E virus from India complete genome
15 7193 | Hepatitis E virus unknown genes
9 16 7170 Hepatitis E virus strain T3 from Chad polyprotein gene partial cds; and ORF3 and structural protein
genes complete cds
2 17 | 7194 | Hepatitis E virus genomic RNA
2 18 7212 Hepatn'ﬁs E virus from Moroceo complete genome
2 19 7206 | Hepatitis E virus from North India complete genome
2 20 7204 | Hepatitis E virus clone pSK-HEV-3 complete genome
2 21 7204 | Hepatitis E virus clone pSK-HEV-2 complete genome
2 22 7194 | Sequence 4 from Patent WO0157073
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2 23 7099 | Sequence 1 from Patent WO0157073

2 o 7143 Hepatitis E virus nonstructural polyprotein gene partial eds; structural protein gene complete ods; and
unknown gene

2 25| 7194 | Hepatitis E virus from Hyderabad India complete genome

2 26 7207 | Hepatitis E structural and nonstructural protein mRNA complete cds

2 271 7199 | Hepatitis E virus strain TK1592 complete genome

2 28 7202 | Hepatitis E virus complete genome

2 29 7194 | Hepatitis E virus complete genome sequence

2 30 7207 | Hepatitis E virus complete genome

2 31 7194 | Hepatitis E virus ORF1 ORF2 & ORF3

2 32 7200 | Hepataitis E virus complete genome

2 33| 7221 | Hepatitis E virus ORFs 1-3

2 34 7138 | Hepatitis E Virus complete cds

9 35 76 Hepatitis E virus ORF1 ORF2 ORF3complete cdss; methyltransferase Y domain papain-like protease
poly-proline hinge X domain helicase and RNA-directed RNA polymerase genes partial cdss

3 36 7246 | Hepatitis E virus genomic RNA complete genome genotype 3 isolate: JE03-1760F

3 37 7237 | Hepatitis E virus genomic RNA complete genome clone: swMN06-A1288

3 38 7230 | Hepatitis E virus genomic RNA complete genome isolate JRA1

3 39 7236 | Hepatitis E virus genomic RNA complete genome isolate”JMNG-Oki02C

3 40 | 17277 | METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

3 41| 7277 { METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

3 42 | 17202 | METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

3 43 | 7202 | METHODS AND COMPOSITIONS FOR DETECTING HEPATITIS E VIRUS

3 44 7231 | Hepatitis E virus genomic RNA complete genome isolate' HEVN1

3 45 7240 | Hepatitis E virus genomic RNA complete genome isolate:whJYG1

3 46 7241 | Hepatitis E virus genomic RNA complete genome isolate:wbJTS1

3 47 7240 | Hepatitis E virus genomic RNA complete genome isolate:'wbJSG1

3 48 7257 | Hepatitis E virus clone pSHEV-3 complete genome

3 49 7257 | Hepatitis E virus clone pSHEV-2 complete genome

3 50 7257 | Hepatitis E virus clone pSHEV-1 complete genome

3 51 7180 Hepatitis E virus genes for nonstructural protein capsid protein hypothetical protein complete cds
isolateJYO-HyoO3L

3 52 7180 Hepatitis E virus genes for nonstructural protein capsid protein hypothetical protein complete cds
isolate JTH-HyoO3L

3 53 7180 Hepatitis E virus genes for nonstructural protein capsid protein hypothetical protein complete cds
isolate JSO-Hyo03L:

3 54 7180 Hepatitis E virus genes for nonstructural protein capsid protein hypothetical protein complete cds
isolate:JMO-Hyo03L

3 55 7230 | Hepatitis E virus genomic RNA nearly complete genome isolate'JDEER-Hyo03L

3 56 7247 | Hepatitis E virus genomic RNA complete genome isolate JBOAR 1-Hyo04

3 57 7218 | Hepatitis E virus genomic RNA nearly complete genome isolate<JJT-Kan

3 58 7262 | Hepatitis E virus genomic RNA complete genome isolate:HE-JA10

3 59 7255 | Swine hepatitis E virus strain Arkell complete genome

3 60 7240 | Hepatitis E virus genomic RNA nearly complete genome isolate-JMY-Haw

3 61 7256 | Hepatitis E virus genomic RNA complete genome isolate JKN-Sap

3 62 7257 | Swine hepatitis E virus genomic RNA complete genome

3 63 7277 | Sequence 165 from Patent W00146696

3 64 7202 | Sequence 90 from Patent W00146696

3 65 7277 | Sequence 164 from Patent W00146696
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3 66 7202 | Sequence 89 from Patent WO0146696

3 P Hepatitis E virus strain HEV-US1 polyprotein (ORF1) gene partial cds; and (ORF3) and capsid protein
(ORF2) genes complete ods

3 O R Hepatitis E virus strain HEV-US2 polyprotein (ORF1) (ORF3) and capsid protein (ORF2) genes
complete ods

3 69 7907 Swine hepatitis E virus nonstructural polyprotein and putative capsid protein genes complete cds; and
unknown gene

70 7255 | Swine hepatitis E virus strain Arkell complete genome
71 7257 | Swine hepatitis E virus genomic RNA complete genome

3 . — Swine hepatitis E virus nonstructural polyprotein and putative capsid protein genes complete ods; and
unknown gene

4 73 7235 | Hepatitis E virus genomic RNA nearly complete genome isolate: JKK-Sap

4 74 7265 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate'HE-JA41

4 75 7281 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:HE-JA37

4 76 7266 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:HE-JA36

4 77 7266 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate'HE-JA28

4 78 7262 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:'HE-JA19

4 79 7268 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:HE-JA2

4 80 7270 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate'HE-JF5

4 81 7271 | Hepatitis E virus genomic RNA complete genome genotype 4 isolate:HE-JF4

4 82 7902 Hepatitis E virus ORF1 ORF2 ORF3 genes for ORF1 protein ORF2 protein ORF3 protein complete cds
isolate' JYW-Sap02

4 83 7202 | Hepatitis E virus ORF1 ORF2 ORF3 genes for ORF1 protein ORF2 protein ORF3 protein complete ods
isolate JTS-Sap02

4 ” 7902 Hepatitis E virus ORF1 ORF2 ORF3 genes for ORF1 protein ORF2 protein ORF3 protein complete cds
isolate:JSM-Sap95

4 85 7193 | Hepatitis E virus genomic RNA nearly complete genome isolate:CCC220

4 86 7236 | Hepatitis E virus genomic RNA nearly complete genome isolate JAK-Sai

5 87 7281 | Hepatitis E virus isolate swGX32 complete genome

5 88 7261 | Hepatitis E virus isolate Ch-S-1 complete genome

5 89 7260 | Hepatitis E virus genomic RNA complete genome isolate'JYI-ChiSai01C

5 ] 7257 | Hepatitis E virus genomic RNA complete genome isolate JKO-ChiSai98C

6 91 7234 | - Swine hepatitis E virus isolate swDQ complete genome

6 92 7253 | Hepatitis E virus genomic RNA nearly complete genome isolate' HEVN2

6 93 7234 | Swine hepatitis E virus isolate swDQ complete genome

7 94 7270 | Swine hepatitis E virus strain swCH25 complete genome

7 95 | 7232 | Hepatitis E virus (genotype 4) complete genome sequence

7 96 7270 | Swine hepatitis E virus strain swCH25 complete genome

8 97 7239 | Hepatitis E virus genomic RNA complete genome clone: swMN06-C1056

8 98 7241 | Hepatitis E virus genomic RNA complete genome isolate: swJ12-4

8 99 7241 | Hepatitis E virus genomic RNA complete genome isolate: swJ8-5

8 100 7280 | Hepatitis E virus genomic RNA complete genome isolate: HE-JA04-1911

8 101 7239 | Hepatitis E virus strain Osh 205 complete genome

9 102 7293 | Hepatitis E virus isolate SH-SW-zs1 complete genome

9 103 7248 | Hepatitis E virus isolate swCH31 complete genome

9 104 7262 | Hepatitis E virus isolate IND-SW-00-01 complete genome
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£ 22 HEV &/ LIEEERHI0) SNS &'\ —Tri% 8% 3 5 degenerate TS5( 37—

PCR
m% Forward Reverse Size of
Primer | M55 . 15 MR5 Produc
JLE 2 Primer 8 ts
(123011~
x hevd7 CTATATTCATCCAACCAACCC hev565 GCNGTYARCGGCGMRGCCCCA 130
gg hev250 GGCRGTGGTTTCTGGGGTGAC hev565 GCNGTYARCGGCGMRGCCCCA 180
gﬁ; hev54 CGYCGYGGGCGRCGCAGCGGC hev565 GCNGTYARCGGCGMRGCCCCA 210
:i;g hevl2 YCGYCGYGGGCGRCGCAGCGG hev565 GCNGTYARCGGCGMRGCCCCA 210
:ii hev42 CHGTHGAGAAYGCHCAGCAGG hev90 YTTAAGRCGYTGHARCTCAGC 670
f;iz hev3 TCHGTHGAGAAYGCHCAGCAG heva0 YTTAAGRCGYTGHARCTCAGC 670
(7;:(5)'; hev3 CCNCTHWYBACYAYYCAGCAG hev90 YTTAAGRCGYTGHARCTCAGC 340
x hevs7 CTATATTCATCCAACCAACCC hev565 GCNGTYARCGGCGMRGCCCCA 130
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HHEAC

SEE o 214X | GenBank _E0D Annotation D
25 97 283 Lymphocytic choriomeningitis virus isolate BU11 nonfimctional GPC gene partial
sequence
L ic choriomeningitis virus partial mRNA for G tein 1 clone
10| 34 932 | Lymhoost eningits Virus partil tycopro
21 13 400 Lymphocytic choriomeningitis virus isolate Hs#1 nucleocapsid protein (NP) gene
partial cds
4 12 3370 Lymphocytic choriomeningitis virus genomic RNA segment S nearly complete
sequence including cds strain: M1
20 12 423 | Lymphocytic choriomeningitis virus GP1 gene partial clone AEv 3522
1 8 6953 Lymphocytic choriomeningitis virus isolate Marseille #12 segment L complete
Sequence
8 7 1544 Lymphocytic choriomeningitis virus isolate CHV2 envelope glycoprotein C (GP-C)
mRNA complete cds
15 6 611 Lymphocyﬁc.choxiommingiﬁs virus strain 200504261 segment S nucleoprotein
(NP) gene partial cds :
17 4 560 | Lymphocytic choriomeningitis virus GP1 gene partial clone AEv (ic) 5
27 4 210 | Lymphocytic choriomeningitis virus polymerase gene partial cds
22 3 357 | Lymphocytic choriomeningjtis virus GP1 gene partial clone AEv 30
2% 3 79g | Lymphocytic choriomeningits vinus strain 200504261 segrmert L polymerase gene
partial cds
5 2 2838 | Lymphocytic choriomeningitis virus segment RNA S complete sequence
19 5 498 Lymphocy‘tic choriomeningitis virus envelope glycoprotein precursor (Gp-C)
mRNA partial cds
2 1 3434 | Synthetic construct isolate LLCMV/NJG segment RNA S complete sequence
3 1 3416 | Synthetic construct isolate 1.CMV/INDG segment RNA S complete sequence
6 1 2040 | Lymphocytic choriomeningitis virus S protein RNA complete cds
7 1 1722 | Lymphocytic choriomeningitis virus gene for nucleoprotein
9 1 1123 | Lymphocytic choriomeningitis virus L protein RNA 5 end
11 1 850 Lymphocytic choriomeningitis virus zinc finger protein gene complete cdsand L
protein gene 3 end
12 1 786 | Lymphocytic choriomeningitis virus L protein RNA partial cds clone L123
13 1 697 | Lymphocytic choriomeningitis virus L protein RNA partial cds clone L122
14 1 668 | Lymphocytic choriomeningitis virus GP1 gene partial clone AEv 31
16 1 589 | Lymphocytic choriomeningitis virus L protein RNA partial cds clone L39
18 1 506 C;;Symphocyﬁc choriomeningitis virus strain CH-5692 polymerase (L) gene partial
23 1 348 | Lymphocytic choriomeningitis virus z gene partial strain MX
24 1 309 | Lymphocytic choriomeningitis virus polymerase gene partial cds
28 1 208 | Lymphocytic choriomeningitis virus segment L intergenic region
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F75 -
SNS 4 | Degem | 4% _ RF5 _ reEE
F 7S4<—m&3| A— | RFS47—0&D)|
n—7 -0 DHE 7
£ng

1 8 47 | ATGAGRAGTGGYTGGGGCTGG 3N AGGTGGWGAGTCAGGGAGGCG 880
1 8 251 | TGAGRAGTGGYTGGGGCTGGA 311 AGGTGGWGAGTCAGGGAGGCG 880
1 8 251 | TGAGRAGTGGYTGGGGCTGGA 247 GGTGGWGAGTCAGGGAGGCGC 870
1 8 275 | CATGAGRAGTGGYTGGGGCTG 237 GTGGWGAGTCAGGGAGGCGCT 880
1 8 23 | GAGRAGTGGYTGGGGCTGGAC 35 GAGGTGGWGAGTCAGGGAGGC 880
1 8 275 | CATGAGRAGTGGYTGGGGCTG 35 GAGGTGGWGAGTCAGGGAGGC 880
1 8 47 | ATGAGRAGTGGYTGGGGCTGG 237 GTGGWGAGTCAGGGAGGCGCT 870
1 8 23 | GAGRAGTGGYTGGGGCTGGAC 247 GGTGGWGAGTCAGGGAGGCGC 870
1 8 23 | GAGRAGTGGYTGGGGCTGGAC 237 GTGGWGAGTCAGGGAGGCGCT 870
1 8 47 | ATGAGRAGTGGYTGGGGCTGG 247 GGTGGWGAGTCAGGGAGGCGC

1 8 275 | CATGAGRAGTGGYTGGGGCTG kil AGGTGGWGAGTCAGGGAGGCG

1 8 251 | TGAGRAGTGGYTGGGGCTGGA 35 GAGGTGGWGAGTCAGGGAGGC 880
1 8 275 | CATGAGRAGTGGYTGGGGCTG 247 GGTGGWGAGTCAGGGAGGCGC 880
1 8 23 | GAGRAGTGGYTGGGGCTGGAC 3N AGGTGGWGAGTCAGGGAGGCG 870
1 8 251 | TGAGRAGTGGYTGGGGCTGGA 237 GTGGWGAGTCAGGGAGGCGCT 870
1 8 47 | ATGAGRAGTGGYTGGGGCTGG 35 GAGGTGGWGAGTCAGGGAGGC 880
1 16 275 | CATGAGRAGTGGYTGGGGCTG 77 YGAGGTGGWGAGTCAGGGAGG 880
1 16 23 | GAGRAGTGGYTGGGGCTGGAC 77 | YGAGGTGGWGAGTCAGGGAGG 880
1 16 251 | TGAGRAGTGGYTGGGGCTGGA 77 | YGAGGTGGWGAGTCAGGGAGG 880
1 16 47 | ATGAGRAGTGGYTGGGGCTGG 71 | YGAGGTGGWGAGTCAGGGAGG 880
1 32 35 | GAGGTGGWGAGTCAGGGAGGC 91 GTGCYCTYCCRCARGGGATGG 340
1 32 77 | AGAGGTGGWGAGTCAGGGAGG a1 GTGCYCTYCCRCARGGGATGG 340
1 32 23 | GAGRAGTGGYTGGGGCTGGAC 30| YYGAGGTGGWGAGTCAGGGAG 880
1 32 251 | TGAGRAGTGGYTGGGGCTGGA 27 | TTYYGAGGTGGWGAGTCAGGG 880
1 32 107 | GGTGGWGAGTCAGGGAGGCCC 91 GTGCYCTYCCRCARGGGATGG 340
1 32 47 | ATGAGRAGTGGYTGGGGCTGG 27 | TTYYGAGGTGGWGAGTCAGGG 880
1 32 30 | AGAGGTGGWGAGTCAGGGAG 91 GTGCYCTYCCRCARGGGATGG 340
1 32 251 | TGAGRAGTGGYTGGGGCTGGA 30 | YYGAGGTGGWGAGTCAGGGAG 880
1 32 47 | ATGAGRAGTGGYTGGGGCTGG 30 | YYGAGGTGGWGAGTCAGGGAG 880
1 32 23 | GAGRAGTGGYTGGGGCTGGAC 27 TTYYGAGGTGGWGAGTCAGGG 880
1 32 275 | CATGAGRAGTGGYTGGGGCTG 27 | TTYYGAGGTGGWGAGTCAGGG 880
1 32 275 | CATGAGRAGTGGYTGGGGCTG 30 | YYGAGGTGGWGAGTCAGGGAG 880
1 72 64 | GTGTHCCBAARTGYTGGCTTG 247 GGTGGWGAGTCAGGGAGGCGC 330
1 72 64 | GTGTHCCBAARTGYTGGCTTG 237 GTGGWGAGTCAGGGAGGCGCT 320
1 72 64 | GTGTHCCBAARTGYTGGCTTG 311 AGGTGGWGAGTCAGGGAGGCG 330
1 72 64 | GTGTHCCBAARTGYTGGCTTG 35 GAGGTGGWGAGTCAGGGAGGC 330
1 96 30 | AAGAGGTGGWGAGTCAGGGAG 168 | AYGARGAYAARGTDTGGGACA 210
1 96 35 | GAGGTGGWGAGTCAGGGAGGC 168 { AYGARGAYAARGTDTGGGACA 210
1 96 251 | TGAGRAGTGGYTGGGGCTGGA 460 GGAGGCGCTRYTSHTCAGCGT 860
1 96 23 | GAGRAGTGGYTGGGGCTGGAC 450 GAGGCGCTRYTSHTCAGCGTC 860
1 96 47 | ATGAGRAGTGGYTGGGGCTGG 460 GGAGGCGCTRYTSHTCAGCGT 860
1 96 251 | TGAGRAGTGGYTGGGGCTGGA 450 GAGGCGCTRYTSHTCAGCGTC 860
1 96 84 | MARRTGGATGATYHTTGCTGC 311 AGGTGGWGAGTCAGGGAGGCG 630
1 96 275 | CATGAGRAGTGGYTGGGGCTG 450 GAGGCGCTRYTSHTCAGCGTC 860
1 96 275 460 GGAGGCGCTRYTSHTCAGCGT 860

CATGAGRAGTGGYTGGGGCTG
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