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3t EmM R E LRI E mifEE

MNP #rig5E
1 EHE

R E TN 2% H R 24P (Multiple Nucleotide Polymorphism, MNP) #riciE#H17 46 45
(Flammulina filiformis) i Ff J SRV YR AR St Fh 258 OARTE A E . JRBR . BRI RL ., AXER %
BRAERRE P PLEES BRI RHE
A& T4t b A S B PR R AR R ) 258

2 FEMsImxHt

SHISCAF A ) P 2 SR R B TR AR S A AN AT A Sk . o, v H ARSI SC
5 AZ H XS B B AR ASE B T A SO AN B S S, iR CRFEpTE s ) &
A

GB/T 6682 43 M558 = F A URS R 36 77 vk

GB/T 38551 HHY) AP % E MNP FriciZ:

NY/T 2594 FHY) 5L P4 E DNAZT Fhricik S0

3 AREBEMENX
FHNARE AN SGE T A

3.1
ZAZHEERZ S multiple nucleotide polymorphism, MNP
fE— BT 300 bp FIZERRTHIH, HENMZERIERFA 28,
[KJF: GB/T 38551, 3.1, ABH]

3.2

SERRMIRAE S essential derived variety, EDV

i o SR S A S B ER A, B AR A R S B PR IR AR MR A R R A, 5 A A
WX, IF BBRIRAE SHE R IR ZE 5 Ah,  (ERIE H R 46 i i 35 DR 1Y 85 o R R 2 6 77 A ) B AR
J7 105 SR a6 i A AE E] o

CRUE: A NRILAEFN %, SBT3

3.3
B EISE average coverage
FEFE A2 B OO BT b icir s T DI PP v B ) B80S PR e AL mUE B EE AR
[K¥E: GB/T 38551, 3.4, AEK]

3.4
WHFRIEALE detected markers
B/OF—ANEMERE I HA 20 2 UL BN BRI AR IE AL .
[KJF: GB/T 38551, 3.5, A1BH]

4 JR3B

FIH 2 B R G U N (PCR) . ZAREIEEIN T UL ARG B 5071638 o R A0 43 A & A
MNP #3ic, 3RS MNP FRic 2 K 0 R HAE SRR B] st % 22 57, st 22 5 5 4 e RE R T LU AR, 3°98
o Pl 48 T 5 V8 A ST MR IR AR R E R .
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5 EFIFER
BrRAES AT, DS HTARRF], S50 K FF & GB/T 6682 HHHILE i — K I 2K .
5.1 ZEPCRYEBSEMEIKTE
JS2 UG EEMNPAR AR C A 514, DA el 20 PPk 7
5.3 mEENFRTE
ISAUNIWES ARV
5.4 MNPFRICFIFRICHENG 4D
LTF £ B SRA TR
6 INF/WEE
6.1 EiLHl
B KL EE A/ NF12,000 rpm.
6.2 HKNX
6.3 EE Y
6.4 SEEMFKL
A KA T300 bps
6.5 IEHRSR
7 BIERERF
7.1 FEmRIEE
?4%?¥&E%%ﬁ@¥ﬁﬁﬁﬁsﬁi¥i%, RS R o 15 ) B P AR ) AR R 59, RE SR B PTIEMR A
AT\ o

MG b PR AR R SRR IR SR B AENTY /T 2594 285K
FhICAIFEATT DL £ 6l o

7.2 DNA $2H

T IR BOR AR B AL A DNA . $2EUFDNATE260 nm-5230 nmAk i % BEAR 5 F AR R T-2.0,
260 nm-5280 nmW ¢ & HLAE A T1.7~1.92 [0

7.3 %EPCR¥BSXEME

%2 & PCR ¥ 14 5 M B 57 & U B 5331 T DNA Jfid%. £ 8 PCR ¥ 4. CEME 54k,
Hrr, ZH PCR BI¥ LA ST 20 K.

74 SEENF

22 v 08 B 0 P ) M v PR SR R A U B, 7.3 R R A D e N S AT v
I (0125783 5 15 s B 970075 AL, IR EEAS /N300 bp.

e
8 REEH

2
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8.1 IfE

FEARAES . DNA SR, 2 55 PCRY™HY . SO e M vt B0 B 00 e T R ) DX e I 1 1 [X 3
G 8 — Iy FREAT A, A AR e T

8.2 MFHHE
8.2.1 eI EE I Py S e AR i i A PR P 4 v R e A R 8 A T o i L F 0 P o R

8.2.2 CKEREMN I Bdh LU B 22 B R A IR IC AL A b, GErt B8 — R B bR 10 AL 5 1 35 7 75 1%
# Cie

8.2.3 X Ci/hF 5001, FIERER BTN B AL, M 7.4 B2 AT D BT Uh EOR S A 5
M EIFRIC AL 5 P 7 45 C KT EEE T 500,

8.2.4 M CiKTEET 5008, #E— B HALHARICAL R R
R %50 (D M
R, = % 5 100Ufp+e++e+reereeereereersersersummuemsensenestessessesuesneeneens D
A

Ry ——FE bk AR A7 5 i EL A5
T, ——FE b AR LA s OH 5
T——FE SR R A H

8.2.5 MR KT EEET 95%IM, FUEM PR S0, A 7.2 B2 1 20 R S 25 58 — Ik
Y AIFR AL R T4 78 H 5 Co KT EEE T 500,

8.2.6 X Co KT EEET 500 I, #E—3DiHRER— M EE — IR ILRIAS th AR IC AL AT EE B R
R% () i
Ry = 22 5 JQQ0frerverrreernerrnesnssnsennmsinnis sttt (2)

T11+T,

v eH

Roy— 5/ — RN ER — R L A AG H A R 6 s O L A3
T3 — RS UL AR AR e S % H
T —5— Ik AR 1oL s BB H
To—3 G bRt 7 AR5 H
8.2.7 M Ry KT EREET 95%If, 5 M BE &
S MR B EREE T —AMRIEZRG], HARRE DNA BRI SCRERIE R ERE IR AR AT B
R AN 2 YK, EEE R B TR RE R g 5. PCRY IS, W A5 b (B LA

9 RS
9.1 MFHIELESIESE
9. 1.1 BN B R YR LE X B 22 S A _E AR MNP dRic Az s b

9.1.2 kxARICAL A K3 R RS SO AL R I BT A R S A S R A, ey, A HH S R DR R 8 AR
CEE — R JE — M AR 1 DNA FrBG AR SR BE AR AT / BT A AR A a2k
PRI E SR SR B =% B8

9.2 EERNEHE
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BWAEMMEZA (3D 5

as:%%xloO% ..................................................................... (3)
5]

FAVa e
GS——3 ] 5t el 5 50 FER o ) 38 A AL E
g ——REI it Al 5 o R ot e S G S PR PR R T A ] 222 PO A A R R H
Ny—— 500 5ty o 5 0 Rt o e 57 H AR C A B
10 ZER¥E
10.1  SRFHEEF|E DM
10. 1.1 4450 SRR 5 5 B SR IR ARUE (GS) /INTF 97%Kt, HIERN “ASHEEFH
10.1.2 G450 5 b 5 06k HE R BB B AL (GS) KT EREET 97%F, HIERN “REfFE MR .
10.2 SEFRMIRE X ZRZFEHRN
10. 2.1 443500 5 b 55 56 BE S R (RS AR AL (GS) ZINT- 94%E, HIE R “AIEAESLRIEIRAERR
10.2.2 {4500 5 R S 0k B SRR IR A AR (GS) K TEREE T 94%M), KN “BRfEAE S MR
HERRT
10. 2.3 XFHIE NBEMAAE L FPEIRAE R RFES, W4a E Fod R HAhE Bt — P A2,
10.3 ZRFR
AR Ah SxTHESRD ORI BN ERALEECN, BABHMBUERN, HEAN
TRGIL: A5 TR A S R SR LB U336, 22 RSB0, LML H98.51%, 58 e M.

RBI2: Rl AR A S X A B LA i BON333, R ALAEON100, AL DN69.97%,  FIE NAMTEAE SRR
PEIRAER R
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| | Ersiy | Rasiy : o ST
go | Res | TO7 53 BRWIELE . KBS HH T T 7
AMPLI16 | scaffold3 | CGTCAAT | TTTTGTTT | 47(C-3%,T-99%);80(A-1%,G-99%);108(C- T;G;G;T | T;G;G;T
90001 TTCTGAT [ CTCTCCC | 22%,G-94%);110(C-0%,T-100%);111(G- ;GG T | :G;G/A;
TCCGAAG | ACCATCT | 100%,T-0%);128(A-8%,G-100%);149(A-1%,T- G;T;G; T;,G;T;G
CTTC TTG 99%);162(G-100%,T-0%);164(C-1%,T- C,C;G;T | ;C;CG;
99%);172(A-1%,G-99%);173(C-99%, T- AAT; | T AAT
1%);186(C-97%,T-15%);187(A-1%,G- T ;T
99%);189(C-1%,T-100%);190(G-0%,A-
100%);192(G-0%,A-99%,T-1%);193(G-1%,T-
99%);205(C-1%,T-99%);
AMPLI16 | scaffold5 | CAGCTGT | ATGATGA | 37(C-2%,T-98%);43(C-98%,T-2%);44(G- T;C;G; T;C;G;
90002 ATTCCGA | AATTCGC | 100%,T-0%);45(C-0%,G-100%);52(C-2%,T- G;T;C; G;T;C;
ATGCCAT | TAAAGCT | 98%);54(C-100%,T-2%);55(A-1%,G- G;GT;T | G;G;A/
G TCCG 100%);61(G-98%,T-2%);76(A-29%,T- ;GGG | T;T;G:G
96%);79(A-2%,T-98%);82(C-2%,G-98%):85(A- | C;C:G;T | ;G:C;C;
4%,G-96%):88(A-2%,G-98%):94(C-98%, T- CTA; | GT;.CT
2%);96(C-100%,T-1%);98(C-0%,G- C/ACT | ;AA/C
100%);103(G-4%,T-96%);104(C-100%,T- ;T/IC;G; | CGTT/C
0%);106(A-4%,T-96%);109(G-2%, A- T,G;C; | ;G;T;G;
98%);110(C-79%,A-78%);112(G-0%,C- G/A;T, C;G/A;
100%);114(A-2%,T-100%);115(C-80%,T- G;G;T; T;G;G;T
75%);116(A-1%,G-99%);118(C-0%,T- GTTA | :GT;T;
100%);121(G-96%, T-4%);127(A-2%,C- AGA/ | AAC
98%);129(G-81%,A-73%);133(C-4%,T- G A
96%);139(G-100%,T-0%);140(C-2%,G-
98%);145(C-2%,T-98%);151(G-100%,T-
0%);155(C-2%,T-98%);161(C-3%,T-
98%);166(G-2%,A-98%);183(A-100%,T-
0%);184(C-96%,T-5%);187(G-70%,A-80%);
AMPLI16 | scaffold5 | CATTGCT [ GCCGTAC | 49(C-1%,A-100%);82(A-2%,C-100%);86(G- ACT;C | ACTC
90003 AGAGACG | CGTTCTA | 1%,T-100%);87(A-1%,C-97%);97(C-99%,T- ;CGAG; | CGAG
CTCCATT | AATGAAT | 3%);98(G-3%,A-99%);154(A-1%,G- T,G:T;A | T;GT;A
TTAG AGTG 100%);158(C-1%,T-100%);182(A-3%,G- ;C ;C
99%);193(C-3%,T-98%);198(G-3%,A-
99%);215(C-99%.T-3%);
AMPLI16 | scaffold5 | ACATACC [ ATTTCTA | 51(G-1%,A-100%);53(A-1%,G-99%);56(A- AGG; | AGiG
90004 AGGACTC | GCGGACA | 2%,G-98%);59(C-77%,G-0%,T-82%);68(C- C/T,C,G | T/IC,C;,G
ATAAACT | TTTCTAC 100%,T-0%);80(A-0%,G-100%);93(C-100%,T- ;GGG | GG C/
GCTT CAGA 9%);95(C-100%,T-1%);104(C-95%,T- G;G;C; | T:G;G;
31%);110(A-2%,G-98%);116(G-100%,T- GCA; | GGG
0%);122(G-2%,C-98%);125(A-0%,G- AGA; | AAG
100%);128(C-98%,T-2%);143(G-2%, A- G/AC; | AGiC;
98%);146(G-0%,A-100%);149(A-1%,G- T;C;A; T;T/C;A
99%);152(G-0%,A-100%);155(A-54%,C-0%,G- | G;A;A; ;GIAGA;
91%);156(C-100%,T-0%);167(C-0%,T- G/T;:A;T | G/T;A;
100%);185(C-97%,T-18%);188(C-0%,A- /G G
100%);190(G-100%,T-1%);191(G-0%,A-
100%);197(G-0%,A-100%);202(G-77%, T-
79%);203(G-1%,A-99%);206(A-1%,G-92%, T-
59%);
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AMPLI16 | scaffold6 | CATTGGA | GATGTGT | 38(C-0%,A-100%);40(G-1%,A-99%);41(A- AAC AAC
90005 TCTAGGC | CGGTAAT | 2%,G-1%,C-98%);42(G-1%,A-100%);44(C- AT, TG | AT;T,G
GCATTTA | AGGGTCA | 0%,T-100%);56(A-1%,T-99%);59(C-2%,G- ;T;CA; | A/T;C,
CTG GG 98%);62(A-29%,T-91%);65(C-99%,T-1%);71(G- | C;C;T;A | A;C;C;T
0%,A-100%);74(C-100%,T-0%);83(G-2%,C- TAC |G ATA;
97%,T-1%);87(C-1%,T-99%);88(C-15%,A- T,C,G;C | C,T;C;G
95%,T-1%);89(C-1%,T-99%);90(C-1%,G-1%,A- | ;T;A;C; | ;C;T/C;
98%);91(C-99%,T-1%);93(C-3%,T-99%);94(A- C;C;C; A;C;C;
3%,C-100%);97(A-1%,G-98%);98(A-1%,C- G;G;C; C,C;G;
99%);99(C-32%,T-89%);100(C-8%,A- C;C,T;G | G;C,C;
99%);101(C-99%,T-1%);102(C-97%,T- ACT;, | CTG;
12%);104(G-1%,C-99%,T-1%);105(C-99%,T- G;G;A; | A,CT;
1%);106(A-0%,G-100%);108(G-99%,T- C,T.T;G | GA/G;
10%);109(G-1%,C-97%,T-11%);111(C-98%,T- GAT;, | ACT,T
2%);114(C-99%,T-10%);116(C-1%,T- G;C;G; ;GGA;
99%);117(A-9%,G-99%);118(C-0%,A- T,T;T;C | C/T;G;C
100%);119(A-0%,C-99%);120(C-1%,T- ;C,CT;, | ;GT;T;
99%);122(C-0%,G-99%);126(A-23%,G-91%,T- G;T T,;C,C,C
0%);127(A-97%,T-1%);128(C-98%,T- ;T;G;T
1%);129(A-2%,T-96%);130(C-0%,T-
98%);132(A-5%,G-95%,T-0%);135(A-0%,G-
100%);138(A-97%,T-12%);141(C-33%,T-
86%);144(A-1%,G-100%);145(C-100%,T-
1%);153(A-9%,G-97%);159(C-11%,T-
99%);162(A-0%,T-100%);164(C-0%,T-
100%);183(C-100%,T-0%);198(A-2%,C-98%,T-
1%);200(C-100%,T-1%);201(A-0%,T-
100%);217(A-0%,G-100%);218(C-2%,T-98%);
AMPLI16 | scaffold7 | TAATCAT | GATCAAG | 42(C-17%,A-89%);48(G-97%,T-4%);51(C- A;G;C; A/C;G;
90007 GGAGTTC | GCGTCGA | 97%,T-4%);63(A-4%,G-97%);64(A-10%,G- G;G;A; | CGG;
GCGTTAA | ATACAAT | 93%);65(G-8%,A-97%);66(G-8%,A-97%);68(A- | A;G;T; A/G;G/
CATG GAAC 8%,G-92%);78(C-4%,T-93%);82(C-4%,G- G,CT;T | A;G/A;
93%);87(C-93%,T-10%);90(C-10%,T- ;C,G;T;, | T.G;,C;T
93%);91(A-10%,T-93%);95(G-8%,C- A;T;GT | ;T;C/G;
97%);96(A-10%,G-93%);97(C-10%,T- ;CCA; | GT;A/
93%);101(C-4%,G-14%,A-89%);105(C-2%,T- AAG; | GT;A/
100%);109(A-11%,G-93%);111(C-17%,T- G;C;G; G;C/T;C
92%);112(C-100%,T-0%);113(C-100%,T- C;C;C;C | ;C,G/A;
0%);122(G-14%,A-93%);132(G-18%,A- ;T A/G;A,
89%);134(G-2%,A-100%);143(C-4%,G- G;-
97%);156(G-93%,T-6%);157(G-8%,C- /G;C/G;
97%);171(C-12%,G-93%);211(C-100%,T- C/G;C;
2%);213(C-100%,T-2%);215(C-89%,T- C;T/C;C
20%);221(C-97%,T-8%);233(C-4%,T-98%); /T, T
AMPLI16 | scaffoldl | CGCCTCT [ TTTTGAA | 36(C-99%,T-1%);45(C-96%,T-4%);46(C-1%,T- C,C,T;A | C,CT;A
90008 AAACAAG | GATAGGC | 99%);47(G-4%,A-100%);48(G-0%,A- AGAGA; | ALAGA;
TACGTTT | CAGGACA | 100%);51(G-2%,A-99%,T-0%);52(C-4%,A- C,AC/T | GAT,T
CATT TCTT 96%);53(A-0%,C-99%);59(C-0%,A- ;T/C;C; | ;C;T/G;
100%);60(C-43%,T-94%);64(C-47%,T- T/G;C;C | C,C,G/T
91%);67(C-98%,T-2%);70(G-80%,T-76%);73(C- | ;G;G;T; | ;G;T,C;
96%,T-4%);115(C-100%,T-0%);118(C-0%,G- C;C;C; C;C;G;
87%,T-42%);122(A-4%,G-96%);123(C-1%,T- G;G;C; G;C,G
99%);126(G-0%,C-100%);127(A-2%,C- G
98%);148(A-0%,C-100%);154(A-4%,G-
96%);157(A-4%,G-96%);160(C-98%,T-
2%);166(C-0%,G-100%);
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AMPLI16 | scaffoldll | GCGAAGA | CTAAACC | 35(C-0%,T-100%);41(C-8%,T-99%);44(A- T.T;A;A | T;T; T/A
90009 GTTACCG | GGCTCAT | 87%,C-6%,T-28%);45(G-0%,A-100%);51(A- :G;G;G; | ;AGG;
TTGGATC | CCTCTTC 0%,G-100%);53(A-0%,G-100%);55(A-0%,G- G;C;G; G;G;C;
A TT 98%,T-2%);56(A-3%,G-99%);62(G-1%,C- C,T;C;G | G,C,T;C
98%,T-2%);63(A-1%,G-100%);65(C-100%,T- ATA; | GG/A;
0%);70(C-0%,T-100%);71(G-1%,C-100%);74(A- | C;C;C; T;A;C;C
8%,G-99%);77(A-95%,C-0%,G-18%);80(C- G;C;G; ;C,G;C;
5%,T-95%);81(G-2%,A-98%);82(C-100%,T- T;G;G; G;T;G;
0%);83(A-8%,G-2%,C-94%,T-2%);84(C-99%,T- | C;A;C; A/G;C;
1%);86(C-1%,G-98%,T-1%);107(A-2%,C- G;G;T; A;C;G;
99%,T-0%);122(A-1%,G-100%);125(C-0%,T- A;T;C; G;T/C;
100%);128(A-12%,G-93%);132(G-98%,A- G;C;T;C | A;T;C;
20%);134(A-1%,C-100%);137(C-2%,G-3%,A- GTA; | GGG/
95%,T-0%);143(C-99%,T-1%);149(A-2%,G- C;C;G; T,C,G;T
98%);158(A-0%,G-100%);161(C-27%,T- A;T A;CC;
93%);164(A-100%,T-0%);167(G-1%,T- G;A;C/
100%);170(C-100%,T-0%);173(A-2%,C-2%,G- T
96%);176(C-98%,T-2%);188(G-24%,T-
92%);190(C-98%,T-0%);191(G-98%,T-
0%);197(C-0%,T-100%);200(C-0%,G-3%,A-
97%);201(A-0%,C-100%);203(C-100%,T-
0%);204(A-6%,G-100%);205(C-1%,A-
100%);209(C-32%,T-88%);
AMPLI16 | scaffold3 | GTTATCG | AGCGTAG | 36(C-4%,T-100%);42(C-100%,T-6%);48(A- T.;C;G; T;C;G;
90010 TGCTCAC | GTTGTGT | 25%,G-91%);49(G-0%,A-100%,T-0%);51(C- A;T;C;,C | A;T;C;C
ATCGGTA | GGTAGC 4%,T-96%);54(C-98%,T-2%);57(C-96%,T- :G;C:G; | GGG
AGAT 4%);58(A-3%,G-100%);60(G-1%,C-99%,T- AAT, AAT,
1%);61(A-13%,G-98%);63(A-100%,T- C;C.A;T | C/T;CA
1%);69(G-2%,A-100%);74(A-0%,C-2%,T- T;T;G; ;T;A/T,
98%);75(C-97%,T-13%);76(G-5%,C-94%,T- A;G;C; T;G;A;
5%);77(G-4%,A-99%,T-0%);78(C-1%,T- T;AA; G;C;T;
100%);79(A-11%,C-2%,T-95%);80(C-3%,T- AAT, AAA;
100%);81(A-0%,C-0%,G-96%,T-7%);83(C- C,C,G;T | A;T;C;,C
0%,A-100%);85(A-0%,C-0%,G-100%,T- ;G;T,G; | ;G/C;T;
7%);86(A-1%,C-99%);87(C-0%,T-96%);88(G- C;G;T;C | G;T;G;
1%,A-99%);89(A-99%,T-0%);91(A-97%,T- ;G;C;T C;T/G;T
7%);93(C-1%,A-100%,T-0%);94(G-3%,T- ;C,G;C;
96%);99(A-0%,C-100%);100(A-2%,G-0%,C- C/T
96%,T-2%);101(A-3%,C-28%,G-92%,T-
0%);102(C-2%,T-100%);103(A-1%,G-99%,T-
2%);106(C-3%,T-98%);107(A-1%,C-2%,G-
97%);108(C-95%,T-4%);120(C-1%,G-86%,T-
35%);121(C-0%,T-100%);123(C-100%,T-
1%);129(A-0%,C-1%,G-100%);132(C-99%,T-
7%);135(C-19%,T-93%);
AMPLI16 | scaffold3 | TTGATCC | TATCTGT 36(A-1%,G-100%);37(G-0%,A-100%);38(A- G;A;G; G;A;G;
90011 AGGAAAT | CCATCAA | 1%,G-100%);39(C-0%,T-100%);47(G-28%,A- T:A;T;A | T;G/A;T
GTCAAAA | CTGTCAG | 90%);53(G-9%,T-99%);55(A-100%,T-2%);65(A- | ;G;C;A; | ;AG;C;
ACGT TACG 9%,G-99%);67(A-7%,C-100%);76(G-23%,A- T.T;C:A | A/G;T;T
95%);81(A-0%,T-100%);83(C-1%,T- GTC; | ;CAG;
100%);85(A-6%,C-98%,T-1%);102(A-99%,T- A;C;G; T;C;A;C
9%);105(A-0%,G-100%);109(A-0%,T- A;T :G;T/A,;
98%);113(A-0%,C-98%);114(C-0%,G-1%,A- T
99%);117(C-100%,T-0%);131(A-8%,G-
99%);132(A-92%,T-21%);138(C-8%,T-100%);
AMPLI16 | scaffold3 | GCAAGCC | CCTTCTT 44(C-95%,T-21%);47(G-1%,C-100%);50(C- C;C,C;T | C,C,C,T
90012 AAAGAAA | GGATTTT | 99%,T-2%);53(C-21%,T-95%);59(A-0%,C- ;CGAG; | CAG
TCCAAAA | GGGGAAG | 100%);77(G-1%,A-100%);95(A-1%,G- G;G;A; G;G;A;
CG ATTC 100%);110(A-1%,G-100%);113(A-2%,G- AAA; AAA;
98%);129(G-2%,A-98%);132(G-4%,A- T,C,G; T,C;A/
100%);139(C-2%,A-98%);143(G-2%,A- G G,G

99%):146(C-0%, T-100%):160(C-100%,T-
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0%);161(A-18%,G-97%);176(G-98%,T-2%);
AMPLI16 | scaffold5 | CGGATTG | TTCTACA | 36(G-2%,A-98%);37(G-1%,A-100%);49(A- AAG; | AJAG
90013 ATATCGC | CCAATGA | 0%,G-100%);52(C-100%,T-2%);64(C-0%,T- C,T,;T/G | CT;T/G
GAATGTC | CCTATGT 100%);68(G-4%,T-100%);70(G-6%,A- AGA; | AGA;
TTC GTCC 96%);73(C-1%,G-100%);82(G-1%,A- C;T;C;,C | C,C/T;C
100%);85(A-0%,C-100%);88(C-38%,T- ;T T;C; ;CTT;
86%);91(A-23%,G-2%,C-94%,T-0%);94(C- C,T;C;G | C,C,T;C
99%,T-6%);97(G-27%,T-92%);106(C-2%,T- AAGA; | GAA;
98%);112(A-2%,C-98%,T-2%);115(C-98%,T- GAA; | AGA;
2%);118(C-2%,T-100%);121(C-100%,T- G, T;T;C | A;A/G;
0%);123(A-2%,G-98%);124(G-0%,A- ACC; | TLT;CA
100%);127(C-2%,G-22%,A-94%);130(G-4%,A- | C;C;G; ;C,C,C;
100%);136(C-0%,G-100%);141(G-2%,A- G,T;G;T | C,G;G;
98%);144(G-2%,A-99%);146(G-98%,A- ;GA;C T;G;T;C
23%);148(C-0%,T-100%);151(C-1%,T- ;A/G;C
99%);161(C-100%,T-0%);164(G-2%,A-
98%);165(C-98%,T-2%);167(G-0%,C-99%,T-
0%);170(C-100%,T-0%);175(C-100%,T-
0%);194(A-0%,G-100%);197(A-0%,G-
100%);206(C-2%,T-98%);209(A-0%,G-
100%);212(C-4%,T-96%);215(C-100%,T-
1%);221(A-96%,C-0%,G-26%);230(A-1%,C-
99%,T-0%);
AMPLI16 | scaffold6 | GTCACTT | CACCATC | 55(C-7%,T-96%);66(A-99%,T-3%);111(A- T;A TG | T;AT;G
90015 ATCCTCA | AACCTCA | 10%,T-95%);114(G-96%,T-7%);152(C-12%,T- ;T;G;C; | ;T,G;C;
CCTACCT | TCTTCAA | 94%);159(A-10%,G-95%);160(C-99%,T- T,T T.T
GATT ACAA 3%);166(C-3%,T-99%);229(G-16%,T-93%);
AMPLI16 | scaffold7 | CCCATAC [ TGGTTCC | 71(A-0%,T-100%);106(C-100%,T-1%);111(C- T,C,G; T,C,G;
90016 TCACTAT | AGGTAAG | 4%,G-99%);114(A-1%,G-100%);120(A-0%,G- G;G;G; G;G;G;
TCGTTCT TTCTTTCT | 100%);171(A-3%,G-100%);185(G-1%,A- A;GT; AA/G;
CTCA TGA 100%);190(A-15%,G-96%);202(C-3%,T- A T;A
100%);215(G-1%,A-100%);
AMPLI16 | scaffold2 | GAGACGC | AATATCT | 42(C-100%,T-0%);45(G-0%,A-100%);48(C- C,ACT | CGAC/T
90017 ATTTGAG | AAGGAAA | 95%,T-12%);51(G-0%,T-100%);52(C-0%,T- ;T;C;T; ;T T;C;
CACCTTT CGAGGGA | 100%);53(C-100%,T-0%);55(C-0%,T- A;T;A,; T;A;G/T
TAG GACG 100%);58(G-0%,A-100%);59(G-13%,T- A;G;G; ;G/AGA;
94%);65(A-94%,G-13%);66(C-0%,A- A;G;G; G;G;C/
100%);67(A-0%,G-100%);72(G-100%,T- G;T;A; A;G;G;
0%);75(A-94%,C-13%);80(A-0%,G- C;C;C; G;T;A;
100%);98(A-0%,G-100%);99(A-0%,G- G,G C;G/C;
100%);100(C-0%,T-100%);126(A-100%,T- C;G;G
0%);132(C-100%,T-0%);155(C-94%,G-
15%);185(C-100%,T-0%);186(C-0%,G-
100%);190(A-0%,G-100%);
AMPLI16 | scaffold7 | AAGGAAG | GTTGGAG | 37(G-1%,C-100%);39(A-6%,C-99%);40(A- C;C;T;,C | C,C,T;C
90018 ATCATTA | TACTAGA | 1%,C-4%,T-100%);48(C-98%,T-7%);55(C- CTA; | CTHA;
TAGAGCG | TCCCGAT | 99%,T-1%);57(G-0%,T-100%);59(G-12%,A- G, T;A;T | GTA;
ACGG GTTG 97%);60(A-0%,G-100%);65(C-1%,T-99%);66(C- | ;G;G;C; | C/T;G;
11%,A-97%);91(C-23%,T-98%);92(A-13%,G- G;G;C; G;C;G;
100%);93(A-1%,G-99%);97(A-3%,C- G;G;A; G;C;G;
99%);99(A-13%,G-100%);102(A-2%,G- A;T;A; G;AA;
100%);103(A-1%,C-100%);106(A-1%,G- G;CA; C/T;A,;
100%);107(C-0%,G-100%);109(G-0%,A- C,C,G;T | G,;CA/
100%);110(G-0%,A-100%);111(C-11%,T- ;G T,C; | T,C,C,G
99%);112(G-0%,A-100%);121(A-9%,G- T.G;G;T | ;T;G;T;
100%);122(C-100%,T-9%);123(A-87%,T- ;T C;,T/C;,G
53%);125(C-100%,T-3%);126(C-100%,T- ;G T, T
3%);128(A-2%,G-100%);129(C-0%,T-
100%);130(A-4%,G-100%);136(C-37%,T-
96%);139(C-100%,T-2%);144(C-53%,T-
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87%); 145(A-1%,G-99%); 149(G-100%, T-
4%):150(C-1%, T-99%);153(C-37%, T-96%);

AMPLI16 | scaffoldl | CACTACT | GCATTCA | 51(C-14%,A-98%);55(C-100%,T-0%);61(G- A;CA; A;CA;
90019 TAACGAA | CTTCTTTC | 2%,A-98%);62(C-100%,T-0%);65(C-98%,T- C,CT;A | CCT;A
CATACGA | TATCGCT 14%);76(A-1%,T-99%);82(G-2%,A-98%);84(C- | ;C;C;T; ;T;C;T;
AGCC TGA 85%,T-24%);86(G-14%,C-98%);124(C-0%,T- A;G;G; A;G;G;
100%);128(G-1%,A-100%);129(A-3%,G- C;A;C; C;A;C;
98%);130(A-2%,G-99%);138(C-98%,T- C;A A, C;G;A;
2%);145(G-14%,A-98%);148(C-100%,T- C;G;C;T | C,G;,C;T
0%);154(C-100%,T-0%);155(A-94%,G- ;CGCG; | GGG
14%);159(C-14%,A-98%);169(C-100%,T- C;A;C; C;A;C;
2%);171(A-0%,G-100%);182(C-100%,T- C;T;G C;T;G
0%);189(C-1%,T-100%);214(C-100%,T-
0%);220(C-99%,T-4%);222(C-2%,G-
98%);223(A-0%,C-99%,T-2%);226(C-2%,A-
99%);231(G-16%,C-97%);232(G-18%,C-93%,T-
5%);236(C-2%,T-98%);237(G-100%,T-0%);
AMPLI16 | scaffoldl | CCTCTCT CGCATAA | 46(G-90%,A-56%);55(A-0%,G-100%);61(C- G/A;G; A/G;G;
90020 TACTTTT CATCATA | 65%,T-87%);77(C-100%,T-0%);96(A-1%,G- T/C;C;G | T/C;C;G
AAACGAT | CTTTTCT 100%);97(A-87%,C-0%,G-64%);98(C-0%,G- ;G/ICC; | SA/GA;
CCGC GTGT 0%,A-100%);109(A-0%,T-100%);110(A- T;A;C;C | T;A;C;,C
100%,T-0%);117(A-11%,C-99%);122(A-5%,C- ASTA | GAATA
99%);127(G-0%,A-59%);133(G-5%,T- T;AGA; | T AGA;
99%);134(G-0%,A-100%);156(C-12%,T- T;A;C;T | T;A;CT
98%);162(G-0%,A-100%);172(C-1%,A- ;G/T;G T/G;G
100%);176(C-1%,T-100%);177(C-0%,G-0%,A-
100%);179(C-100%,T-0%);187(G-0%,T-
100%);216(G-59%,T-88%);230(A-1%,G-100%);
AMPLI16 | scaffoldl | GATCTTC | GATGAGA | 36(G-78%,C-75%);46(A-0%,G-100%);51(A- C/G;G; C/G;G;
90022 TCAAGAA | GAGGCTG | 2%,C-98%);54(A-0%,G-100%);57(A-0%,G- C;G;G; C;G;G;
CCAGTCC | CTTGGTC 100%);60(C-100%,T-0%);66(C-100%,T- C;C;A/ C;C,G/
TACC 1%);78(A-86%,G-66%,T-1%);81(C-88%,A- G;A/C; AA/C;
64%);84(G-2%,C-99%);93(C-51%,T- C,T/C;G | C;T;G;T
94%);102(A-1%,G-99%);105(C-2%,T- ;T T/C, ;CT;C/
98%);108(C-91%,T-54%);113(C-2%,T- T, T;T;T | T,;T;T;C
98%);114(C-15%,T-97%);117(C-2%,T- ;G T T, ;T/C,C/
98%);120(C-5%,T-95%);123(C-100%,T- C;C;A/ T;C;C;A
0%);132(C-38%,T-87%);138(A-1%,C-31%,T- G;C;C; /G;C;T/
91%);141(C-98%,T-3%);147(C-100%,T- A;C,CT | CGAC;
1%);153(A-84%,G-68%);156(C-98%,T- /C;G;G; | GT/C;,G
2%);168(C-95%,T-26%);171(A-100%,T- C/T;T;T | ;G;T/C;
0%);180(C-100%,T-1%);183(C-100%,T- ;C T,;T;C
0%);195(C-75%,T-78%);201(A-2%,G-
98%);204(A-0%,G-100%);213(C-76%,T-
77%);222(C-13%,T-99%);228(C-0%,T-
100%);231(C-98%,T-2%);
AMPL16 | scaffold2 | CATTGGT | TCGCAAG | 44(C-5%,G-99%);47(C-100%,T-0%);80(C- G;C,C;T | G,C,C;T
90025 TCGATTC | AGGATAG | 99%,T-4%);92(C-0%,T-100%);105(C-0%,G- :G;G/A; | GA/G;
TGTTCTT TTTACCA 100%);119(G-85%,A-93%);138(A-0%,T- T,C T,C
ACCC CATA 100%);143(C-100%,T-0%);
AMPL16 | scaffold3 | GTAAACA | GGGTATA | 48(A-1%,G-99%);51(A-1%,G-99%);69(C- G;G;C; G;G;C;
90026 TTGAGGC [ TCATTCG | 99%,T-1%);76(C-100%,T-0%);81(G-1%,A- CAT;T | CGAT,T
TATCATA | CTAGATG | 99%);82(G-1%,T-99%);83(C-0%,T-100%);84(G- | ;T;A;C; | ;T;A;C;
CCGC CAGA 1%,T-100%);86(G-16%,A-98%);91(A-1%,C- GA;T; G;A;T;
99%,T-0%);97(A-1%,G-99%);106(A-99%,T- C;T;C;A | C,T;CA
1%);110(G-1%,T-98%);114(A-1%,C- AAG; | SAAG
99%);118(C-1%,T-99%);121(C-99%,T- AT,CT | A;T;,C,T
1%);127(G-1%,A-99%);128(C-22%,A- AGC; | AGC
87%);129(G-1%,A-96%);134(G-99%,T- T;G;C; T;G;C;
1%);139(G-10%,A-96%);140(G-1%,T- G;G;A; G;G;A;
99%);141(A-1%,C-99%,T-0%);142(G-1%,T- C;,T C;,T

99%):145(G-0%,A-100%);148(A-0%,G-
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100%);157(C-99%,T-1%);161(C-1%,T-
100%);162(A-1%,G-99%);167(C-99%, T-
1%); 174(A-1%,G-100%); 177(A-1%,G-
99%);181(G-2%,A-100%); 198(A-5%,C-
99%):225(A-1%,T-100%);
AMPLI16 | scaffold3 | TAAAGAA | AATCAGC | 51(A-0%,G-100%);74(G-0%,A-100%); 104(G- | G;A;A; | GiAA;
90027 GTACTGA | TTGTTGG | 0%,A-100%);106(C-7%,T-99%):154(A-0%,G- | T;G:G; | T;G:G;
GGCTGAC | ATTTCGG | 100%);160(A-1%,G-98%);178(G-15%,A- AG AG
GAC TAAG 89%);179(A-15%,G-89%);
AMPLI16 | scaffold3 | GGAATTG | TGAACGT | 73(A-9%,T-96%);77(C-0%,T-100%);143(A- T.T;CGA | AITiT;C
90028 CTCTTGC | GTATATG | 0%,C-100%);187(A-98%,T-7%):206(C-100%,T- | ;C;C;A; | ;A/T;C;
TACAGGA | GGCTATG | 0%):207(C-100%,T-0%);209(C-1%,A- C C;A;C
TTTT TGTA 99%);218(G-0%,C-100%);
AMPLI16 | scaffold3 | TTGTTGA | GAAACAT | 45(C-99%,T-4%);60(A-100%,T-4%);63(G- CAA; | GAA;
90029 CTTTCTC | CTCTTCA | 1%,A-100%);71(G-0%,C-100%);72(G-0%,T- CTG; | CTG;
CAGTTCC | AAATGGC | 100%);84(A-1%,G-100%);99(C-17%,G- GGC; | GGC;
ATTG CAGG 96%);107(A-0%,G-100%); 1 12(C-100%, T- AAG | AAG
0%);114(G-22%,A-94%); 129(G-0%,A- C;G;T;C | C;G;T;C
100%); 141(A-0%,G-100%);161(C-100%,T- CGA; | CGA;
3%);181(A-0%,G-100%); 198(C-1%,T- TATA | TATA
100%);201(A-0%,C-99%, T-4%);202(C-100%,T- | ;T;T T/C;T
0%);211(A-22%,C-93%);214(G-22%,A-
93%);217(C-0%, T-100%);221(G-25%,A-
92%);222(A-4%, T-100%);223(G-25%,A-
92%);227(A-14%,C-20%, T-89%);240(A-25%, T-
92%);
AMPLI16 | scaffold3 | AACTTTG | CTTTAAC | 36(C-3%,T-100%):45(G-0%,C-100%);51(C- T,.C;T;T | T,.C;T;C
90030 ATGTGTA | AGCCGCT | 0%,T-100%);54(A-2%,C-22%,T-92%);63(C- T;G;G; | /TT;G;
GCTTATT | TCGCTAC | 1%,T-99%):69(C-0%,G-100%);72(A-3%,G- T;C;G;T | G;T;C;
CGCT 99%);75(G-9%,T-98%);111(C-99%,T- T:G:A; | GO/T;T
4%);117(A-0%,G-100%);118(C-18%,T- T.GA; | :GAC/
97%);120(A-2%,C-7%,T-98%);123(G-99%,T- | G;A;C; | T:A/G;
7%);127(C-1%,A-99%); 130(C-24%, T- CAC; | AITSG;
90%);131(A-24%,G-93%);132(G-2%,A-90%,T- | C;A;C;T | A;C;C;
24%);135(G-100%, T-0%); 138(A-100%, T- TTC | AGC
2%);139(C-100%, T-0%); 144(C-98%,T- CT;CA | A;C/IT;T
2%);145(G-0%,A-100%); 147(A-0%,C- :G;C T;T;C;
100%); 148(C-100%,T-0%); 150(C-0%,A- T/C;T;C
100%);153(C-95%,T-20%);156(C-0%, T- :A/G;G;
99%);158(C-1%, T-100%);163(C-2%,T- C/T
100%);178(C-100%,T-0%); 184(C-94%, T-
21%);187(A-7%,C-2%,T-98%);190(C-100%, T-
2%);205(G-25%,A-90%, T-0%);209(A-0%,G-
100%);215(C-90%,T-25%);
AMPLI16 | scaffold6 | CCTCTTG | AACTCCA | 42(C-26%,T-90%);45(C-9%,A-96%):49(G- T:AA; | T/CA;
90031 TCATCCT | GGCTTGA | 1%,A-100%);54(C-99%,T-1%);57(A-1%,G- CiG:A; | ACG;
TCAGAAG | CAAATCC | 100%):63(G-2%,A-100%);70(A-1%,G- GT:G; | AG:T;
ATGA C 100%);77(G-0%, T-100%);91(A-2%,G- GCA; | G:GiC;
99%);92(C-11%,G-94%);93(C-100%,T- G:G:G; | AG:G;
0%);95(A-96%, T-8%); 100(A-0%,C-6%,G- G:C;C;T | A/G;G;
98%);103(A-0%,G-100%); 106(A-17%,G- TTC; | GOTT
95%);132(A-1%,G-100%);133(C-98%,T- GAC; | T:CG;
5%);144(G-1%,C-99%); 148(A-3%,T- C;CTiG | ACC;
99%);149(G-0%,T-100%); 1 50(C-0%,T- .C;GiA; | GTG;C
100%);155(C-100%,T-0%); 1 58(A-8%,G- ACT; | iGAA;
97%);159(G-1%,A-100%); 164(C-100%, T- A C;C/T;A
0%);169(C-100%,T-0%); 180(G-5%,C-
99%);183(C-0%, T-100%); 184(A-0%,G-100%, T-
1%); 189(C-100%,T-0%); 190(A-2%,G-
99%);192(G-0%,A-100%); 195(G-2%,A-
99%);196(C-100%,T-0%);204(C-14%,T-
95%);206(C-0%,G-5%,A-98%);
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AMPLI16 | scaffold6 | ACAAAAG | CTATCTC 56(G-2%,T-99%); T T
90032 TGAATAC | TGGGCTG
AGCATCC | CTATGGT
AACA TGAT
AMPL16 | scaffold6 | ATTGTAA | CACTGAC | 37(G-17%,C-93%,T-2%);53(A-0%,G- C;G;C; C;G;C;
90033 ATTAGTT | AGCTCTC | 100%);60(C-99%,T-8%);78(C-100%,T- C;T;C;G | C,T;C;G
GAAGTGC | AAGATTG | 0%);79(C-0%,T-100%);81(C-100%,T-0%);82(A- | ;C;A;T; | ;CA;T;
GCCT AATT 2%,G-99%);86(C-100%,T-0%);93(C-1%,A- A;G;C; A;G;C;
100%);99(C-18%,T-92%);118(G-1%,A- T;G;G; T;G;G;
99%);134(A-0%,G-100%);143(G-0%,C- G;A;G; G;A;G;
100%);148(C-1%,T-100%);149(A-0%,G- AAA AAA
100%);155(A-17%,G-93%);193(A-3%,G-
100%);211(C-0%,A-100%);212(A-0%,G-
100%);213(C-0%,A-100%);222(A-100%,T-
0%);224(A-100%,T-3%);
AMPL16 | scaffold7 | TCTCAAC | GTCCTGA | 64(C-88%,T-45%);73(A-0%,C-100%);74(C- C;C,C;,C | C,CCiC
90034 GATATCA | GACTTCT 100%,T-0%);84(C-88%,T-43%);88(C-4%,A- ACA; | AGA;
ATCTTCC | ACGAGTG | 100%);116(C-91%,T-35%);120(A-100%,T- C;G;G; C;G;G;
CACA AC 0%);136(C-97%,T-7%);137(A-3%,G- G;C;C; G;C;C;
99%);140(A-2%,G-100%);146(A-0%,G- C;G;C;C | G,C;C;C
100%);147(C-92%,T-35%);154(C-100%,T- AAA; | AAA;
0%);173(C-100%,T-1%);182(A-36%,G-1%,C- C;G;G; C;G;G;
91%);183(C-100%,T-0%);202(C-100%,T- C;T C;T
0%);203(G-41%,A-90%);208(C-0%,A-
100%);211(G-0%,A-100%);213(C-100%,T-
2%);214(G-100%,T-0%);221(A-38%.,G-
90%);224(C-87%,T-42%);237(C-40%,T-89%);
AMPLI16 | scaffold7 | TAAACTA | ATTTAGT | 37(A-0%,C-100%);45(C-100%,T-0%);47(G- C;CA; C;CA;
90035 GGCTCTT | AGTGGTA | 0%,A-100%);63(A-6%,G-97%);70(C-99%,T- G;C;T;C | G;C;T;C
GCTCTTG | AAGCGCC | 1%);79(C-6%,T-97%);80(C-100%,T-0%);81(C- TAGA; | TAGA;
CTAT GAAA 0%,T-100%);103(A-97%,T-6%);110(G-3%,A- C;T;C;,C | C,T;C,C
99%);113(A-1%,C-100%);124(C-0%,T- CGAT; | CAT,
100%);134(A-6%,C-98%);136(C-99%,T- G;C G;C
1%);148(C-96%,T-8%);149(G-18%,A-
91%);175(C-1%,T-99%);189(G-100%,T-
1%);192(C-100%,T-1%);
AMPL16 | scaffold8 | GTCAATC | AGAATAC | 39(C-95%,T-22%);50(A-0%,G-100%);52(G- C;G;A; C;G;A,;
90036 ATGAAGT | CTGGACA | 1%,A-100%);56(C-14%,T-96%);63(C-100%,T- T,CA;T | T;CA;T
GGCTGAA | AGAAAGC | 0%);73(C-0%,A-100%);115(C-0%,T- ;T;T,C ;- T;C
GTG TGTC 100%);131(C-23%,T-82%);162(C-10%,T-
100%);190(A-8%,C-99%));
AMPL16 | scaffoldl | TATGACA [ TGGGTTT | 73(A-0%,G-100%);77(A-13%,G-94%);116(A- G;G;C; G;G/A;
90038 GGATGCA | CATCACC | 14%,G-0%,C-93%);140(A-0%,G-100%);143(G- | G;A;C; A/CG;
AAGGAGG | AAAGTTT | 0%,A-100%);155(G-1%,C-99%);161(G-1%,A- A;G;T; A;CA;
TAAT TCAA 99%);164(G-99%,T-1%);168(C-15%,T- A A G;C/T;
92%);170(A-99%,T-1%);173(G-0%,A-100%); A A
AMPLI16 | scaffold3 | ATCCTAG | TGTTATC | 46(C-14%,T-96%);50(G-4%,A-97%);51(A- T;A;C; T;A;C/T
90039 ATAAATG | CATCTGC | 14%,C-90%,T-14%);54(A-0%,C-10%,G- G;T;A; ;G TA;
TCTCCAG | ATCCTCA | 98%);60(A-0%,T-100%);61(G-10%,A- C;A;T; C;G/A,;
TGCC TCAT 99%);83(A-6%,C-97%);99(G-7%,A- G;G;G T;G;G;
99%);141(C-7%,T-97%);165(A-7%,G- G
97%);167(C-2%,G-99%);176(A-0%,G-100%);
AMPL16 | scaffold3 | GGATTGT | CTCTTGG | 38(G-3%,C-98%);40(A-15%,G-96%);41(C- C;G;C;T | C,G;,C;T
90040 TTCCCAT TGCGTGT | 97%,T-4%);49(C-11%,T-98%);54(C-3%,T- ;T T;A; T T;A;
TGTTTGG | CCTGAC 98%);55(C-0%,T-100%);62(G-2%,A- A;T;C; A;T;C;
CT 98%);66(A-98%,T-11%);88(C-16%,T- A;CG; A;CG;
97%);96(C-100%,T-0%);98(A-98%,T- A;CA; A;CA;
3%);103(C-100%,T-0%);107(A-0%,G- GAT,T | GAT,T
100%);110(A-98%,T-3%);118(C-98%,T- TAGA; | TAGA;
3%);119(C-11%,A-97%);121(C-2%,G- G;C;C; G;C;C;
98%);125(G-15%,A-94%);133(G-3%,T- G;GA; G;G;A;
98%);136(G-3%,T-98%);137(C-0%,T- C;CA C;C;A
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100%);148(G-2%,A-98%);150(G-2%,A-
98%);158(A-2%,G-100%);159(A-3%,C-
98%);160(C-98%,T-2%);163(C-2%,G-
98%);167(A-2%,G-100%);172(A-100%,T-
0%);173(A-1%,C-100%);175(G-2%,C-
98%);176(C-1%,A-100%);
AMPLI16 | scaffoldd | AAGAGGA | CCATTTC | 48(A-3%,G-100%);58(A-21%,C-89%);75(A- G;C;C; G;AA;
90041 AGGAAAA | TGACCAA | 9%,G-3%,C-93%);80(C-5%,G-99%);83(C- G;T;A; G;T;A;
ACGCGTG | GCAAGAA | 22%,T-97%);85(G-18%,A-98%);88(G-0%,A- AAA; | ACA;
G ACAG 100%);90(C-28%,G-3%,A-89%,T-0%);97(G- T,C,G; T,C,G;
0%,A-100%);98(G-0%,T-100%);101(C-99%,T- G;T;C;C | G,T;C;,C
3%);102(A-8%,C-0%,G-98%);105(C-0%,G- CTA; | CTA;
100%);108(C-0%,T-100%);109(A-0%,C- AGA; | A;GA;
100%);111(G-1%,C-99%);113(C-100%,T- C;A;C; C;A;C;
0%);114(A-0%,T-100%);117(C-1%,G-4%,A- G;C;A; G;C;A;
98%);125(G-0%,A-100%);128(G-100%,T- C;C,T;G | C,CA;
2%);140(G-1%,A-100%);141(G-1%,C- AGC; | GAG;
99%);143(G-1%,A-100%);144(A-14%,C- A;G;C; T:A;G;
97%);145(A-0%,C-2%,G-99%,T-1%);148(C- G;C;G; C;G;C;
100%,T-1%);149(G-23%,A-98%);155(C- G;C,C G;G;C;
100%,T-1%);164(C-99%,T-1%);166(A-26%,C- C
11%,T-83%);167(A-8%,G-100%);168(G-0%,A-
100%);172(A-1%,G-97%);174(A-3%,C-89%,T-
24%);176(G-0%,A-100%);177(A-0%,G-
100%);178(C-100%,T-4%);179(G-99%,T-
1%);181(G-0%,C-99%,T-1%);183(A-2%,G-
99%,T-1%);193(G-100%,T-0%);198(C-100%,T-
0%);199(C-100%,T-0%);
AMPLI16 | scaffoldd | TATCAAC | GGCTGGA | 36(C-96%,T-9%);40(C-0%,A-100%);41(A- CAT;T | GA;T,T
90042 TCCAAAG | TTGGATA | 0%,T-100%);44(C-0%,T-100%);45(A-4%,C- ;C;G;C; | ;GGG
AATATTG | TGATTTT 97%);46(A-2%,G-99%);47(A-1%,G-8%,C- A;T;,C,C | A;T;C;,C
CGCC CTGG 92%,T-0%);48(G-17%,A-90%);51(A-1%,T- ;T;T;C; ;T;T;C;
99%);52(C-100%,T-0%);57(A-10%,C- AAA; | AJAA;
90%);58(A-1%,C-0%,G-1%,T-96%);60(A-2%,C- | A;AA; | A;AA;
0%,G-0%,T-96%);61(C-93%,T-8%);63(G-0%,A- | G;T;G;T | G;T;G;T
100%);65(C-4%,A-93%,T-1%);67(G-9%,A- ;T;G;C; | ;T,G;C;
92%);74(G-0%,A-100%);79(G-1%,A- G;C;C; G;C;C;
99%);80(G-3%,A-99%);86(A-8%,G-94%);90(A- | C C
0%,T-100%);114(C-0%,G-100%);119(C-4%,T-
99%);135(C-13%,T-92%);136(A-0%,G-
100%);137(C-91%,T-14%);144(A-0%,G-
100%);152(C-100%,T-0%);153(C-99%,T-
3%);155(G-0%,C-99%);
AMPLI16 | scaffold6 | CACTCCA | AATATTG | 40(G-100%,T-1%);41(C-100%,T-1%);50(C- G;C;C; G;C;C;
90043 GCTTGTC | GCGAGGA | 100%,T-0%);54(A-3%,G-99%);60(A-24%,G- G,G,T;T | GA/G;
TTATTCA | GTTTGTG | 90%);72(C-24%,T-90%);78(C-8%,T- ;T,G;G; | T/C,T/C
CATC AATG 100%);80(A-23%,T-90%);92(A-16%,G- C;AA; A/T;G/
96%);93(G-100%,T-0%);94(C-96%,T- A;CA; A;G;T/
16%);96(G-16%,A-96%);104(G-0%,A- CAT;,T | CA/G;
100%);105(C-8%,A-100%);108(C-100%,T- :C:CA; | A;C/A;
0%);109(G-4%,A-99%);116(C-96%,T- A;GA,; C;A;C;
9%);129(G-0%,A-100%);132(C-1%,T- A;GA A;T;T;C
100%);143(G-0%,T-100%);149(A-0%,C- ;C/G;A;
100%);160(G-10%,C-98%);175(C-2%,A- AA/G;
100%);178(G-2%,A-100%);182(A-10%,G- A;A/G;
98%);185(G-1%,A-100%);189(G-8%,A- G/A;A
100%);190(A-10%,G-98%);208(G-3%,A-99%);
AMPLI16 | scaffold6 | GCACAAT | TATTGTT 40(C-0%,T-100%);41(C-20%,T-97%);60(A- T.T;G;A | T;T/C;G
90044 AAGAGCT | CTCTGCT | 0%,G-100%);67(G-1%,A-100%);74(C-31%,T- T TST, AT/C
TTCGATC | CTCATTT 88%);111(C-31%,T-88%);134(C-1%,T- C;A;C; C/T;T;C
GTTA CCGA 99%);141(C-100%,T-1%);143(G-0%,A- C;C;T ;A;CC/
100%);146(C-92%,T-25%);163(C-97%,T- T,C,T
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20%):164(A-16%,C-97%):169(C-25%,T-92%);

AMPLI16 | scaffold6 | TCCCAAG | ATAGTAC | 57(A-99%,T-1%);61(G-0%,A-100%);66(C- AAT, AAT,
90045 GATACGT | TTCACAT 1%,T-99%);83(C-0%,G-100%);93(C-99%,T- G;C;A; G;CA;
AATATAC | ACCGAGC | 4%);99(G-0%,A-100%);100(A-1%,C- C;G;A; C;GA;
CGTG AGAG 99%);109(A-0%,G-100%);117(G-4%,A- A;C;C; A;C;C;
99%);123(G-13%,A-94%,T-0%);134(A-0%,C- A;C.C;,T | A;C.CT
100%);140(A-0%,C-100%);143(C-4%,A- ;T;C;G; | ;T,C;G;
99%);149(C-100%,T-0%);152(C-100%,T- G G
0%);155(A-4%,T-99%);166(C-0%,T-
100%);168(C-100%,T-0%);205(A-0%,G-
100%);213(C-4%,G-99%);
AMPLI16 | scaffold7 | AAGGGAA | GACGGAC | 39(A-4%,G-96%);53(G-5%,A-96%);66(C-4%,T- | G;A;T; G;A;T;
90047 TACATAT | CATACAA | 97%);69(G-100%,T-1%);94(A-5%,C- G;C;G; G;C;G;
CAATACC | TGTGTGT | 96%);114(C-41%,G-91%);145(G-2%,A- A;T;G A;T;G
GCCA AAAT 99%);153(C-1%,T-99%);183(G-99%,T-2%);
AMPLI16 | scaffold3 | CTAGTCG | CTGGTGG | 47(C-2%,T-99%);53(A-1%,G-100%);55(C- T,G;C;T | T;G;C/T
90048 ACAAGGT | GAAGAAG | 98%,T-14%);57(C-1%,T-100%);72(A-100%,T- AGC; | T;AG;
TCGAAGA | GAATTTT | 0%);97(G-100%,T-0%);109(C-93%,T- T;A;A;T | T/C;T/A
GTAA ATCG 23%);113(A-20%,T-94%);120(G-15%,A- :G;T;T; A/GA;
98%);124(C-2%,A-100%);129(C-0%,T- A;C.G; T,G;T;T
100%);131(G-99%,T-3%);132(C-3%,T- CAT;T | /ICAA/
99%);144(C-21%,T-95%);149(G-1%,A- CGAA; | GGG
100%);150(A-15%,C-98%);151(A-1%,G- C;C;G; A;T;T;C
100%);152(C-99%,T-3%);158(G-1%,A- C;G;A; A/GA;
100%);166(C-3%,T-100%);174(C-0%,T- T T/C;,C/A
100%);178(C-100%,T-0%);180(G-20%,A- ;G;C;-
93%);184(G-3%,A-100%);192(C-92%,T- /G;A;T
21%);196(A-21%,C-93%);200(A-1%,G-
100%);206(G-1%,C-100%);208(A-5%,G-
93%);209(A-97%,T-9%);212(C-1%,T-99%);
AMPLI16 | scaffold3 | GAAATAG | TCGATAA | 40(C-100%,T-6%);42(A-100%,T-0%);43(G- C;A;T; C;A;T;
90049 ACACTGC | GCAAGTT | 0%,T-100%);46(A-0%,G-100%);58(G-2%,A- G;A;T; G;AT;
CGTCAAC | GGTCTCC | 100%);61(A-0%,G-15%,T-93%),;67(G-25%,A- A;GA,; A;GA,;
TTC AA 93%);73(A-0%,G-100%);76(G-1%,A- G;A;G; G;A;G;
99%);79(A-5%,G-98%);88(G-5%,A-95%);91(A- | C;T;C;T | C;T;C;T
3%,G-99%);92(C-100%,T-0%);94(C-2%,T- AGC | AGC
98%);99(C-98%,T-2%);100(G-5%,T- A;GG; A;GG;
99%);109(G-0%,A-100%);124(C-0%,G- AAA; A;AA;
100%);129(C-100%,T-0%);136(G-0%,A- C;C;G; T/C,C;A
100%);147(A-0%,G-100%);148(G-100%,T- A;CA; /G;A;C;
0%);160(G-0%,A-100%);169(G-1%,A- G, T.;T;A | A;G;,T;T
99%);171(C-7%,A-100%);175(G-2%,C-94%,T- A AGA
23%);181(A-1%,C-100%);184(A-12%,G-
99%);187(G-1%,A-100%);190(C-95%,T-
5%);196(G-2%,A-98%);199(A-0%,G-
100%);202(C-1%,T-100%);211(C-2%,T-
100%);214(G-0%,A-100%);222(A-100%,T-0%);
AMPLI16 | scaffold3 | GTATTTT CGATCCT | 38(A-2%,G-99%);39(A-4%,T-98%);41(C- G;T;C; G;T;C;
90050 GCTATAG | AATACGG | 99%,T-1%);44(G-4%,A-99%);48(A-93%,T- A;A;G; A;T/A;
TCTGAAG | ACCAAAT | 19%);50(A-1%,G-99%);51(C-100%,T-2%);52(C- | C;T;G;C | G;C;T;
GGCC GATG 0%,T-100%);53(A-4%,G-97%);61(C-100%,T- AGC; | GCA/
0%);63(G-32%,A-85%);64(A-1%,G-99%),73(A- | G;A;C; G;G;C;
1%,C-99%,T-2%);74(A-0%,G-100%);76(G- C;G;C; G;A;C/
0%,A-100%);102(C-100%,T-6%);104(G-0%,C- C;T,G; T;C;G;C
100%);107(C-13%,G-96%);108(C-100%,T- A;C;G; ;CT;G;
0%);110(C-100%,T-0%);113(C-0%,G-0%,T- T;G;C;T | A;C,G;
99%);116(A-0%,C-0%,G-100%);117(A-100%,T- | ;G;C;T; | C/T;G/
0%);118(G-2%,C-98%,T-0%);122(A-0%,G- C;G;G; A;C;T;
100%);123(C-25%,T-93%);125(A-9%,G- G;G;G; G;,C;T;T
100%);136(G-2%,C-100%);140(C-2%,T- A;T;T /C;G;G;
98%);143(A-0%,G-97%,T-3%);149(C-100%,T- G;G;G;
0%);156(G-1%,T-99%);164(C-90%,T- A;T/-T
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25%);166(A-0%,G-100%);173(C-3%,G-
100%);174(A-1%,G-99%);181(A-8%,G-
97%);182(A-2%,G-98%);187(A-99%,T-
0%);189(A-1%,T-92%);191(A-1%,T-95%);
AMPLI16 | scaffold3 | GAATAGT | TATCACT | 49(C-98%,T-2%);50(C-100%,T-0%);53(C- C;C;C; C;C;C;
90051 TGAGCAC | ATCGTCT 100%,T-0%);55(C-7%,A-98%);56(C-100%,T- A;CA; A;CA;
ATGAGCA | TCGGACT | 0%);58(A-100%,T-0%);59(A-4%,G- G;A;T; G;AT;
TGAG TGTC 100%);61(G-0%,A-100%);67(C-0%,T- A3A;G; C/AA;
100%);69(C-24%,G-0%,A-91%,T-2%);70(C- AT, T.T | GAT.T
0%,G-3%,A-98%);73(C-2%,G-98%,T-0%);74(G- | ;T;G;T; T;T;G;
0%,A-100%);77(C-1%,T-100%);84(C-1%,T- AAT, T;A;A;T
99%);94(C-0%,T-100%);102(C-3%,T- C,C.T;T | ;C,C:T;
97%);105(A-3%,G-97%);111(C-2%,T- ;CCA; | T,.C,CA
98%);112(G-1%,A-99%);117(G-3%,A-97%,T- A;GG; AGG;
4%);119(G-3%,T-97%);120(C-100%,T- AGA; | A;GA;
0%);129(C-99%,T-2%);131(A-0%,T- AT;GT | A;T;G;T
100%);137(C-0%,T-100%);141(A-4%,C- T;G;T; ;T/C;T/
100%);147(C-99%,T-7%);150(G-3%,A- AT;T.G | G;T;G/
97%);153(G-7%,A-99%);162(A-0%,G- T;C.G; | A;T;T,G
100%);164(G-100%,T-0%);171(G-0%,A- A;G,G ;T;C;G;
100%);176(A-1%,G-100%);180(G-1%,A- A;G,G
100%);183(C-0%,A-100%);186(C-21%,T-
94%);187(A-0%,G-100%);192(C-2%,T-
100%);198(C-16%,T-97%);199(G-87%,T-
32%);203(A-0%,T-100%);207(G-32%,A-
87%);210(C-3%,T-98%);211(C-0%,T-
100%);213(A-1%,G-99%);216(A-0%,C-0%,T-
99%);217(C-100%,T-0%);225(A-3%,G-
97%);228(A-100%,T-0%);236(C-0%,G-
100%);237(A-0%,G-100%);
AMPLI16 | scaffold3 | TCCTACG | CCAATGA | 39(C-98%,T-2%);115(C-100%,T-0%);161(C- C;C;T C;C;T
90052 CTGCTTA | CGGTACT | 2%,T-98%);
TAGGTTT | ATGATTC
ATGT ATGC
AMPLI16 | scaffoldd | CAAAATG | TTTTTAG 39(C-99%,T-3%);96(A-88%,G-30%); CA C;A/G
90053 TCTGTTA | CTCTGCT
CGCTCAG | CCCTTGA
TCAT ATTC
AMPLI16 | scaffold6 | CTCACAA | GATAACC | 34(A-11%,C-99%);37(C-10%,G-99%,T- C;G;T; A/C;G/
90054 TCCGACG [ TCCCCAA | 5%);39(C-0%,T-100%);55(C-9%,G-96%);59(A- | G;G;G; C;T,G;
TCGTTTT CGTCTTC | 0%,G-100%);73(A-1%,G-99%);74(C-1%,T- T;G;G; G;G;T;
AG TC 99%);82(G-100%,T-1%);83(A-1%,G- G;C;G; G;G;G;
99%);95(G-100%,T-4%);97(G-1%,C- A;GT;T | C;G;A;
100%);109(A-2%,G-99%);121(G-1%,A- T;T:A; | GTT,T
99%);127(G-100%,T-0%);133(A-1%,T- T.G;G; IA;T/C;
99%);134(C-1%,T-100%);139(A-18%,G-9%,T- G;T;G; G/A;C/
94%);142(C-25%,T-94%);145(G-15%,A- C;T,G; T,G;G/
98%);154(C-21%,T-96%);160(A-1%,G- G;A;T; C;A/G;
100%);166(C-23%,G-93%,T-0%);169(A-12%,G- | G;G;G; T/C;G;C
99%);175(C-11%,T-98%);190(A-1%,G- T;G;C ;T;G;G;
99%);192(C-99%,T-1%);202(C-1%,T- A/G;T;
100%);208(A-0%,G-100%);211(A-6%,G- G;A/G;
99%);213(G-10%,A-99%);217(A-0%,T- A/G;T;
100%);219(G-100%,T-0%);220(A-10%,G- G;C
99%);223(A-22%,G-95%);225(C-2%,T-
100%);235(A-1%,G-99%);241(A-0%,C-100%);
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AMPLI16 | scaffold6 | ATGATCT | GGAAGTC | 39(C-97%,T-3%);45(A-2%,G-98%);51(A-2%,C- | C;G;G; C;G;G/
90055 ACGGTGT | GTCCAAC | 9%,G-99%);66(C-99%,T-10%);72(C-11%,T- C,T.T;G | C,C,T;T
CTACGAA | TTGAAGG | 96%);78(G-2%,T-98%);82(A-22%,G- ;T TS T, ;G/AST,
AACA TATC 94%);86(A-2%,T-98%);87(C-3%,T-99%);88(C- G;C;G; T,T;G;C
2%,T-98%);89(A-2%,G-98%);92(C-98%,T- C,G;T;T | ;G,C,G;
4%);93(A-10%,G-99%,T-0%);99(C-98%,T- ATC, | T;TAT
2%);100(A-5%,G-99%);103(G-10%,T- C;A;CT | ;C,CA;
99%);104(C-1%,T-99%);107(A-100%,T- ;CGAG; | CTC,C
1%);108(A-0%,G-3%,T-96%);109(C-100%,T- G;C;C; /A;G;G;
0%);113(A-1%,C-97%,T-3%);115(G-4%,A- C;A;T;T | C,C;C;
96%);116(G-0%,C-96%,T-4%);119(A-0%,T- ;CGT,T, | A;T,T;C
100%);128(C-96%,T-13%);134(C-28%,A- G;A;G ;T T;G;
90%);137(A-0%,G-100%);143(A-1%,G- A;G
100%);152(C-99%,T-1%);155(C-100%,T-
0%);158(C-99%,T-1%);164(G-0%,A-
100%);167(G-0%,T-100%);170(C-2%,T-
98%);173(G-0%,C-100%);176(C-4%,T-
96%);179(C-0%,T-100%);194(C-16%,G-94%,T-
2%);196(G-4%,A-96%);200(C-1%,G-100%);
AMPLI16 | scaffold7 | GCGTCGT | TTGAACG | 53(C-98%,T-13%);60(C-100%,T-0%);73(A- C;C;G; C/T,C,G
90056 TGATCCT | TTGAGCT | 0%,G-100%);77(C-100%,T-3%);92(C-98%,T- C;C;G; ;C,CG;
CTTATAA | GCTAGAG | 6%);113(G-99%,T-3%);116(G-0%,A- A;T;C; A;T;C;
GTTG TAAA 100%);118(G-0%,T-100%);130(C-100%,T- G T;A;T | GT;A;T
4%);133(C-18%,G-94%);146(C-0%,T- ;C,C,G; | ;G/CC;
100%);155(A-100%,T-1%);167(C-6%,T- AAG; G;AA;
98%);173(G-24%,C-91%);176(A-0%,C- C G;T/C
100%);184(A-0%,G-100%);191(C-6%,G-3%,A-
99%);192(A-94%,T-18%);193(G-100%,T-
4%);195(C-99%,T-9%);
AMPLI16 | scaffold7 | GACTCCA | TCATCCA | 58(C-99%,T-5%);90(G-10%,A-97%);93(C- C;A;T;C | CGAT;,C
90057 TACCTAT | CAATGCA | 10%,T-97%);105(A-4%,C-100%);123(C-0%,A- AGALG; | AA/G
CTCCTTC TATCCTA | 100%);146(G-10%,A-99%);151(A-4%,G- A;G;C; G;A;G;
GAC TGGT 97%);153(C-3%,A-99%,T-4%);158(A-7%,G- A;C C;A;C
98%);177(C-98%,T-6%);188(G-0%,A-
100%);191(G-1%,C-100%);
AMPLI16 | scaffold7 | AATGCGA | ACAGCGC | 43(A-1%,G-100%);45(A-0%,G-100%);46(A- G;G;G; G;G;G;
90058 AGGCGTT | TTCTTCA 3%,G-99%);51(A-4%,T-98%);61(C-6%,A- T;A;C;T | T;A;CT
AAAGATG | AATTTCT | 98%);62(G-2%,C-100%);64(C-0%,T- AALG; | AAG
AATC CATT 100%);67(G-9%,A-96%);75(A-93%,T- G,C,CT | GCCT
11%);79(C-1%,G-100%);86(A-11%,G- ;C;GT; | ;CGT;
94%);89(C-100%,T-0%);92(A-4%,C- C,C,T;A | C,C,T;A
98%);100(C-2%,T-100%);110(G-3%,C- ;G ;G
99%);111(G-97%,T-9%);113(C-3%,T-
99%);116(G-0%,C-100%);123(C-97%,T-
9%);127(A-3%,T-99%);137(C-9%,G-0%,A-
96%);139(A-1%,G-100%);
AMPLI16 | scaffold7 | GTTCATT | CTACGAG | 49(C-99%,T-15%);55(C-16%,T-99%);64(C- C,T.T;A | C/T,C/T
90059 TTGGTCA | TTGAGAG | 15%,T-99%);69(G-6%,A-100%);70(C-0%,G- ;G AG; | C/TA;
GTCTCAG | AAGATGG | 100%);79(C-15%,A-99%);82(A-15%,G- G;A;C; G;A/C;
AACT AACG 99%);88(G-99%,T-15%);100(G-4%,A- G;A;C; G/A;G/
100%);109(C-99%,T-15%);112(A-15%,G- A;GT; T;A;C/T
99%);115(G-21%,A-93%);122(C-100%,T- G;AA; JA/G;A/
6%);124(C-15%,G-0%,A-99%);127(A-15%,G- C,G;T;T | G;CA/
99%);133(C-15%,T-99%);139(A-19%,G- GAA; | CGA/G;
96%);145(C-15%,A-99%);148(G-15%,A- T T/C;A/
99%);157(C-99%,T-15%);166(G-99%,T- G;A/C;
15%);178(C-15%,T-99%);193(G-15%,T- G/A;C/
99%);202(C-99%,T-15%);226(C-15%,A- T, T/G;T
99%);232(G-0%,A-100%);235(C-15%,T-99%); /C;G/T;
T/C;A/C
AC/T
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AMPLI16 | scaffoldl | TCTACTT TACATTT | 72(C-100%,T-0%);73(C-1%,G-100%);101(A- C;G;T;C | C,G;T;C
90060 TGGAGGA | GTTGAGA | 4%,T-96%);102(C-97%,T-14%);107(C-0%,A- ACAT, | AAT,
ATGAAGA | GCGAGAA | 100%);115(G-0%,A-100%);121(A-0%,T- AAC AAC
ACCC GAGA 98%);123(G-1%,A-98%);125(C-2%,A- C;T/A;C | C,C/T;C
98%);126(C-100%,T-0%);127(A-2%,C- /T;T;C; ;T;C;C;
98%);128(A-40%,C-29%,T-84%);130(C-92%,T- | C;T;C;G | T;C;G;C
40%);141(A-2%,T-96%);142(A-2%,C- CGA; | GAT,
98%);161(C-100%,T-1%);168(C-2%,T- T;G;T;,C | G;T;C;,C
98%);178(C-98%,T-2%);180(A-2%,G- ;T/IC;C; | /T,CA,;
98%);181(C-98%,T-2%);183(A-1%,C-0%,G- AT, T T,T
99%);184(G-0%,A-100%);192(C-0%,T-
100%);195(G-100%,T-0%);198(C-0%,T-
100%);201(C-100%,T-1%);204(C-74%,T-
79%);210(A-2%,C-98%);214(G-7%,A-
100%);225(G-0%,T-100%);228(C-0%,T-100%);
AMPLI16 | scaffold3 | CTTTCTTT | ACTCACT | 44(C-9%,G-97%);47(A-0%,G-0%,C-97%);48(G- | G;C;A; G;C;A;
90062 GTTGAGG | TAATACC | 8%,A-98%);49(A-0%,G-3%,T-98%);50(A- T,T;GA | T;T,G;A
ACATCAC | TTAGGAT | 12%,T-96%);53(A-9%,G-97%);56(C-6%,A- GAT, | GAT,
AGG GTGGA 95%.,T-8%);105(A-2%,G-98%);120(G-0%,A- T,T;A;G | T;T;A;G
100%);140(G-7%,T-99%);166(C-0%,T- ;T;C;T; ;T;C;T;
100%);167(C-13%,G-6%,T-92%);169(C-3%,G- T;A;C;T | T;ACT
8%,A-97%);171(A-1%,G-100%);172(A-3%,T- TTA; | TTA;
98%);183(C-99%,T-1%);189(C-12%,T- T T
96%);195(C-7%,T-99%);200(G-17%,A-
93%);201(C-92%,T-18%);220(G-0%,T-
100%);221(A-1%,T-99%);222(C-1%,T-
99%),227(G-0%,A-100%);228(C-5%,T-97%);
AMPLI16 | scaffold3 | GGCCGTA | CTTAGCC | 71(C-99%,T-1%);83(C-96%,T-5%);101(G-0%,T- | C;C;T;T | C;C;T;T
90063 CTCTTTTC | ATCTCCT 100%);149(A-5%,T-96%);167(G-96%,T- :GAC; | GAC
TCAATAG | CAGCCTT | 5%);179(G-2%,A-99%);185(C-100%,T- T AAT | T;AAT
GAT TTT 0%);188(C-2%,T-99%);190(G-2%,A- ;G T,G; | ;GT;G;
99%);191(C-2%,A-99%);194(C-4%,T- ATAT | A;TSAT
96%);204(A-1%,G-100%);206(C-1%,T- GAA | GAA
100%);212(C-2%,G-97%,T-2%);214(G-2%,A-
98%);215(A-1%,C-0%,T-99%);218(G-5%,A-
96%);221(A-4%,T-97%);222(C-1%,G-
99%);227(G-2%,A-98%);234(G-1%,A-99%);
AMPLI16 | scaffold3 | CTGTCTA [ CAGACCA | 37(C-4%,T-99%);63(C-100%,T-1%);69(C-1%,T- | T;C;T;C | T;C;T;C
90064 ACGGTGT | CAGCTCG | 100%);75(C-100%,T-0%);90(G-1%,A- ATG; | ATG
TGACTCA | TAATGTA | 100%);96(C-2%,T-99%);99(A-1%,G- T;A;C;T | T;ACT
AAAT TAGA 100%);102(C-19%,T-95%);108(G-2%,A- GAC | GAT/
98%);114(C-100%,T-0%);132(C-0%,T- G;C;G; C;G;C;
100%);137(A-5%,G-100%);140(A-98%,T- G;G;T; G;G;G;
2%);144(G-4%,C-86%,T-29%);146(A-1%,G- G;T;A; T,G;T;G
99%);147(G-6%,C-98%);148(A-2%,G- G, T;T;T | /A;G;A/
98%);152(A-1%,G-100%);153(C-1%,G- ATG;, | T, T, TA
99%);156(C-2%,T-98%);157(A-0%,G- AT,C; T;GA;
100%);158(C-1%,T-100%);159(G-8%,A- G;T;G; T,C,G;T
100%,T-0%);162(A-0%,G-100%);164(A-20%,C- | A;T ;GAT
7%,G-1%,T-90%);166(A-5%,T-100%);167(C-
0%,T-100%);168(C-1%,G-1%,A-99%,T-
1%);170(C-4%,T-100%);171(C-1%,G-99%,T-
1%);172(C-0%,G-2%,A-99%);173(C-15%,T-
94%);183(C-97%,T-9%);189(A-0%,G-
100%);195(A-0%,T-100%);201(A-0%,G-
100%);220(G-0%,A-100%);228(C-0%,T-100%);
AMPLI16 | scaffold3 | TAGTCAT | TACTTCA | 43(A-1%,G-99%);48(C-99%,T-6%);50(A- G;C;G; G;C;G;
90065 TTCTGCT TGCATAA | 14%,G-96%);57(G-6%,T-99%);67(G-21%,A- T;A;C; T;A;C;
GATCCTT | TCTGAGG | 92%);69(C-99%,T-1%);70(A-1%,G-99%);76(A- | G;G;G; | G;G;G;
GTGT GGTC 1%,G-99%);84(A-0%,G-100%);94(A-1%,G- G,CT;T | GCT;,T
99%);103(C-99%,T-1%);109(A-0%,T-
100%);111(C-10%,G-1%,T-98%);
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AMPLI16 | scaffold3 | GAGAAGG | AAACTGT | 36(C-0%,T-100%);37(A-1%,G-100%);38(A- T;G:C;T | T;G;C;T
90066 AGAGAGA | AGTCTTA | 0%,C-100%):40(G-0%, T-100%):42(A-0%,G- \GAG; | GiAC/
GATCGAG | TGAATGC | 100%,T-0%):45(G-0%,A-100%);54(C-10%,G- | G:C;G; | G;G;C/
AAGG CTCG 99%);56(C-6%,G-99%);63(G-27%,C- T:G:C; | G:G:T;
91%);69(A-0%,G-100%);87(A-3%,C-0%,T- GT:.C;T | GCG;
99%);91(A-0%,G-100%, T-0%);93(G-0%,C- CAC; | T,.CT,C
100%);99(A-0%,G-100%); 100(C-0%,T- T:C;G; | ATIC;
100%); 101(A-0%,C-100%); 1 14(A-0%,T- GAG; | T;CG;
100%);123(C-100%,T-0%); 125(A-100%, T- CATT | GAG;
0%);126(C-94%, T-26%);127(G-0%,T- :G;CA; | GATIC
100%); 129(C-100%, T-1%);134(C-0%,G- AAT; | TG
100%); 143(A-0%,G-100%); 145(G-0%,A- AGC | AAA;
100%); 148(A-1%,G-100%);152(C-100%,T- CGAT;T | T;AG;
0%);153(G-0%,A-100%); 159(C-27%,T- T,CT; | CGA;-
92%);162(C-0%,T-100%);167(G-100%,T- C /T;T /-
0%);168(C-100%,T-0%); 169(C-0%,A- /T;C;T;
100%); 181(G-0%,A-100%); 190(G-0%,A- C
100%); 191(A-0%, T-100%); 194(G-0%,A-
100%); 196(A-1%,G-100%); 198(A-4%,C-
100%); 199(G-0%,C-100%);200(A-99%, T-
3%);208(C-5%, T-90%);209(A-2%, T-
94%);214(C-0%,T-94%);217(C-100%,T-
0%);226(A-0%,T-100%):236(C-100%,T-0%);
AMPLI16 | scaffold3 | ATCCATA | CGAGATT | 36(A-3%,C-97%,T-0%);77(A-2%,G- CGC | CGGC
90067 TCTACAC | ACAGCTC | 98%):144(A-3%,C-97%);
AAACAAC | CTCACTT
CCCA CTAA
AMPLI16 | scaffoldd | GATAATA | AAGCTAC | 60(G-8%,A-98%):61(C-100%,T-0%);68(C- ACCT | AIGCT
90068 CGTACAG | GAACAAA | 99%,T-4%);76(C-10%,T-95%);77(C-95%,T- .C:G:C; | ;GGG
GATCGTG | AAGAAAC | 10%);125(A-8%,G-99%);155(C-99%,T- CGTA | GTA
CACG AGGT 4%);156(C-99%, T-3%);187(C-10%,T-
95%); 190(A-95%,T-10%);
AMPLI16 | scaffold6 | CTTTGGC | CAACAAA | 43(A-7%,C-100%);52(A-10%,C-100%);53(C- C,CCT | CGCGT
90069 TGCTGCA | AATCTGC | 100%,T-0%);59(A-3%,C-16%,T-96%);62(A- T:GA; | TiGA;
ATAGAAT | CGAAGAA | 2%,T-100%);68(G-99%,T-4%):86(G-7%,A- T;C;G; | C/T;C;G
CATA AAGG 100%);92(C-9%, T-100%);95(A-0%,C- G:AG; | ;GAG;
100%); 108(A-0%,G-100%);118(C-1%,G- TACT | T;ACT
100%); 125(G-4%,A-100%); 129(A-4%,G- CGAT; | /CCA;
100%);131(C-1%,T-100%); 138(C-4%,A- CGT | T;CG;T
100%);158(C-100%,T-3%);167(C-28%,T-
95%);168(C-100%,T-0%);170(C-4%,A-
100%);172(C-0%,T-100%);181(G-2%,C-
100%):201(A-1%,G-100%):205(C-2%,T-100%);
AMPLI16 | scaffold6 | CATGACC | CGAGATG | 53(C-100%,T-0%);120(C-95%,T-5%);122(C- C,GC; | GGG
90070 ACGTTCC | GCCAATA | 99%,T-2%);126(A-0%,G-100%);147(C-96%,T- | G;C G;C
GGGATG | TCAAGAT | 5%);
TGTA
AMPLI16 | scaffold7 | GCTAACG | CTTTCCT | 37(G-5%,A-97%):43(G-100%,T-0%);46(A- AGA; | AGA;
90071 ATATCCA | ACTCGTC | 99%,T-1%);68(A-3%,G-98%);71(C-1%,T- GT:G; | GTiG;
GTGTTIT | CGAACAG | 100%):87(A-3%,G-98%):91(G-1%,C- CCTG | CCT;G
TCCA TTA 100%); 102(A-1%,C-100%);127(G-0%, T- C:GT | :CG;T
100%); 128(G-99%, T-1%); 139(C-100%,T-
0%);161(A-0%,G-100%); 187(C-1%,T-100%);
AMPLI16 | scaffold7 | GGTGGAA | TGTCTTT | 57(C-100%,T-2%);58(A-2%,G-100%);62(G- CG:G; | CGG;
90072 GACGGAG | CTCAAGT | 100%,T-0%);76(A-0%,C-100%);78(C-0%,T- CT.CA | GT;,CA
ACAAGTA | ATTCAAG | 100%);106(C-100%,T-0%);115(G-2%,A- .G:T;T; | ;GTiT;
TTC CACA 99%);147(A-0%,G-100%);152(C-0%,T- ACGT | AGT
100%);165(C-0%,T-100%); 168(A-100%,T-
2%);170(A-2%,C-100%);173(A-0%,T-100%);
AMPLI16 | scaffold8 | CATTGAC | GAGAAAA | 49(G-0%,A-100%);56(A-89%,T-29%);74(G- AAA; | AT/A;
90073 AGGAACA | AGTTCTA | 11%,A-96%);85(A-26%,G-89%);86(A-26%.G- | G:G;T; | A;G/A;
GCAACAC | TGAACCA | 89%):136(C-20%,T-93%):137(A-1%,G- GAA | A/GT/
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C GCCC 100%);155(A-100%,T-0%);197(G-10%,A-97%); C;GA,;
A
AMPLI16 | scaffoldl0 | CACGATG | CATCTTT 40(G-93%,A-9%);47(C-91%,G-3%,T-9%);51(A- | G;C;G; A;T;G;
90074 AAGACTA | TCCACGT | 4%,G-96%);72(C-99%,T-1%);79(A-1%,G- C;GA; C;G;T;
GACGACT | AGCAGCG | 96%);83(A-83%,T-15%);85(A-1%,G- G;C;G; G;T;G;
GAG 99%);88(C-83%,T-20%);96(A-1%,G- C;CA; C;T;A;C
99%);102(C-98%,T-2%);105(C-92%,T- C,T;G;T | ;CA;T;
11%);110(G-0%,A-100%);113(C-99%,T- ;GGA; | GCA;
3%);117(C-14%,T-91%);118(G-92%,A- G;AA; G;G;A;
12%);124(C-7%,T-94%);125(C-1%,G- G;G;C; G;G;C;
99%);127(C-96%,T-5%);138(G-0%,A- C;A;G; C;G;G;
100%);147(A-3%,G-98%);152(A-89%,C-0%,G- | T;C;A; C;CA;
13%);153(G-0%,A-99%);155(G-99%,T- G;AA; G;G;A;
0%);161(A-0%,G-98%);178(C-99%,T- A G
1%);187(C-98%,T-2%);189(A-90%,G-
13%);194(A-0%,G-100%);200(C-11%,T-
86%);213(C-95%,T-0%);216(C-0%,A-
100%);217(A-0%,G-100%);227(A-83%,G-
20%);228(A-98%,T-3%);236(A-92%,G-11%);
AMPLI16 | scaffold19 | CAAGTTG | TCCCGTC | 37(A-2%,G-99%);40(G-100%,T-0%);42(A- G;G;G; G;G;G;
90075 GACCTGT | CCTCCTC | 0%,G-100%);43(G-22%,C-100%);49(C-3%,G- C,T;C,G | C,T;C;G
CGGGGAA | TCAAAG 0%,T-99%);50(C-100%,T-10%);51(G-99%,T- ;T;G;C; | ;T,G;C;
ATAC 2%);52(C-2%,T-99%);53(C-0%,G-100%);55(C- C;G;G; C;G;G;
98%,T-13%);61(C-99%,T-11%);64(A-19%,G- A;T;G; A;T;G;
96%);67(C-8%,G-99%);70(C-10%,G-22%,A- A;GG; | AGG;
91%);76(C-12%,T-98%);79(A-6%,G- A;C;G; A;C;G;
99%);102(G-10%,A-100%);103(A-13%,G- G;C;G; G;C;G;
98%);104(G-100%,T-8%);106(G-7%,A- T,T;G;,C | T;T;G;C
100%);111(C-100%,T-0%);112(A-3%,G- AALG; | AAG
100%);115(C-4%,G-96%,T-13%);118(A-16%,G- | T;G;T;G | T;G;T;G
27%,C-90%,T-0%);121(C-2%,G-98%,T- :G:G;G; | ;GGG
20%);122(A-22%,T-99%);124(C-22%,T- G;G;G; G;G;G;
98%);127(A-6%,G-100%);130(A-6%,C-100%,T- | A;G;G; | A;G:G;
0%);133(G-8%,A-99%);136(G-12%,A- G;G;G; G;G;G;
99%);144(A-0%,G-100%);145(C-20%,G-4%,T- A;T;A,; A;T;A;
97%);151(A-1%,G-100%);159(C-0%,T- G,G G,G
100%);163(A-1%,G-100%);166(A-10%,G-
100%);169(A-10%,G-99%);175(A-0%,G-
100%);181(A-3%,G-100%);184(A-8%,G-
100%);190(A-10%,C-4%,G-98%,T-0%);193(G-
21%,A-97%);196(A-4%,G-99%);199(G-100%, T-
0%);202(A-15%,G-98%);211(A-11%,G-
100%);214(A-21%,G-89%,T-18%);217(G-
18%,A-93%);219(C-1%,T-100%);220(G-20%,A-
93%);223(A-18%,G-99%);226(C-19%,G-97%);
AMPLI16 | scaffold2 | GAACCAT | AAGAAAA | 36(A-0%,G-100%);45(C-99%,T-1%);63(C- G,C,C;T | G,C,C,T
90076 TTGTCAA | TTCTTGC 98%.,T-2%);78(C-2%,T-98%);89(A-1%,C- ;C;T;C; ;C;T;C;
GGTCAGG | CGTCTTC | 99%);90(C-2%,T-98%);93(C-98%,T-2%);99(A- C,T.G,T | CT;G;T
CTTC ACC 1%,C-99%);114(C-2%,T-98%);116(A-1%,G- ;C;CT; ;C;CT;
99%);125(A-0%,T-100%);141(G-1%,C- T;A;G; T;A;G;
99%);143(C-98%,T-2%);146(A-2%,G-0%,T- G;A;G; G;A;G;
98%);153(G-2%,T-98%);158(G-2%,A- T;A;T;C | T;AT;C
98%);159(A-2%,G-98%);165(A-1%,C-1%,G- GAG; | GAG;
98%);167(G-1%,A-99%);173(G-99%,T- C;G;G; C;G;G;
1%);174(C-1%,T-99%);177(G-1%,A- A A
99%);179(C-1%,T-99%);182(C-99%,T-
1%);193(A-1%,G-99%);213(C-0%,A-
100%);216(C-1%,G-99%);220(G-2%,C-
98%);223(A-0%,G-100%);224(A-2%,G-
98%);229(A-100%,T-0%);
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AMPLI16 | scaffold3 | AGAAGAA [ TCGATAG | 47(C-99%,T-1%);68(A-99%,T-3%);74(G- C;A;G; C;A;G;
90077 AGGACCA | TCAGTGG | 100%,T-0%);81(C-99%,T-3%);105(G-3%,A- C,A;T;C | CGAT;,C
AGGAATG | GAATACG | 99%);107(C-10%,T-96%);108(C-99%,T- GTHA; | GT;A;
ACTA TTTT 4%);112(C-0%,G-100%);117(C-13%,T- G;G;A; G;G;A;
93%);120(G-13%,A-94%);124(A-13%,G- C;CA; C;CA;
94%);125(C-12%,G-94%);127(G-1%,A- G;A;C; G;A;C;
100%);129(C-94%,T-12%);133(G-0%,C- C;T;A; C;T;A;
98%);139(C-0%,A-99%);142(C-5%,G- G;AA; G;AA;
97%);148(G-1%,A-100%);153(G-0%,C- C;CA; C;CA;
100%);155(C-100%,T-7%);160(A-0%,T- G;C;T G;C;T
100%);166(C-1%,A-99%);179(A-0%,G-
100%);186(G-1%,A-100%);191(G-9%,A-
96%);197(C-100%,T-0%);206(C-98%,T-
2%);208(G-20%,A-93%);209(A-6%,G-
98%);213(C-100%,T-0%);215(C-0%,T-100%);
AMPLI16 | scaffold3 | TCTGTTG | TCTTTGC 60(G-0%,A-100%);138(C-99%,T-3%);143(C- ACT,T | A,CT,T
90079 CAAAGAG | TGCCGTA | 0%,T-100%);147(A-0%,C-3%,T-99%);168(C- ;TG ;TG
ATTCAGT | GACATAT | 1%,T-99%);218(A-1%,G-100%);
TGTC ATGT
AMPLI16 | scaffold3 | CTATGGT | ATAACTG | 41(C-10%,G-93%);45(A-3%,G-98%);55(C- G;G;C; G;G;C;
90080 AGCTCGA | ACGATAC | 90%,T-14%);56(C-93%,T-11%);59(A-0%,T- C;T;G;C | C,T;G;C
ACACTAT | TCCCATG 100%);64(G-97%,T-3%);71(C-90%,T- :G:G;C; | ;GGG
CGTC TGAG 21%);82(A-1%,G-99%);89(A-1%,G-99%);91(A- | G;C;A; G;C;A,;
0%,C-100%);95(A-11%,G-93%);104(A-1%,C- T.G;T;T | T;G;T;T
99%);106(G-1%,A-99%);113(G-1%,T- ATG; | AT;G;
99%);134(A-1%,G-99%);135(C-9%,T- A;T;G; A;T;G;
95%);144(G-1%,T-100%);145(G-18%,A- C;G;A; C;G;A,;
92%);152(C-1%,T-96%);155(A-3%,G- T;G;G; T;G;G;
97%);156(G-1%,A-99%);158(C-1%,T- C;CA; C;CA;
99%);164(A-7%,G-93%);169(A-3%,C- G;T G,T
97%);171(A-0%,G-99%);172(G-17%,A-91%,T-
0%);173(C-1%,T-98%);183(G-95%,T-
9%);184(A-0%,G-100%);185(C-97%,T-
3%);193(C-100%,T-6%);204(G-1%,A-
100%);207(C-1%,G-99%);213(C-1%,T-99%);
AMPLI16 | scaffold3 | GTAGGAT | CATGAAA | 39(A-15%,G-93%);40(C-100%,T-0%);50(G- G;C;T; G;C;T;
90081 TGGACGA | CACATAC | 4%,T-96%);51(A-0%,G-100%);52(C-100%,T- G;C;A; G;C;A;
AGAAGAC | CAAGTGG | 0%);53(G-5%,A-96%);56(G-99%,T-1%);59(C- GA;T; G;A;T;
ATGA GAAT 2%,A-96%);60(C-10%,T-95%);62(A-96%,T- ATAT | A;T;AT
4%);64(C-0%,T-100%);66(C-0%,A-100%);69(A- | ;T;A;T; ;TAT;
0%,T-100%);74(C-15%,T-93%);75(G-0%,A- T;C;A;C | T;C;A;C
100%);77(C-0%,T-100%);81(C-10%,T- AGT; AGT;
98%);82(C-93%,T-15%);83(G-1%,A-98%,T- G;G;T; G;G;T;
0%);85(A-2%,C-96%,T-2%);86(A-99%,T- A;T;A,; A;T;A,;
1%);89(A-0%,G-100%);91(C-0%,T-100%);94(C- | C;C;T;T | C;C;T;T
4%,G-96%);100(A-12%,G-96%); 1 18(A-2%,T- ATA; | GATA;
98%);121(G-5%,A-94%,T-0%);122(A-1%,T- T;C;G; T;C;G;
98%);124(G-10%,A-98%);125(C-100%,T- A;G;G; A;G;G;
1%);126(A-4%,C-96%);127(C-1%,T- ACT,T | A,CT,T
99%);128(C-0%,T-100%);129(A-98%,T- ;T;C ;T;C

2%);137(C-3%,T-98%);138(G-15%, A-
93%);140(C-1%,T-99%);143(C-100%,T-
0%);145(A-0%,G-100%); 148(G-10%,A-

98%); 149(A-10%,G-98%);152(G-99%,T-
1%);153(C-0%,A-100%); 155(A-0%,C-

100%); 156(C-11%,T-98%);159(C-0%,G-10%,T-
97%);161(C-1%,T-99%);164(C-98%,T-2%):
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AMPLI16 | scaffold3 | GATTTGT | TATGTTA | 39(C-97%,T-3%);40(A-0%,C-100%);45(C- C;C,C;T | C,C,CC
90082 CTAACTT [ CAGTGAC | 100%,T-1%);56(C-17%,T-93%);65(A-20%,C- ;CT,T, | /T,C/A,
TACAAGC | GTTGTGG | 90%);81(G-18%,T-92%);85(G-0%,T- C,A;T;T | G/T;T;T
GGGC GG 100%);87(C-90%,T-20%);102(G-18%,A- AGC; | /CG/A,
92%);108(C-0%,T-100%);109(C-1%,T- A;G;C; T;T;A;G
99%);110(G-0%,A-100%);111(G-100%,T- G,C,T;T | ;T/C;A;
0%);118(C-96%,T-14%);121(G-1%,A- ;C,C,G; | GA/C,
99%);146(A-0%,G-100%);150(A-16%,C- G;G;T; A/G;C;
94%);154(A-15%,G-95%);156(C-99%,T- G;T;G C/T;T;A
1%);181(C-20%,T-90%);182(C-1%,T- /C;C;T/
99%);190(A-9%,C-90%);191(C-94%,T- G;T/G;
9%);193(G-90%,T-16%);194(G-97%,T- G;T/C;
7%);195(A-9%,G-93%);206(C-20%,T- G/A;T;
90%);216(A-7%,G-100%);222(C-1%,T- G
99%);237(A-1%,G-99%);
AMPLI16 | scaffold3 | GGTGTTA | TATTAAT | 39(C-9%,T-99%);40(G-92%,T-9%);41(A-9%,G- | T;G;G; T/C,G/T
90083 CCAAAAT | TAACGCG | 92%);42(C-92%,T-9%);43(C-1%,T-99%);44(C- C,T;C,G | ;G/A;T/
ACCGGTC | TCACACT | 100%,T-4%);47(A-1%,G-99%);53(A-1%,G- ;GALA; | CGT,C,G
TAGA GTCG 100%);63(C-1%,A-99%);64(G-4%,A- T;C;A; ;GIAGA;
100%);69(C-1%,T-99%);78(A-8%,G-18%,C- GAA; | T;C/A;
92%);79(G-24%,A-92%);89(A-24%,G- G;C;G; G/AA/
93%);103(G-24%,A-92%);104(G-7%,A- G, T;G;T | GA/G;
99%);109(G-99%,T-1%);110(C-99%,T- ;GG T, | A/G;G;
1%);112(A-7%,G-99%);116(A-1%,G- T;A;C;C | CA/G;
99%);127(C-1%,T-99%);142(A-1%,G- G, T;G;T
99%);146(C-0%,T-100%);148(C-1%,G- ;G;G;C/
99%);152(G-99%,T-1%);154(C-26%,T- T;A/T;A
91%);166(A-26%,T-91%);173(G-1%,A- ;C;C
100%);175(C-97%,T-16%);182(A-1%,C-99%);
AMPLI16 | scaffold3 | GGTACCG | CGACGTT | 39(G-7%,A-98%);40(G-100%,T-1%);48(A- A;GG; | AG;G;
90084 ATGTTTT CCCTTGT | 2%,C-0%,G-100%);52(C-94%,T-13%);53(C- C;T,G; C;T,G;
AGAAGAC | CTTTTCT 2%,T-99%);54(A-0%,C-12%,G-94%);56(A- G;G;C; G;G;C;
ACTG AATC 1%,G-100%);60(A-0%,G-100%);69(G-2%,C- C,T;C,G | C,T;C;G
99%);76(A-2%,C-99%);78(A-1%,T- ;CT;G; | ;CT,G;
100%);80(A-2%,C-99%);87(C-2%,G- G;T;G; G;T;G;
99%);92(C-100%,T-0%);98(A-8%,T- G;C;G; G;C;G;
97%);100(G-100%,T-0%);101(A-0%,G- C;A;G; C;A;G;
100%);105(A-0%,C-2%,T-99%);124(G-100%,T- | A;T;A; A;T;A;
1%);126(C-1%,G-100%);129(C-100%,T- A;GG; | AGG;
1%);135(A-8%,G-95%);137(A-0%,C- G;G;C; G;G;C;
99%);141(G-1%,A-100%);144(A-0%,G- A;C;G; A;C;G;
100%);145(A-100%,T-0%);147(C-0%,T- C;T,C C;T,C
100%);150(C-0%,A-100%);158(G-0%,A-
100%);166(C-1%,G-100%);167(A-0%,G-
100%,T-0%);169(A-0%,G-100%);177(A-2%,G-
100%);180(A-0%,C-100%);184(G-2%,A-
99%);187(A-1%,C-100%);199(A-0%,G-
100%);200(A-5%,C-96%);204(C-0%,T-
100%);206(C-100%,T-0%);
AMPLI16 | scaffold3 | CATTCTT ATACTCT | 36(C-99%,T-10%);37(G-1%,C-99%);38(G- C;C;C;C | C,ccC
90085 TTGCGAG | TATTTCC 1%,C-100%);39(G-20%,C-92%,T-1%);40(C- :G;GG; | G;G;G;
CAAACCA | CTTTGAA | 20%,G-94%);45(A-0%,G-100%);47(A-0%,G- G;A;T; G;A;T;
TATG AGCC 100%);54(G-100%,T-0%);55(C-0%,G-0%,A- C;CA; C;CA;
100%);56(C-6%,T-99%);57(C-99%,T-2%);63(A- | A;T;G; A;T;G;
21%,G-0%,C-91%);66(G-6%,A-99%,T- AAC, AA;C,
0%);68(C-2%,A-99%);69(A-4%,C-10%,T- T,C,G; T,C,G;
95%);70(A-1%,G-99%);72(G-4%,A-98%,T- G,G:A; | GGA;
0%);76(G-1%,A-100%);81(G-2%,C- C,T;T;C | C,T;T,C
100%);84(A-19%,T-94%);88(A-0%,C- ;CT;G; | ;CT,G;
100%);90(A-16%,G-96%);94(A-6%,G- G;A;C; G;A;C;
98%);99(A-24%,G-91%);102(G-1%,A- A;T,C,C | A;T;C;,C
100%);108(G-12%,C-94%);111(C-2%,T- :G:C;T; |G, CT,;
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99%);114(A-1%,T-100%);115(A-1%,C-100%,T- | T;T;A;T | T;T;A;T
0%);116(G-0%,C-100%);120(C-3%,T- T;G;T; T;G;T;
99%);123(A-0%,G-100%);126(A-4%,G- A;CA; A;CA;
99%);129(G-1%,A-100%);132(A-1%,C- C;C;C C;C;C
100%);134(A-100%,T-0%);137(C-4%,T-
98%);138(C-100%,T-2%);143(C-99%,T-
3%);150(A-1%,G-100%);156(A-2%,C-98%,T-
2%);159(A-0%,C-6%,T-98%);160(C-1%,T-
100%);163(C-3%,T-99%);164(C-0%,G-14%,A-
92%);165(C-0%,T-100%);168(C-0%,T-
100%);171(A-0%,G-100%);176(C-1%,T-
99%);179(G-1%,A-99%);181(A-0%,C-97%,T-
10%);182(C-10%,A-96%);189(C-96%,T-
9%);190(A-0%,G-2%,C-98%);195(C-96%,T-
9%);
AMPLI16 | scaffold6 | TTTGGTA | GTTACAT | 39(A-1%,G-99%);44(C-99%,T-1%);46(G-1%,A- | G;C;A; G;C;A;
90086 TGTATGC [ TGAGGCA | 99%);48(A-1%,G-99%);54(G-1%,T-99%);65(C- | G;T;T;C | G;T;T;C
GGTCAAA | TTAGCGG | 1%,T-99%);69(C-99%,T-1%);132(A-0%,G- :GAG; | G AG;
GAAC AAG 100%);140(G-1%,A-99%);154(A-1%,G- A;C.C;T | A;C.C,T
99%);171(A-99%,T-1%);197(C-99%,T- :C;T :C;T
1%);200(C-99%,T-1%);224(A-1%,T-
99%);225(C-99%,T-1%);230(C-1%,T-99%);
AMPLI16 | scaffold6 | GTTCCCG | ATCGTTA | 33(G-0%,A-100%);37(A-3%,G-99%);42(C- A;G;C; A;G;C;
90087 ACACAGA | CTGAGGA | 98%,T-3%);59(C-100%,T-0%);60(A-2%,G- C;G;A; C;GA;
TGGAGTA | ACGAGGT | 99%);68(G-4%,A-97%);69(G-0%,A-97%,T- A;T;G; A;T;G;
G C 3%);90(C-2%,G-1%,T-99%);92(A-2%,G- G;C;A; G;C;A;
99%);93(A-2%,G-99%);96(C-99%,T-2%);99(G- | T;G;C;C | T;G;C;C
1%,A-100%);113(G-1%,T-100%);114(G- :GAG; | ;G AG;
100%,T-1%);117(C-99%,T-2%);120(C-100%,T- | G;A;C; G;A;C;
1%);123(A-3%,G-99%);129(G-1%,A- G;C;G; G;C;G;
100%);133(A-13%,G-90%);136(A-4%,G- G;A;T; G;A;T;
98%);137(C-2%,G-6%,A-94%);139(C-100%,T- G;G;T; G;G;T;
1%);140(A-7%,G-96%);141(C-91%,T- C;AA; C;AA;
12%);142(A-3%,G-97%,T-2%);144(A-1%,G- C;AA; C;AA;
99%);147(C-0%,A-100%);148(C-3%,T- C;T;A; C;T;A;
99%);151(G-100%,T-0%);152(G-100%,T- A;CA; A;CA;
1%);153(A-2%,T-98%);154(C-100%,T- G;AA; G;AA;
0%);155(G-2%,A-99%);156(C-2%,G-6%,A- G;G;T; G;G;T;
94%);158(C-98%,T-5%);159(G-1%,A- GAT.T | GAT.T
100%);162(C-7%,A-95%);163(A-12%,C- CGA; | CGA;
91%);165(C-1%,T-99%);168(G-2%,A- C.,G;G; C.,G;G;
98%);169(C-1%,A-95%);170(G-6%,C- C;,C C;,C
91%);171(G-1%,A-100%);173(A-0%,C-7%,G-
96%);175(C-1%,A-100%);176(G-2%,A-
94%);177(A-1%,G-95%);182(A-0%,G-
100%);186(C-4%,T-98%);189(A-3%,G-
98%);192(G-12%,A-91%);201(A-2%,C-1%,T-
99%);204(C-0%,T-100%);207(G-0%,C-
100%);211(A-3%,G-99%);212(C-2%,A-
98%);215(C-100%,T-0%);216(A-3%,G-
98%);219(A-1%,G-99%);224(C-98%,T-
2%);225(C-100%,T-0%);
AMPLI16 | scaffold6 | TATGCAT | CCACGCT | 36(A-11%,G-95%);40(G-2%,A-99%);42(A- G;A;G; G;A;G;
90088 ATGGCTC | CTATGAT | 0%,G-100%);67(C-2%,G-99%);68(G-0%,C- G;C;T; G;C;T;
TGGTTAT | AACTTTG | 100%);70(G-1%,T-99%);74(G-7%,A- A;G;C; A;G;C;
CACT ACTG 98%);75(A-2%,G-99%);76(A-0%,C- G;T;C; G;T;C;
100%);77(A-2%,G-99%);81(C-8%,T-97%);90(C- | G;G;A; G;G;A;
100%,T-0%);91(C-2%,G-99%);96(A-0%,G- C;AA; C;AA;
100%);101(A-99%,T-2%);106(A-0%,C- T,C,G; T,C,G;
100%);108(G-2%,A-99%);112(G-2%,A- GAT.T | GAT.T
99%);114(C-13%,T-93%);116(C-100%,T- CGA; | CCA;
0%);117(G-100%,T-0%);120(A-0%,G- A;T;A; A;TA;
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100%);124(G-2%,A-100%);131(C-2%,T- G:A;G; | GAG;
99%);134(C-0%,T-100%);135(C-100%,T- A;CA; A;CA;
0%);136(C-99%,T-2%);138(A-99%,T- G G
2%);144(G-2%,A-99%);147(G-2%,T-
99%);152(C-0%,A-100%);165(A-8%,G-
97%);168(C-2%,A-99%);169(A-2%,G-
99%);186(C-2%,A-99%);188(C-97%,T-
9%);191(C-0%,A-100%);198(A-0%,G-100%);
AMPLI16 | scaffold6 | GATCTAG | GAGTTGA | 37(G-1%,C-95%,T-12%);39(C-100%,T- C;C;G; C/T;,C,G
90089 AATGAGC | GCACTCG | 1%);40(A-1%,G-99%);44(C-95%,T-12%);47(A- | C;G;C; ;T/C;G;
AAAAGTG | GGTTTCT | 0%,C-1%,G-99%);52(C-99%,T-1%);59(C- C;C;C; C;C;C;C
GAGC T 100%,T-0%);65(C-100%,T-0%);69(C-100%,T- A;CA; ACA;
0%);71(G-0%,A-99%,T-1%);74(C-100%,T- C;G;A; C;GA;
1%);75(G-4%,A-98%);76(C-100%,T-1%);77(A- | A;C;A; A;C;A/
1%,G-100%);81(A-100%,T-0%);83(G-1%,A- A;T,C,C | GAT;
99%);86(C-100%,T-1%);88(G-14%,A- TAG; | CCTA
93%);89(G-0%,A-100%);90(C-0%,T- C,C,C;C | ;GGG
100%);97(C-100%,T-0%);98(C-100%,T- ;GAC; | GGG
0%);102(G-0%,T-100%);107(G-0%,A- C A;C;C
100%);110(C-0%,G-100%);113(G-1%,C-
99%);119(G-0%,C-100%);120(C-100%,T-
1%);124(C-100%,T-0%);125(A-2%,G-
100%);135(G-1%,A-99%);140(C-99%,T-
2%);145(C-100%,T-1%);
AMPLI16 | scaffold6 | TAAATCA | GTCTTCG | 57(A-0%,C-100%);72(G-0%,A-100%);75(C- C;AA; C;AA;
90090 CTCGATT [ AGTCCTC | 0%,A-100%);77(C-100%,T-0%);84(C-1%,T- C,T;,C;T | C,T;C;C
CTCGGAT | ATCGAAG | 97%);85(C-99%,T-1%);88(C-31%,T-89%);89(A- | ;C;C;G; | /T;C;C;
TCGT AG 2%,C-99%,T-2%);90(C-99%,T-4%);92(G- T,T;A;T | G,T,C/T
100%,T-2%);93(C-0%,T-100%);94(C-31%,T- ;T;C;T; ATST,
87%);95(G-9%,A-97%);96(C-0%,T- C,A;T;T ;-
100%);107(G-0%,T-100%);111(C-98%,T- ;G;C;G; | /T,CA;
2%);112(C-6%,T-86%);131(C-100%,T- G;A;T; T/C;T;G
0%);146(A-98%,T-2%);149(A-0%,C-26%,T- G;T HOXEHEH
94%);161(C-0%,T-100%);164(C-1%,G- A;T;G;T
100%);169(C-100%,T-0%);170(A-1%,G-
100%);182(A-0%,G-100%);190(G-0%,A-
100%);197(C-0%,T-100%);206(A-0%,G-
100%);209(A-0%,C-0%,T-100%);
AMPLI16 | scaffold6 | TGTACAA | CGACCTT | 46(G-0%,T-100%);47(C-1%,T-100%);48(A- T,T;C;G | T;T;,C;G
90091 CTTAACA | ATATATT 1%,C-100%);52(A-8%,G-96%);53(A-0%,G- GAGA; | GAGA;
TCGGACA | TACACAG | 100%);54(G-1%,A-100%);60(G-0%,A- T;C;A; T;C;A;
CTCT CGCG 100%);61(C-1%,T-100%);62(A-0%,C- G,G;G; | G;G;G;
100%);64(C-2%,A-100%);71(A-0%,G- T,T;G;,C | T;T;G;C
100%);72(C-5%,G-99%);84(A-10%,G- :GT;C; | :G;T;C;
94%);88(G-10%,T-95%);95(A-5%,C-1%,T- G;G;C; G;G;C;
99%);99(A-0%,G-100%);103(G-0%,C- C;C;C; C;C;C;
100%);111(A-2%,G-100%);118(G-1%,T- A;C;G; A;C;G;
100%);126(C-99%,T-5%);129(A-8%,G- T, T;T;A | T;T,T;A
98%);136(A-0%,G-100%);138(G-1%,C-99%,T- ;T ;T
0%);151(C-100%,T-0%);155(C-99%,T-
3%);156(C-100%,T-1%);160(G-0%,A-
100%);177(C-100%,T-1%);184(A-2%,G-
100%);196(C-1%,T-100%);200(C-1%,T-
100%);202(A-1%,T-100%);210(G-1%,A-
100%);212(G-1%,T-100%);
AMPLI16 | scaffold6 | CTCAGAT | TTCTTGA | 42(G-1%,C-99%);47(C-100%,T-0%);83(C- C;C;C;,C | C,CicC
90092 TTAATTC | TATGGTC | 99%,T-1%);121(A-1%,C-99%);143(A-0%,G- ;G;CG; | GGG,
CTCATGC [ CGGATTG | 100%);159(A-1%,C-99%);173(C-1%,G- A;C;G; A;C;G;
ACGG ATGG 99%);183(C-0%,A-100%);194(C-100%,T- T,C,T;A | T;C,T;A
0%);195(A-1%,G-99%);197(C-0%,G-0%,T- ;C ;C
99%);205(C-100%,T-0%);209(C-1%,T-
99%);210(G-1%,A-99%,T-1%);212(C-100%,T-
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0%);

AMPLI16 | scaffold7 | AAAAATT | TAGAAGC | 38(A-0%,G-100%);40(G-1%,A-100%);43(G- GAA; | GAA;
90093 TGTCTTC [ AGACTGG | 1%,A-100%);44(C-1%,T-100%);67(A-7%,C- T;C;G; T;C;G;
CGACCTC [ CATACCT | 99%);69(A-5%,G-99%);76(G-0%,A- A;CG; A;G/C;
CATC CAT 100%);79(G-12%,C-98%);81(A-1%,G- T;A;C; G;C/T;
100%);84(C-18%,T-94%);98(A-100%,T- GA;T; A;C/T;
2%);116(C-96%,T-14%);125(C-1%,G- AG;G; | GAC/
100%);129(G-0%,A-100%);133(C-18%,T- A;T;T;G | T,G/A;
94%);141(G-25%,A-94%);149(A-1%,G- ACC | GG A/
100%);153(A-1%,C-0%,G-99%);156(G-18%,A- | C;T;G;T | G;T/C;T
94%);159(C-25%,T-93%);163(A-5%,C-16%,T- AGG; | /CGA;
94%);164(G-99%,T-4%);166(C-4%,A- T;G C;C/G;
99%);171(C-99%,T-7%);172(G-18%,C- C;T;G;T
94%);180(G-0%,C-100%);186(C-4%,T- ;G/A;G;
99%);190(G-100%,T-1%);192(C-3%,T- G/T;C/T
100%);194(G-18%,A-94%);206(A-0%,G- ;G
100%);213(G-91%,T-28%);214(C-15%,T-
95%);215(A-0%,G-100%);
AMPLI16 | scaffold7 | AGAATAT | ATGACGA | 39(G-0%,C-100%);40(A-0%,C-100%);46(G- C;CA,; C;CA,;
90094 ATAGAGG | TGGCAGA | 4%,A-97%);75(A-98%,T-4%);83(A-0%,G- A;GT; A;GT;
ATCGGAG | GATACAA | 100%);87(G-0%,T-100%);113(A-5%,G- GA;T; G;A;T;
GAGGT AAAC 96%);117(G-0%,A-100%);119(A-3%,T- AAG; | ALAG
98%);124(G-2%,A-99%);129(A-100%,T- A;T;A,; ATA,
0%);143(A-0%,G-100%);151(G-3%,A- G;G;C; G;G;C;
98%);152(C-3%,T-98%);157(G-0%,A- G;A;C; G;A;C;
100%);159(G-100%,T-0%);175(A-8%,G- C,G,T;T | C:G;T;T
94%);176(G-0%,C-100%);183(A-0%,G- ;GT;C; | ;GTC;
100%);188(G-8%,A-94%);195(C-95%,T- A A
7%);203(C-94%,T-8%);214(G-99%,T-
1%);215(C-0%,T-100%);220(C-0%,T-
100%);222(A-4%,G-97%);225(C-0%,T-
100%);226(C-100%,T-0%);228(G-0%,A-100%);
AMPLI16 | scaffold7 | ATCGTTG | ATCATAT | 33(C-3%,T-99%);37(C-0%,T-100%);52(G- T,T;AA | T;T;AA
90095 GTGAATG | GAAGGGT | 1%,A-99%);53(G-5%,A-98%);54(A-98%,T- ACT; | ACT,
TCTCGGA | TGGTCCA | 5%);63(C-99%,T-3%);65(C-14%,T-95%);100(A- | G;G;T; G,G/T;T
T TGAT 0%,G-100%);103(G-92%,T-22%);109(A-3%,T- A;C;C; ;ACC,
99%);111(G-2%,A-99%);116(A-0%,C- C;CG; C;CG;
100%);122(A-4%,C-100%);124(G-0%,C- CT;CT | CGT;,CT
100%);131(G-1%,C-100%);132(G-100%,T- AGT; | GAGT,
4%);133(C-98%,T-7%);134(A-1%,T- C;G;T; C/A;G;
100%);137(C-100%,T-0%);138(C-0%,T- GAG; | T;GA;
100%);140(G-0%,A-100%);145(A-4%,G- G;A G;G;A
99%);147(C-5%,T-98%);159(A-22%,C-
92%);180(G-100%,T-0%);182(C-3%,T-
100%);194(A-1%,G-99%);206(G-5%,A-
98%);217(C-1%,G-99%,T-0%);218(A-0%,G-
100%);222(G-0%,A-100%);
AMPLI16 | scaffold2 | GAAACCA | ATTAATC | 36(G-10%,T-99%);38(A-89%,T-31%);39(A- T;A;G; T;T/A;G
90096 CATTCTT | ACATGCT | 2%,G-99%);40(G-31%,A-89%);41(C-31%,T- AT;C; ;A/G;T/
GATGCCT | CCTGAGA | 89%);44(A-2%,C-100%);45(A-26%,G- G;A;C; C;,C;A/
GAAT TCGA 94%);46(C-0%,G-31%,A-89%);47(C-100%,T- T;AA; G;A/G;
0%);49(A-1%,C-0%,T-100%);51(G-23%,A- C;G;C; C;T;G/
96%);54(G-26%,A-93%);56(G-3%,C-95%,T- AG;,G; | AA/G;
24%);57(C-0%,G-100%);62(C-94%,T- AAC C/T;G;T
26%),63(G-26%,A-94%);69(A-0%,G- T;C;G;T | /CA/G;
100%);72(A-0%,G-94%,T-26%);75(G-23%,A- AAT, | GT/G;
96%);76(A-100%,T-0%);80(C-94%,T- GA;G; | A/G;A;
26%);93(C-1%,T-100%);96(C-100%,T- T,G;G;T | T/C,T;C
1%);97(A-0%,G-100%);100(G-23%,T- AAG; | GG/T,
96%),102(G-0%,A-100%);107(A-100%,T- T,T;C;T | A;A;T,
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0%);108(G-0%,T-100%);112(G-100%,T- ;ACG; | GiG/A;
0%);114(G-23%,A-96%);121(G-100%,T- C G;T;G;
2%);123(C-2%,T-100%);125(G-100%,T- G/A;T/
1%);127(A-23%,G-96%);128(G-23%,T- G;A/G;
96%);131(G-33%,A-88%);133(G-0%,A- A;A/G;
100%);136(A-23%,G-96%);137(G-32%,T- G/T;T/G
89%);159(G-23%,T-96%);162(A-2%,C- ;G T;A/
98%);169(C-0%,T-100%);172(G-26%,A- G;C;G;
94%);173(C-100%,T-0%);174(C-0%,G- C
100%);192(A-2%,C-100%);
AMPLI16 | scaffold3 | GCGTAAC | GCCACAC | 36(G-0%,A-100%);43(A-100%,T-0%);46(C- AAC | ASAG
90097 AAGTTGA | TGTGAAA | 100%,T-0%);50(A-100%,T-1%);60(C-1%,G- AGT,T | A GT;T
TAGGCAA [ ACATTTG | 99%);64(C-1%,T-100%);67(G-2%,T-99%);68(C- | ;A;A;G; | ;AA;G;
TCTT TTAG 1%,A-99%);71(G-0%,A-100%);86(A-0%,G- ACG; | ACGs
100%);87(C-0%,A-100%);88(C-100%,T- C:GA; C:GA;
0%);96(C-9%,G-94%);97(C-100%,T-0%);105(C- | A;C;C; | A;C;C;
98%,T-4%);106(A-99%,T-4%);112(G-3%,A- C:GA; C:GA;
99%);114(C-100%,T-0%);115(G-0%,C-99%,T- AANT; | AAT;
1%);121(A-3%,C-99%);135(C-96%,T- G;GA; | GGA;
6%);137(C-0%,A-99%);141(G-0%,A- AGA; | A;GA;
100%);143(G-0%,A-100%);148(C-1%,G-0%,T- | G;A;C; | G;A;C;
99%);158(C-6%,G-96%);164(A-2%,G- C;T;A;C | GT;A;C
99%);168(G-6%,A-97%);170(G-0%,A- ;GGG | GGG
100%);178(G-100%,T-1%);186(G-0%,A- T;T;A;G | T;T;A;G
100%);192(A-0%,G-100%);193(G-1%,A- AAA | AAA
99%);194(C-100%,T-0%);198(A-3%,C-
99%);199(C-7%,T-95%);202(G-8%,A-
94%);207(C-99%,T-1%);209(G-3%,C-99%,T-
0%);211(G-1%,C-99%);215(C-95%,T-
8%);216(C-3%,T-99%);217(G-1%,T-
99%);218(G-11%,A-93%,T-2%);220(G-99%,T-
2%);222(G-3%,A-98%,T-2%);225(G-2%,A-
99%);226(G-0%,A-100%);
AMPLI16 | scaffold3 | TTTACGC | TACGTCC | 31(C-91%,T-25%);37(C-100%,T-1%);58(C- CCT,G | C/T;CT
90098 TCCTTCC [ TTGATGT | 4%,T-99%);61(A-4%,G-99%);67(A-16%,T- ;TTC; | G T T,
GCACC ATACCGT | 96%);76(C-10%,T-98%);85(C-100%,T- G;C;C; C,G:C;
TACC 0%);94(G-100%,T-1%);103(C-100%,T- A;CGA; | GAGC
1%);113(A-19%,C-94%);115(G-19%,A- T;A;C;C | A;C/T;
94%);136(C-100%,T-0%);141(A-100%,T- ;GGA; | G/AC/
1%);145(C-26%,T-89%);146(G-12%,A-99%,T- G;CA; | AJA/C
2%);149(A-12%,C-99%,T-0%);152(A-12%,C- G;AA; | GCA/T
93%,T-12%);155(C-97%,T-4%);157(C-96%,T- CT;C,G | ;G/CiC;
0%);158(A-94%,T-12%);161(C-12%,G- ;T;T C/A;T/
94%);162(C-100%,T-1%);163(C-12%,A-98%,T- G;AA;
1%);169(A-2%,C-4%,G-92%,T-23%);171(A- C;T;-
100%,T-1%);175(G-2%,A-100%);176(A-1%,C- /C;G;-
99%);177(A-1%,T-99%);178(C-96%,T- /T;-IT
5%);182(C-1%,G-100%);187(A-2%,C-4%,T-
92%);193(C-5%,T-95%);
AMPLI16 | scaffold3 | TCAAGAA | CACAAGG | No_variant No_vari | No_vari
90099 GAAGAAA | GTATGTG ant ant
CCATTGC | GATGAAT
CTTC ATTTCT
AMPLI16 | scaffold3 | CCAATCC [ TCGCAAG | 42(A-0%,G-100%);73(A-0%,T-100%);80(A- G T.T;G | GT;T;G
90100 TCATCGA | ACTAGAG | 0%,T-100%);101(C-0%,G-100%);143(C-0%,T- ;TCA; | T;GA;
TCCATTT | AGGTATT | 100%);149(C-100%,T-0%);173(G-4%,A- A;G;C A;G;C
GAAG TTCG 97%);174(A-97%,T-4%);184(G-97%,T-
4%);209(C-97%,T-4%);
AMPLI16 | scaffold3 | ACAGTAT | CCGGGAT | 40(G-6%,A-97%);87(C-100%,T-1%);98(C- ACC; | ACG
90101 AACATTC | ATTCAAA | 98%,T-4%);126(A-1%,G-99%); G G
AGCACTC | AACTAGC
GTGA ACAA
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AMPL16 | scaffold3 | GAGGATC | CAGACTT | 42(A-91%,T-26%);45(C-92%,T-24%);51(C- A;C;C; T/A;T/C
90102 CTGCTAC | CGCTTAA | 91%,T-26%);54(A-26%,G-91%);60(C-2%,T- G;T;C;C | ;T/CA/
GCTTCTT AACCTTC | 100%);66(C-100%,T-0%);72(C-91%,T- ATA; | GT:CC
C AGAA 26%);83(A-100%,T-0%);86(C-1%,T- CT;C,G | /T;AT;
100%);93(C-26%,A-92%);95(A-0%,C- GAT; | C/A;C;-
100%);98(C-0%,T-91%);99(C-89%,T- CT;T;T | /T;-/C;-
4%);102(G-91%,T-0%);103(A-14%,G- ATT, | /GG
90%);110(A-100%,T-0%);116(A-15%,T- G;G;C; A;T/-5C;
91%);119(C-100%,T-1%);123(G-26%,T- T;T;A;T | G/T,G/T
91%);130(G-26%,T-91%);133(C-26%,T- ;CGAT; | ST/CA;
91%);139(G-3%,A-99%,T-0%);142(C-26%,T- A;C;C; C/T;T/IC
92%);148(C-26%,T-91%);157(C-26%,G- G T;G;T | ;G/C;A/
91%);160(A-26%,G-91%);163(C-100%,T- ;T G;C;G/
0%);166(G-26%,T-91%);172(G-26%,T- T;T/G;A
91%);178(C-26%,A-91%);181(C-26%,T- /C;T/C;
91%);182(A-26%,C-91%);188(A-100%,T- A/C;A;
1%);190(C-26%,T-91%);196(G-26%,A- T/C;G/
91%);202(C-100%,T-0%);205(C-92%,T- A;C;T/C
26%);209(A-26%,G-91%);217(G-0%,T- ;G/AST;
100%);220(A-26%,G-91%);221(G-0%,T- G/A;T;T
100%);229(C-2%,T-100%);
AMPLI16 | scaffold3 | GTATGCA | GACCGCG | No_variant No_vari | No_vari
90103 TTTTCGA | AAGGAAG ant ant
AAGCCAT | AGTTATA
TGAC AAAT
AMPL16 | scaffold3 | TATGTCT | TGGAGTG | 47(C-100%,T-1%);48(G-100%,T-0%);62(G- GG T;T | CGGT;T
90104 TGTTCGG | TAGGCGA | 0%,T-100%);79(C-1%,T-100%);83(C-96%,T- ;CGAC; | GAC
AACTGTG | TTGTAGA | 4%);97(G-2%,A-98%);98(G-1%,C-100%,T- A;T;T;C | A;C/T;T
TGTA TATC 1%);106(G-4%,A-100%);108(C-16%,T- T;G:G; | CTGs
96%);112(C-1%,T-100%);114(G-5%,C-100%,T- | T;T;C;G | G;T;T;C
0%);117(A-1%,T-98%);118(A-1%,G- ;T;C;C; ;G;T;C;
100%);121(A-1%,G-91%);122(A-3%,T- A;CA; C;A;C;
96%);123(G-2%,T-96%);124(A-2%,C- C;CG;A; A;C;C;
96%);125(A-4%,C-6%,G-91%);126(A-2%,T- G T;AT | A;GT;
97%);127(C-97%,T-2%);128(A-2%,C- ;GGG | ASTG;
97%);129(G-3%,A-97%);130(G-0%,C-94%,T- G;CA; G;C;G;
5%);132(G-1%,A-95%);133(A-0%,G-0%,C- A;CG; C;A/C;
95%,T-2%);136(G-0%,C-98%);137(C-0%,A- G;G;C; A;C;A/
95%,T-3%);138(C-4%,G-96%);139(G-3%,T- C;G;G; G;G;G;
92%);140(C-2%,A-98%);141(C-5%,T- A;T;A; C;G;T/G
94%);142(C-5%,G-93%);143(A-1%,C-4%,G- A ;G AT/
93%);145(C-100%,T-1%);147(A-11%,G- C;A/T;
91%);157(C-100%,T-5%);158(C-9%,A- A
100%);163(G-5%,A-99%,T-3%);166(C-98%,T-
2%);173(A-23%,G-96%);176(C-2%,G-
98%);185(A-0%,G-100%);190(G-0%,C-97%,T-
2%);193(C-100%,T-1%);196(G-97%,T-
16%);198(G-100%,T-0%);201(G-2%,A-
98%);208(C-27%,T-91%);223(A-91%,T-
27%);234(G-1%,A-100%);
AMPL16 | scaffold3 | GTTCGAG | GATACCG | 58(C-0%,T-100%);62(C-100%,T-0%);66(G- T;C,T;T | T;C,T;T
90105 ATACGTT | ACCAAGA | 1%,T-99%);69(C-0%,T-100%);70(A-1%,C- ;CGT; | ;CGT;
CATTGCC | GCATTGA | 99%);73(A-1%,G-99%);83(C-1%,T-98%);89(A- | G;G;C; G;G;C;
TATT CA 1%,G-99%);94(A-1%,G-99%);101(C-99%,T- T:G;C;T | T;G;C;T
1%);104(C-1%,T-99%);107(A-0%,G- ;CT;C; ;CT;C;
100%);108(C-99%,T-1%);109(C-0%,T- AAT, AAT,
100%);114(G-2%,C-98%);116(C-3%,T- G T;T;C | GT;T;C
98%);123(C-98%,T-2%);127(G-1%,A- :G:G;G; | ;GGG
99%);129(G-1%,A-99%);131(C-1%,T- AA;C; AAC;
99%);133(G-99%,T-1%);135(C-4%,T- T.GA;T | T;GA;T
97%);136(C-0%,T-100%);139(A-1%,G-7%,C- ATA; | ATSA;
95%);142(A-0%,G-100%);145(G-96%,T- G;C;T; G;C;T;
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100%); 186(G-2%,C-99%):195(C-100%,T-

7%);149(A-1%,G-99%);150(C-1%,A- AAT; AAT,
99%);151(G-0%,A-100%);153(C-99%,T- C;G;C;T | C;G;C;T
1%);155(C-0%,T-100%);159(A-10%,G- ;GGA; | CCA;
93%);160(G-1%,A-99%);162(C-0%,T- C,T,T;G | CT;T,G
100%);163(G-1%,A-95%);164(C-7%,T-
95%);166(C-0%,A-100%);168(A-1%,G-
99%);175(C-100%,T-0%);177(G-10%,T-
94%);179(C-1%,A-99%);180(G-0%,A-
100%);184(C-0%,T-94%);188(C-100%,T-
1%);189(A-7%,G-96%);195(C-94%,T-
10%);201(G-1%,T-99%);202(A-1%,C-
99%);211(C-100%,T-0%);212(C-1%,A-
99%);222(A-1%,C-96%,T-1%);224(A-4%,G-
6%,T-92%);226(C-2%,T-96%);238(A-1%,G-
100%);
AMPLI16 | scaffold6 | ATTCATC | GGTTGAA | 37(C-1%,T-99%);39(A-0%,G-100%);41(A- T;G;C; T;G;C;
90106 ACGAAGA | AGGATGT | 1%,C-99%,T-6%);42(G-7%,A-98%);43(C- AC,CT | A;CCT
ACACGAA | TACATTG | 98%,T-4%);46(A-0%,C-100%,T-0%);47(G- ACC; | ACC
AACA AGGG 1%,T-99%);52(G-13%,A-95%);53(A-1%,C- T, T;T;T | T;-
99%,T-1%);54(C-98%,T-6%);55(A-2%,G-0%,T- | ;T;C;T; | /T;T;T;
98%);57(A-6%,T-95%);58(C-3%,T-99%);59(A- T,C,T;A | T;C,T;T
16%,C-2%,T-93%);60(C-0%,T-100%);61(A- CGAA; | CTA/
2%,C-97%,T-8%);62(A-6%,T-98%);63(C-0%,T- | C;T;C;T | G;C;A;
100%);64(G-2%,C-100%,T-0%);65(A-6%,T- T TC, | AC/T,
98%),67(G-29%,A-90%);69(C-100%,T- G;T;T;G | C;T/-,C/
1%);71(G-0%,A-100%);72(C-6%,G-1%,A- ;T T,C, | T,T;C,G
98%);73(C-99%,T-1%);74(C-9%,T-97%);76(C- T;G;A; ;T T;G;
93%,T-13%);77(C-5%,T-96%);78(A-0%,C- AT;GT | T;T;C;T
20%,T-97%);80(C-1%,T-100%);81(C-99%,T- ;T T;C; ;GIAGA,
4%);89(A-1%,G-99%,T-2%);90(C-2%,T- C;A;G; T,G;T;T
98%);101(C-0%,T-100%);107(A-1%,C-0%,G- A;T;C;C | ;T;C;C;
99%);110(C-3%,T-99%);120(A-0%,T- G T,T;, | A/G;G;
100%);122(A-1%,C-100%);123(C-0%,T- G;A;G; | AT;CC
100%);125(A-1%,G-100%);134(G-4%,A- T,G;T;A | ;G;T;T;
99%);140(G-2%,A-99%);142(A-0%,C-0%,T- ;GG G;A;G;
100%);146(A-3%,G-99%);147(C-1%,T- T;G;T/C
99%);148(C-0%,T-100%);149(A-1%,T- ACG
100%);150(C-100%,T-1%);152(C-100%,T-
0%);157(G-13%,A-99%);159(A-1%,G-
98%);161(G-0%,A-99%,T-2%);165(C-2%,T-
99%);168(C-98%,T-2%);170(C-99%,T-
3%);171(A-1%,G-99%);172(C-1%,T-
100%);173(C-1%,T-100%);175(C-1%,G-
100%);177(C-3%,G-1%,A-96%,T-6%);178(A-
1%,G-99%,T-1%);181(C-0%,T-100%);182(A-
1%,C-2%,G-98%);183(C-16%,T-98%);201(G-
0%,A-100%);202(C-100%,T-0%);204(A-0%,G-
100%);
AMPLI16 | scaffold6 | CGTTTGG | GTAGGAA | 33(C-18%,G-93%);39(C-0%,G-100%);40(A- G;G;G; | G/CG;
90107 AAGAGAT | TTCAAAC | 0%,G-100%);42(C-1%,A-99%,T-0%);45(C- AAC G;AA/
TCTGCGT | TGAGGCT | 19%,G-1%,A-91%);46(C-100%,T-1%);48(A- C;G;C;T | C;,C;G/
G GAAG 0%,G-19%,C-91%,T-1%);56(C-0%,G- AT;G; | CG;C/
100%);57(A-20%,C-91%);63(C-3%,T- AT, T;A | AT;A/
98%),66(G-20%,A-91%);69(C-1%,T- ;T;TC, | GT;G;
100%);74(A-1%,G-100%);75(C-0%,A- C,T;T;C | A;T;T;A
100%);83(C-2%,T-99%);84(G-2%,T-99%);86(C- | ;T;T;G; | ;T;T;C;
2%,A-99%);87(A-0%,T-100%);88(C-0%,T- C,CT,T | T/CT/G
100%);92(C-100%,T-1%);98(C-95%,T- ;G ;T,C;T;
14%);141(C-4%,G-16%,T-92%);145(C-1%,T- T;G;C;,C
99%);150(C-99%,T-1%);153(A-0%,T- ;T A/T;
100%);158(G-0%,T-100%);165(C-0%,G- A/G

26




NY/T XXXXX—202X

1%);198(C-0%,T-100%);207(A-14%, T-
95%):216(A-15%,G-93%);

AMPLI16 | scaffold6 | CTCTCGA | AGTTCGC | 37(C-99%,T-1%);39(G-0%,T-100%);40(G- C;T;G; C;T;G;
90108 CGAAGAA | ACAATCT | 100%,T-0%);45(A-0%,G-100%);64(C-7%,T- G;T;G; G;T;G;
CAGGAAG | GTATTAC | 95%);74(G-100%,T-1%);78(G-0%,A- AALA; | ALAA,
ATAT ATGC 100%);79(G-2%,A-98%);82(G-1%,A- G;G;T; G;G;T;
99%);83(A-0%,C-0%,G-100%);85(A-2%,G- G;A;T; G;A;T;
98%);87(A-0%,C-16%,T-90%);91(A-7%,G- AGTT | A;GTT
96%);94(G-1%,A-100%);98(C-0%,G-0%,T- T TA; T TA;
100%);100(C-2%,A-98%,T-0%);101(A-7%,G- C;T;G; C;T;G;
96%);102(A-0%,T-100%);105(C-3%,T- A;T;G; A;T;G;
99%);109(A-2%,C-2%,T-98%);114(C-2%,T- A;CG; A;CG;
98%);117(G-0%,A-100%);118(C-97%,T- T, T;T;T | T;T;T;T
4%);119(C-1%,T-100%);120(A-0%,G- ;GG T; | ;CGT;
100%);121(A-99%,T-1%);123(C-0%,T- T;G;A; T;G;A;
100%);125(A-7%,G-96%);129(G-2%,A- GAT,T | GAT,T
99%);130(C-99%,T-3%);132(G-95%,T- ;GAC; | GALC
5%);134(C-2%,T-98%);138(C-1%,T- AG;G; | AGG;
100%);140(A-7%,T-96%);142(G-2%,T- T;A T;A
98%);143(C-100%,T-0%);145(G-98%,T-
2%);147(G-7%,T-96%);152(G-7%,T-
96%);158(A-0%,G-100%);161(G-0%,A-
99%);165(C-0%,G-99%);176(G-0%,A-
100%);177(A-2%,T-99%);183(A-2%,T-
98%);185(A-0%,C-0%,G-100%);186(G-0%,A-
100%);190(C-99%,T-2%);191(A-99%,T-
2%);192(A-1%,G-100%);201(A-0%,G-
100%);206(A-7%,C-3%,T-96%);207(G-3%,A-
97%);
AMPLI16 | scaffold6 | TAGACTG | TTTATCG | 40(G-6%,C-98%);71(C-11%,T-95%);98(A- C;T;G; C;T;G;
90109 TTCTCAG | CTGTTGA | 0%,G-100%);104(A-3%,G-100%);107(C-1%,A- | G;A;G; | G;AG;
ACATAGG | GATAGCC | 100%);109(A-2%,G-99%);112(A-5%,T- T;A;G; T;A;G;
TCCT TAGT 97%);125(G-1%,A-100%);129(A-0%,G- G;G;C; G;G;C;
100%);138(A-0%,G-100%);162(A-0%,G- AA AA
100%);163(G-5%,C-97%);178(A-100%,T-
0%);188(G-1%,A-100%);
AMPLI16 | scaffold7 | CATGATG | GTAAAGT | 43(A-0%,C-100%);122(C-99%,T-6%);129(C- C;,C,C; C;,C/T;C
90110 GTGGTAG | TCGCGAT | 100%,T-0%);139(G-9%,A-97%);140(C-0%,A- AAC AGAC
AAAGCAA | ACACGTT | 100%);147(A-1%,C-100%);151(C-1%,T- T,T;G;T | T,;T;G;T
AGAG CAAG 100%);156(C-12%,T-96%);174(C-0%,G- ;T A ;T/CA
100%);197(C-5%,T-98%);212(C-17%,T-
94%);219(C-0%,A-100%);
AMPLI16 | scaffold7 | ACGGAGA | AAGAAAT | 37(G-1%,C-99%);41(A-99%,T-1%);46(C- CA;CT | CGACT
90111 AGATACA | AACACGT | 99%,T-1%);50(C-0%,T-100%);72(A-0%,G- GTT;, | ;GT;T;
TCATCAC | GGGTAAA | 100%);78(C-1%,T-99%);90(C-1%,T- G,GT;T | GG,T;T
TCTG GGTG 99%);103(C-0%,G-100%);118(G-99%,T- TAGA; | T AGA;
1%);128(A-1%,T-99%);132(C-1%,T- A;G;C; A;G;C;
99%);137(G-1%,T-99%);139(G-1%,A- T,T;G,G | T;T;G;G
99%);162(A-99%,T-1%);163(A-99%,T- ;T T;A ;T T A
1%);166(A-1%,G-99%);167(A-1%,C-
99%);173(C-1%,T-99%);178(C-1%,T-
99%);181(G-99%,T-1%);182(A-1%,G-
99%);184(C-1%,T-99%);205(A-1%,T-
99%),232(G-1%,A-99%);
AMPLI16 | scaffold7 | GTAATAA | AGTCTTC | 36(G-14%,A-90%);38(G-5%,T-100%);44(A- A;T;G; A;G/T;
90112 TCAACGT | CGTCTTG | 1%,G-100%);45(G-3%,A-99%);46(A-6%,G- A;G;C; G;A;G;
CGGCGCA | TATACAA | 96%);47(G-4%,C-99%);52(G-1%,A- A;CG; C;A;C;
AATC CCAT 100%);57(A-1%,C-98%);58(A-1%,G- AGA; | GAG;
99%);60(A-99%,T-2%);67(C-0%,G-97%,T- G;C;G A;G;C;
4%);75(G-1%,A-99%);121(A-8%,G- G

95%):132(G-1%,C-99%): 145(A-12%,G-94%):
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AMPLI16 | scaffold7 | ATGTTAG | GAGACTG | 36(G-3%,C-99%);41(G-3%,A-99%);44(C- C,A;T;T | CA;C/T
90113 AACAGCT | AATTCCC | 21%,T-93%);57(C-21%,T-94%);72(G-2%,C- CGAA; | T/CC
ATTCAAA | ACCTGAA | 99%);83(G-22%,A-93%);89(G-8%,A- T;T;C;C | G/AA;
GGCG CcC 98%);108(A-11%,T-96%);112(C-22%,T- ACA; | T/AT/C
93%);114(G-22%,C-93%);124(A-1%,C- C;CA; ;G/C;C;
99%);127(G-22%,A-93%);140(C-99%,T- C G/A;C;
2%);141(G-22%,A-93%);142(C-99%,T- G/A;C;
2%);143(A-0%,C-100%);144(G-22%,A- C;A/G;
93%);153(C-100%,T-0%); C
AMPLI16 | scaffold7 | CGAACAC | GCAGTCT | 47(C-100%,T-0%);50(C-15%,T-98%);53(G- C,T;AT | CGT;AT
90114 CATGATA | GCGATCT | 2%,A-98%,T-1%);56(A-4%,G-6%,T-99%);59(C- | ;C;A;T; | ;CA;T;
TGCATCG | CATCATT 100%,T-0%);62(G-2%,A-100%);65(C-4%,T- T;G;G; T,;G;G;
TAGA ACTA 98%);70(C-0%,T-100%);71(A-6%,G- G,T;C,T | G,T,C;T
98%);82(A-1%,G-100%);86(G-100%,T- :G;G;G; | ;G;G;G;
0%);89(C-10%,T-98%);92(C-99%,T-8%);102(C- | G;G;C; G;G;C;
20%,T-93%);104(A-18%,G-95%);113(A-6%,G- C;AA; C;AA;
98%);116(A-0%,G-98%,T-3%);125(C-1%,G- T,CA;T | T;CA;T
94%,T-17%);128(A-18%,G-95%);134(C-99%,T- | ;T;T;C; ;T T;C;
8%);142(C-100%,T-1%);161(C-1%,G-1%,A- A;C;G; A;C;G;
99%);163(C-0%,A-100%);164(A-0%,C-1%,G- G;G;C; G;G;C;
1%,T-99%);167(G-1%,C-100%);169(G-1%,A- AAG AAG
99%);170(A-3%,T-99%);171(C-0%,T-
100%);172(G-0%,T-100%);175(G-0%,C-
100%);182(C-18%,G-0%,A-93%,T-1%);184(C-
100%,T-1%);185(A-1%,G-100%);201(G-
100%,T-0%);203(A-0%,G-100%);204(G-4%,C-
92%,T-19%);205(G-5%,A-98%);211(G-18%,A-
94%);214(A-0%,G-100%);
AMPLI16 | scaffold7 | CCTTTCTT | GTTCCGA | 45(C-1%,G-99%);48(C-99%,T-1%);51(G-4%,A- | G;C;A; G;C;A;
90115 TGCTTTC AGATCCC | 98%);66(A-1%,G-100%);72(G-1%,A- G;AA; G;AA;
GAGAACT | AAATTCA | 99%);87(G-4%,A-100%);90(C-5%,G-1%,T- T,C,T;T | T;C,T;T
CTT AAGT 98%);93(C-100%,T-4%);96(C-1%,T- ;G TS T; ;G TS T;
99%);105(C-5%,T-99%);107(A-2%,G- C;G;A; C;GA;
99%);108(A-1%,T-100%);113(C-1%,T- G;C;A; G;C;A;
100%);117(C-94%,T-14%);120(G-99%,T- A;GT; A;GT;
5%);123(A-99%,T-7%);124(A-7%,G- A;C;G; A;CG;
99%);126(G-3%,C-99%);129(G-9%,A- G;G;C; G;G;C;
98%);134(G-3%,A-99%);135(A-8%,G- AT, T:A | A;T.T;A
98%);143(C-7%,T-98%);144(G-6%,A- ATT, ATT,
98%);145(C-99%,T-1%);159(A-1%,G- G;A;C; G;A;C;
99%);165(G-99%,T-5%);169(G-99%,T- T;G;A; T;G;A;
4%);170(G-14%,C-94%);172(G-1%,A- G;G;T; G;G;T;
99%);176(A-14%,T-95%);178(C-2%,T- AAA; | AJAA;
99%);180(G-12%,A-95%);181(A-98%,T- G;C;G; G;C;G;
7%);183(C-3%,T-99%);184(C-4%,T- C C
99%);187(A-4%,G-99%);188(G-1%,A-
99%);189(C-99%,T-4%);191(G-6%,T-
98%);192(A-4%,G-99%);193(G-5%,A-
98%);204(G-99%,T-5%);205(A-6%,G-
99%);209(C-1%,T-100%);210(G-7%,A-
99%);212(G-1%,A-99%);219(G-1%,A-
99%);222(A-4%,G-99%);225(A-1%,C-
99%);229(G-100%,T-1%);233(C-100%,T-1%);
AMPLI16 | scaffold8 | CCCAGTG | CCTCAGA | 56(C-5%,A-97%);60(C-98%,T-3%);67(G-2%,A- | A;C;A; A;CA;
90116 ACATCAA | TTATGTT 99%);75(G-0%,A-100%);79(C-99%,T-3%);81(C- | A;C;C; A;C;C;
ACAGAAA | GCGCTAT | 99%,T-3%);94(C-100%,T-0%);96(G-1%,A- C,A;T;C | CGAT,C
ATCA TGTT 99%);98(C-6%,T-97%);103(C-98%,T- ;T;C;T; ;T;C;T;
6%);104(A-2%,G-7%,T-95%);109(A-3%,C- C,C,G,T | CC,GT
99%);110(C-3%,T-99%);115(C-96%,T- ;G T T, ;G T T,
7%);118(C-96%,T-7%);119(A-0%,G- G;C G;C
100%);140(G-1%,T-99%);141(C-99%,T-
1%);143(C-1%,T-99%);169(A-1%,C-4%,T-
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97%):175(C-0%,G-100%); 1 78(C-98%, T-4%);

AMPLI16 | scaffold8 | TGGACCC | TTTGTCTT | 80(G-1%,A-99%);84(C-100%,T-0%);85(A- A;C.G; A;C;G;
90117 TGTCAAT | GTTTGTC 1%,G-99%);99(G-1%,A-99%);100(C-99%,T- A;CA; A;CA;
CCTAAAT | TACAGTC | 2%);102(G-1%,A-99%);106(C-99%,T- C;AA; C;AA;
CAAT TGC 1%);111(C-5%,A-96%);122(G-1%,A- G;C;C; G;C;C;
99%);126(A-1%,G-99%);132(C-100%,T- G;T;A G;T;A
0%);139(G-1%,C-99%);170(G-99%,T-
1%);174(C-1%,T-99%);177(G-1%,A-99%);
AMPLI16 | scaffold8 | AGAAAAC [ ATGTGGC | 118(C-98%,T-3%);149(C-3%,T-98%); C;,T C;,T
90118 CAAGTCA | GCAACAA
TCGAAAT | TTATATC
GGTC ACAT
AMPLI16 | scaffold8 | CAAGATG | GATGAAT | 33(C-89%,T-32%);34(C-32%,T-89%);40(A- C,T;C;,C | T/C,T/C
90119 GCATCTT | GGAGAAA | 11%,C-99%);46(C-100%,T-0%);47(A-32%,G- ;G;C;T; | ;A/C;C;
CTTGGGA | GCCGTAT | 89%);49(G-1%,C-100%,T-0%);59(A-33%,T- G;G;A; A/G;C;
A GTAC 89%);61(C-1%,G-100%);66(G-89%,T- G;G;G; T/A;G;T
33%);67(A-100%,T-1%);74(A-11%,G- T;AA; /G;A;G/
100%);76(C-23%,G-95%);79(A-12%,C-2%,G- G;A;T; A;G;G;
98%);84(C-33%,T-89%);86(A-100%,T- G;C;A; C/T;A;
10%);95(G-1%,A-100%);102(A-3%,G- C;A;C; A;G;G/
99%);115(G-10%,A-100%);117(C-10%,T- C;C;C;,C | A;T/C;
100%);118(A-10%,G-100%);122(C-100%,T- ;T;C;T; A/G;C/
10%);123(G-33%,A-89%);130(C-99%,T- A;T;T;,C | T;A/G;
3%);133(G-13%,A-100%);147(G-3%,C- ;G;CC; | GA/G;
99%);149(C-100%,T-3%);151(C-99%,T- T,CA C;C;C;C
2%);160(C-99%,T-7%);172(A-3%,G-21%,C- ;C;T;C/
95%);173(C-21%,T-95%);181(C-100%,T- T;C/T;A
13%);182(C-10%,T-100%);186(A-89%,T- /T;T;T;
30%);189(C-4%,T-99%);191(C-23%,T- C;G;C;
92%);192(G-3%,C-92%,T-23%);195(C-21%,G- C/T;T;C
97%);198(A-3%,C-100%);201(C-89%,T- /T;A/C
32%);203(C-1%,T-100%);206(C-100%,T-
10%);209(C-32%,A-89%,T-4%);
AMPLI16 | scaffold5 | AACTCAT | GTAGCTG | 37(G-14%,C-96%);40(C-99%,T-1%);49(C- C;C;C; G/C;C;
90120 CTACTTA | CGAAAGA | 99%,T-1%);61(A-12%,C-20%,G-89%);64(C- GA;T; C;G/C;
GCTTCGC | AGAGTGA | 0%,A-100%);69(G-3%,T-99%);84(G-7%,A- A;C;C; A;T;A;
ACAA AC 99%);86(C-100%,T-0%);90(A-3%,C-99%);96(G- | A;T;A; C;CA;T
7%,A-99%);98(G-6%,T-99%);99(A-96%,T- C,T;T;T | ;A;T/C;
9%);100(C-89%,T-27%);101(C-6%,T- :C.T.C; | T;T;T;C
99%);104(C-0%,T-100%);108(G-1%,T- T;AA; ;T;C;T;
99%);118(A-19%,C-95%);122(G-0%,T- G, T.T;A | A;A;G;
100%);130(G-6%,C-97%,T-3%);133(C-17%,T- ;CGAT, | T;T;A;C
95%);135(A-100%,T-0%);143(A-100%,T- A;GA; ATA;
0%);154(C-17%,G-95%);155(C-0%,T- T.;C;G; G;AT;
100%);168(G-0%,T-100%);170(C-1%,A-99%,T- | G;A;T; C;G;G;
6%);171(C-98%,T-8%);174(G-13%,A- G;A;C; A;T;G;
94%);179(G-6%,T-99%);180(G-2%,A- C;G;C; A;C;C;
98%);183(G-100%,T-0%);184(G-7%,A- C,G;T;T | G;,C,C;
99%);185(C-8%,T-99%);189(C-100%,T- :G;T G;T.T;G
0%);194(A-3%,G-99%);196(A-7%,G- ;T

100%);197(G-7%,A-100%); 199(C-6%,T-
99%);200(A-0%,G-100%);201(G-0%,A-
100%);203(G-6%,C-99%);205(C-100%, T-
0%);206(A-8%,G-97%);207(A-8%,C-
98%);217(C-100%,T-0%);219(A-1%,G-
99%);220(C-0%, T-100%);222(A-2%,T-
99%);223(A-3%,G-97%, T-0%);224(A-5%,T-
98%);
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AMPLI16 | scaffold7 | GAACTTG | TATATCA | 43(C-0%,A-99%);45(G-17%,A-90%);46(G- AAG; | A;G/A;
90121 AAGTCGA | TCTCAAC | 99%,T-3%);48(G-0%,C-96%);49(C-1%,T- C,T.G;T | G;C;T;
TGCTCAA | TATGCCC | 95%);62(A-0%,G-100%);64(C-3%,T-99%);73(C- | ;G;G;A; | G;T;G/
AGTG CTGG 21%,G-89%,T-2%);74(A-20%,G-92%);75(A- A;T;A;T | C,G/A;
98%,T-6%);77(G-6%,A-98%);87(A-23%,T- :G;GT; | A;AA/
91%);92(C-23%,A-91%);108(G-8%,T- A;G;C; T;C/A;-
90%);113(A-21%,G-90%);120(A-22%,G- G;A;G /T;A/G;
89%);125(A-8%,T-99%);140(G-0%,A- G/A;A/
100%);196(A-3%,G-96%,T-5%);198(A-5%,C- T:A;G;
97%);199(A-0%,G-100%);223(G-22%,A- C;G;A/
91%);224(A-24%,G-90%); G;A/G
AMPLI16 | scaffoldl5 | TGGTCTA [ ATCCAAC | 43(C-13%,T-97%);48(C-6%,G-100%);49(C- T,G;T;C | T;G;T;C
90123 TCCCGGT | GAATGTA | 3%,T-99%);51(C-97%,T-13%);57(C-6%,T- T;CA; | T;CA;
ATCTCTA | GAAAGCA | 100%);71(C-100%,T-0%);74(G-13%,A- T.G;T;A | T;G;T;A
CTC GAAT 97%);93(C-6%,T-99%);99(A-3%,G- CGAT, | ;CAT;
99%);101(G-5%,T-99%);106(C-8%,A- G;AA; G;AA;
97%);111(C-97%,T-13%);112(G-0%,A- CT;G;T | C,T;G;T
100%);116(C-0%,T-100%);124(A-5%,G- CAT CAT
100%);126(A-100%,T-0%);128(A-100%,T-
0%);129(C-100%,T-5%);162(C-5%,T-
100%);170(A-0%,G-100%);177(C-13%,T-
97%);182(C-98%,T-4%);217(A-97%,T-
8%);224(A-1%,C-1%,T-100%);
AMPLI16 | scaffold2 | TATTCCC GACCTAG | 48(C-97%,T-5%);57(A-3%,G-98%);65(C-7%,T- | C;G;T; C;G;T;
90124 CTTCCTT GCAAAAA | 96%);81(C-3%,A-98%);84(G-0%,C-100%); A;C A;C
CACCAAA | TGACAAG
AGAT GAAA
AMPLI16 | scaffold2 | CTTGAAC | ACTCGGA | 47(G-6%,C-96%,T-0%);56(C-0%,T- C,T;A;T | CGT;A;T
90125 TACGACT | ACAAGTT | 100%);71(C-6%,A-97%);74(C-6%,T- ;CCGA; | CCA;
TTTCAGC [ CGTGATA | 97%);102(C-100%,T-0%);103(C-96%,T- C;T;G;C | C,T;G;C
CTAC AAAC 6%);119(C-0%,A-99%);123(C-96%,T- T;T T;T
6%);125(C-0%,T-100%);126(A-6%,G-
97%);140(C-96%,T-7%);143(C-6%,T-
96%);151(C-7%,T-96%);
AMPLI16 | scaffold3 | GCAGATC | TTGTTTG 52(G-1%,C-97%,T-4%);63(A-1%,G- C;GA; C;GA;
90126 AGTCAGT | ATGGACT | 100%);69(A-100%,T-0%);71(G-8%,A- A;T;C;C | A;T;C;C
AGATCTC | AGTCTGG | 97%);78(C-9%,T-96%);94(C-99%,T-3%);143(A- | ;T;G;T; T;G;T;
CAAG TGAA 2%,C-100%);144(A-12%,T-97%);147(C-1%,G- C,T;A;T | CGT;A;T
99%);158(A-0%,T-100%);159(C-100%,T- :G;G;T ;GG T
0%);162(C-1%,T-99%);165(G-1%,A-
99%);177(C-1%,T-99%);179(A-16%,G-
95%);185(A-1%,G-99%);197(C-1%,T-99%);
AMPLI16 | scaffold3 | CCGTCAA | TTTGTAG | 38(A-1%,C-100%);40(A-10%,C-97%);41(C- C;CA; C;C;C/
90127 CTTCAAC | CTACGCC | 19%,G-5%,A-92%,T-1%);43(A-0%,G- G;A;T; A;GA,;
ACCTTAT | CAATTCC | 100%);47(G-4%,A-98%);54(G-4%,T- C;A;C; T;C;A;C
TCTT AAAT 96%);55(C-100%,T-0%);59(A-99%,T- C;AA; (CIAGA;
12%);62(A-0%,C-100%);71(G-0%,C- AAC AA/G;
100%);74(G-0%,A-100%);77(G-2%,A- G;CA; C,G;C;
99%);80(G-0%,A-100%);86(G-33%,A- T;C;C;C | A;T;A/
87%);89(C-100%,T-1%);91(A-1%,G- :G:G;C; | CG,C/G;
99%);95(A-4%,C-96%);104(G-18%,A- G;C;G; C;G;G;
94%);105(C-1%,T-99%);110(A-6%,C- T,C,T;G | C,G;C/
100%);113(G-7%,C-100%);116(C-99%,T- :C,G;C; | G,GiT,
1%);119(C-8%,G-98%);121(G-98%,T- C;C;G; C;T;G;C
8%);125(G-19%,C-94%);134(A-4%,G- G;A;T; ;G;C/T;
100%);137(A-1%,G-10%,C-100%);138(G- G;G;G; G/C;C;
97%,T-3%);139(G-2%,T-98%);140(A-0%,G- G;T;G; G;G;A;
0%,C-100%);143(C-6%,G-1%,T-97%);146(A- G;G;T; T;G;G;
0%,G-100%);149(A-0%,G-3%,C-97%);150(G- G;T;A; G;G;T;
97%,T-3%);158(G-0%,C-98%,T-11%);161(G- C G;G;G;
14%,C-94%,T-8%);163(A-0%,C-100%);164(C- T:G;T;A
2%,G-100%);170(C-7%,G-97%);173(C-2%,G- ;C

30




NY/T XXXXX—202X

2%,A-97%);176(C-0%,G-2%,T-99%); 1 85(A-
0%,G-100%); 188(C-1%,G-99%, T-0%);203(A-
0%,C-1%,G-99%);209(A-0%,G-100%);212(G-
14%,T-97%):214(A-2%,G-99%):215(A-2%,C-
0%,G-97%,T-2%):218(A-3%,G-97%);221(C-
0%,G-12%, T-96%);224(C-3%,G-98%);227(C-
0%, T-100%);228(A-100%, T-0%);229(G-0%,C-
100%);

AMPLI16 | scaffold3 | ACAGTTA | AATAGTG | 73(G-8%,A-97%);94(G-0%,A-100%); AA A/G;A
90128 CAGTGTA | GTCAGTT
TGAGGAA | TGTTTTG
ACGA CTGG
AMPLI16 | scaffold3 | CTTCGCT CTAGGAG | 39(C-29%,T-91%);45(G-3%,A-98%,T- T;AA; T/C;A;C
90129 TACACCG | GAGGAGG | 0%);48(C-29%,A-91%);51(A-2%,C-98%);62(A- | C;A;G; /A;CA;
AGGCTTC | AATGAGA | 98%,T-2%);68(A-3%,G-100%);70(A-3%,G- G;T;A; G;G:T;
ATC CG 100%);72(A-2%,T-98%);90(A-98%,T-2%);91(A- | G;C;G; A;G;C;
1%,G-100%);92(C-100%,T-2%);93(A-4%,G- T,C,C;T | G,C/T;C
99%);96(C-18%,T-95%);99(C-98%,T- ;C,C.C; | C/ATSC
1%);102(A-1%,C-96%);105(C-5%,T- A;G;C; /-,C;C;A
95%);106(A-0%,C-99%);108(C-100%,T- T.C,T;T | ;G;C;T;
1%);109(A-3%,C-99%);118(A-98%,T- ;C,CC, | CTCT
7%);156(C-7%,G-99%);157(C-99%,T- C;G;C; ;C;T/C;
7%);164(C-3%,T-100%);168(C-97%,T- A;T,C,T | CT/C,G
9%);170(G-8%,T-99%);171(C-23%,T- CTA; | CAT;
90%);172(C-98%,T-4%);174(C-94%,T- T,T;C;C | T/C,T;C
19%);176(C-98%,T-1%);182(C-97%,T- ;C ;G/T;A;-
20%);183(C-1%,G-100%);185(C-100%,T- /T;T/-;,C
0%);188(A-99%,T-0%);189(C-4%,T- ;C;C
99%);190(C-89%,T-30%);192(C-0%,T-
99%);194(A-14%,C-97%);196(C-8%,G-20%,T-
92%);197(G-1%,A-98%);200(A-0%,T-
94%);201(C-0%,T-94%);220(G-13%,C-
97%);240(A-2%,C-98%);241(C-98%,T-2%);
AMPLI16 | scaffold3 | TAGTGGT | TCCTAAC | 105(C-0%,T-100%);139(G-0%,A-100%);201(G- | T;A;A T;A;A
90130 AAGTAGA | AGTGAGT | 0%,A-100%);
AAGGGAG | CATTCTG
AGGA TGAG
AMPLI16 | scaffoldd | GCCTACC | TATTCTA | 36(G-0%,A-20%,T-94%);37(G-1%,A- T A;T;A | T/AA;
90131 AATATTT | GGAAACG | 100%);38(A-26%,T-89%);40(C-2%,A- T;AGA; | A/T;AT
TACGCTG | CGTACGA | 98%);45(A-1%,T-100%);47(G-0%,A- G/T;C; AGAG;
TCTC GTAC 100%);51(G-0%,A-100%);52(G-95%,T- G;C;A; C;A/G;
47%);53(C-100%,T-0%);58(G-99%,A- T,C;A;C | GAC/T
16%);74(C-100%,T-1%);76(G-0%,A- ;C,G;C; | 5CC/A;
100%);81(C-23%,T-91%);82(G-5%,C-95%,T- G;A;G; C/T,C,G
1%);85(A-89%,G-5%,C-20%);88(C-93%,T- A;GA,; ;C;G/A;
20%);94(A-2%,C-98%,T-0%);97(A-0%,G- G,G A;GA,;
100%);100(C-98%,T-2%);102(G-93%,A- G;A;G/
20%);106(G-0%,A-100%);109(A-4%,G- A;G
96%);115(G-0%,A-100%);124(A-0%,G-
100%);127(G-2%,A-98%);130(G-93%,A-
20%);136(A-0%,G-100%);
AMPLI16 | scaffold6 | ATATGAG | CAGAATG | 42(C-3%,T-99%);76(G-6%,T-97%);80(C-99%,T- | T;T;C;C | T;T;C;C
90132 AGTCCAA | CCACGCA | 3%);82(C-100%,T-1%);83(G-97%,T-6%);99(C- ;G T,G; | ;G T;G;
TTTGTCC CTATATT | 4%,T-99%);107(A-1%,G-100%);110(A-1%,C- C;G;C; C;G;C;
AGGT TCAT 99%);112(A-0%,G-100%);123(A-0%,C- A;G;G; A;G;G;
100%);130(A-100%,T-1%);144(A-1%,G- G;G;A; G;G;A;
99%);145(A-2%,G-98%);148(C-1%,G- T:A;T;C | T;A;T;C

99%);151(A-1%,G-100%); 167(C-9%, A~
96%);175(A-0%,T-100%); 188(G-2%,A-
98%);190(C-9%,T-96%):206(C-100%, T-0%);
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AMPLI16 | scaffold6 | GATGGTA | TTGGTGG | 53(G-10%,A-95%);57(G-0%,A-100%);68(A- AAG; | AAG;
90133 TAAGGGA | CAATAAT | 17%,G-93%);81(A-17%,G-93%);94(G-17%,T- G;T.T;T | GT;T;T
AAGAACA | GTGAGCT | 93%);101(A-17%,T-93%);102(A-17%,T- ;T;C;G; | ;T,C,G;
GTGC AAAG 93%);117(A-17%,T-93%);120(A-17%,C- T,C,C,G | T;C;C;G
93%);122(A-1%,G-100%);123(C-17%,T- ;GA;C ;CGA;C
93%);130(C-93%,T-17%);131(C-93%,T-
17%);152(A-0%,G-100%);154(C-93%,T-
17%);164(G-17%,A-94%);219(A-17%,C-94%);
AMPLI16 | scaffold6 | TCAAGTA | TCCACTC | 36(C-0%,T-100%);130(C-2%,T-99%);153(C- T.T;C T.T;C
90134 AGTACTC | AGTATGT | 97%,T-3%);
ACGACCA | CTCTTGT
GATG ATGC
AMPLI16 | scaffold6 | TGGTGAA | GGGCATC | 174(G-11%,A-95%); A A
90135 AGACAAA | TCAATTC
GGGGTAG | GTGAAAT
ATAT GTTA
AMPLI16 | scaffold6 | CATTACG | TTGACCT | 39(C-8%,G-98%);42(A-3%,G-100%);45(C- G;G;C; C/G;G;
90138 GTGCGTT | TCACTGT 100%,T-0%);62(C-13%,T-96%);65(A-100%,T- T:A;T;G | C,T/C;A
CAAGGAT | CTACTTT 1%);66(A-13%,T-96%);67(A-9%,G-97%);68(G- | ;C;T;A; | ;T/AA/
AAG CTCG 1%,C-99%);71(G-3%,T-100%);75(C-2%,G- T;C;A; G;C;T;
10%,A-95%);78(C-3%,T-99%);79(C-95%,T- G;T;G;T | G/AT;
15%);80(G-0%,A-100%);82(C-0%,G- ;G;G;C; | CITA;
100%);84(A-0%,T-100%);85(A-12%,G- C;A;T; G;T;A/
97%);86(C-1%,T-100%);92(A-16%,G- G;G;C; G;T;A/
94%);99(A-9%,G-97%);103(A-0%,G-1%,C- A;C;T; G;A/G;
94%,T-12%);104(C-100%,T-1%);105(G-11%,A- | A;C;A; C/T;C;G
95%);106(G-4%,T-100%);117(C-4%,G- A;C.G; IA;T;G;
100%);120(A-4%,G-100%);126(G-0%,C- AT;T;C | G,CA;
100%);128(G-4%,A-97%);141(C-97%,T- T;G;T; | C/T;T;A
9%);150(C-4%,T-100%);153(G-0%,A- T.:G;G;T | ;T/C;A/
100%);156(C-95%,T-15%);162(G-15%,A- G;A;T/
95%);165(G-0%,A-100%);168(C-94%,T- C;G;G/
16%);173(A-0%,G-100%);174(G-16%,A- A;T;T;C
94%);183(C-2%,T-99%);189(G-0%,T- ;T/C;G;
100%);192(C-99%,T-2%);198(C-16%,T- G/T;,C/T
93%);201(A-1%,G-99%);207(G-16%,T- :G;G/T;
93%);209(C-16%,T-93%);213(A-5%,G- T
96%);218(G-97%,T-12%);219(A-1%,T-99%);
AMPLI16 | scaffold7 | TAATGTC | TGATCAG | 38(G-100%,T-0%);47(G-34%,A-99%);62(A- G;A;T; G;AT;
90139 TCCCTTG | TGGTACT | 0%,T-100%);76(G-1%,C-99%);83(C-100%,T- C,C,C,T | C,C.CT
CTCCATC [ GTTCAAG | 0%);88(G-35%,C-98%);89(C-35%,T-98%);92(A- | ;AT;A; | ;A T;A;
GAAT ATCG 98%,T-35%);93(C-35%,T-98%);97(A-98%,T- C;AC.T | GAC.T
35%);105(G-35%,C-98%);117(C-34%,A- ;T;C;T; ;T;C;T;
98%);118(C-98%,T-34%);127(C-34%,T- T.T;C;T | T;T;C;T
98%);129(C-35%,T-98%);139(C-98%,T- :G:G;C; | GGGy
34%);141(C-34%,T-98%);145(C-34%,T- C;C;,T C;C;,T
98%);149(G-35%,T-98%);157(G-0%,C-
100%);160(C-34%,T-98%);173(C-34%,G-
98%,T-0%);181(A-0%,G-100%);188(C-99%,T-
34%);189(C-100%,T-0%);191(C-100%,T-
0%);192(C-0%,T-100%);
AMPLI16 | scaffold7 | CTGAATT | CTATGAG | 36(C-99%,T-2%);41(C-7%,T-94%);48(G-1%,A- | C;T;A; C;T;A;
90140 CAGCTAC | TGTCGAT | 100%);59(A-2%,G-98%);60(A-3%,G- G;G;A; G;G;A;
AAGAAAA | ATTACGG | 98%);61(G-6%,A-95%);65(G-97%,T-3%);66(C- | G;T;C;C | G;T;C;C
CGGT CTCA 1%,T-99%);85(C-99%,T-2%);91(C-99%,T- ;G;CC; | GGG
1%);100(C-2%,G-99%);111(C-100%,T- G;G;A; G;G;A;
0%);120(C-100%,T-0%);133(G-98%,T- C;G;C; C;G;C;
2%);142(A-2%,G-98%);160(A-99%,T- A;T;A; A;T;A;
1%);169(C-99%,T-1%);172(A-2%,G- AAG; | AAG;
98%);174(G-0%,C-100%);175(G-6%,A- A;GG; | AGG;
95%);182(G-6%,T-96%);191(G-4%,A- A A
97%);196(G-0%,A-100%);201(G-6%,A-
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96%);2 10(A-0%,G-100%);213(C-0%,A-
100%);214(A-0%,G-100%);217(A-0%,G-
100%);220(G-0%,A-100%);

AMPLI16 | scaffold8 [ CATTCCC | TCCTGTT | 47(C-99%,T-1%);59(G-2%,A-98%);62(G-0%,A- | C;A;A; CAA;
90141 CGTACTA | ATCCTAG | 100%);74(C-100%,T-0%);75(A-0%,G- C;G;T; C;G;T;
TTCAGAT | ACTTATT 100%);95(C-3%,T-97%);104(G-1%,A- ACG; | AGGs
ACGT CGCG 100%);107(A-1%,C-100%);110(A-0%,G- A;GiT; AGT;
100%);122(G-1%,A-100%);127(A-0%,G- AA AA
100%);128(G-0%,T-100%);137(C-0%,A-
100%);152(G-0%,A-100%);
AMPLI16 | scaffold8 | TTTTCAA | AACAATA | 47(A-7%,G-97%);48(G-2%,C-99%);53(G- G;C;G; G;C;G;
90142 CCTGGAG | CGCAATC | 99%,T-2%);56(G-2%,A-98%);58(A-0%,C- ACGTT | A GT,T
ACGAAGA | GATACCA | 100%);61(C-0%,T-100%);62(C-3%,T- SATA; | GATA;
TTGA AGAC 99%);63(G-5%,A-99%);65(G-8%,T-96%);71(G- | A;T;C; A;T;C;
6%,A-98%);79(G-2%,A-100%);83(G-10%,T- AAC | AAC
95%);100(C-95%,T-8%);101(G-5%,A- AGC; | A;GiC
97%);102(C-3%,A-99%);113(C-98%,T- T;,C,G;T | T;C;G;T
6%);116(G-0%,A-100%);120(G-100%,T- ;GG:G; | GGG
0%);122(G-2%,C-100%);123(C-10%,T- T;C T;C
95%);127(G-2%,C-99%);130(C-3%,G-
99%);140(G-2%,T-99%);141(A-2%,C-
98%);150(C-2%,G-98%);206(A-2%,G-
99%);230(C-5%,T-97%);235(C-97%,T-0%);
AMPLI16 | scaffold8 | AAATCCA | TATCACG | No variant No_vari | No_vari
90143 GGGCGCT | AATGTGC ant ant
GTGTTC CAATCCT
CTTC
AMPLI16 | scaffold8 | TAGCTCG [ TATAGCT | 37(C-0%,T-100%);39(A-0%,C-100%);43(C- T;C;C;C | T;C;C;C
90144 ATGTTTG | CGATCGA | 100%,T-0%);44(C-98%,T-3%);61(A-1%,G- ;G:CT; | ;GG T
TATGGTT [ ATCAGTC | 99%);70(A-1%,C-99%);135(C-0%,T- G T:GT | GT;G;T
GGAT TGTC 100%);149(C-1%,G-100%);153(C-1%,T- ;G T;G; | G/AT;
100%);163(A-0%,G-100%);167(C-1%,T- G G;G/A
100%);176(A-11%,G-96%);198(G-0%,T-
100%);229(A-1%,G-99%);232(A-12%,G-94%);
AMPLI16 | scaffold8 [ GATTGAG | TGTTAGA | 36(C-1%,A-99%);42(A-0%,G-100%);53(A- AGA; | A;GA;
90145 TGTGTCA | CAGATAG | 99%,T-3%);65(A-0%,G-100%);69(A-1%,C- G;C;T; G;C;T;
GCAGAAT | GACACGA | 100%);77(A-10%,T-96%);80(G-3%,A- ACG; | AGGs
CTTG AGAC 99%);92(A-0%,C-100%);99(A-10%,G- C;T;C;,C | C;T;C,C
97%);100(C-100%,T-0%);113(C-2%,T- ;GT:C; | ;CG/T;
99%);117(G-7%,C-98%);136(C-97%,T- T CT
10%);144(C-100%,T-0%);146(G-11%,T-
99%);147(C-98%,T-7%);149(C-7%,T-98%);
AMPLI16 | scaffold10 | CATCAAA | ATGGTAC | 44(C-100%,T-2%);47(A-13%,G-97%);59(G- C;G;G; C;G;A/
90150 GAATGCA | CAAAGGA | 91%,A-29%);71(G-0%,T-100%);80(A-1%,G- T,G:T;G | G;T;G;T
GAGTCGT | AGACATG | 100%);92(C-29%,T-91%);93(A-0%,G- ;T;C:G; | /C;G;T;
ACTC AAAC 100%);101(G-4%,T-100%);104(C-97%,T- T;A;C; C/T;T/G
24%);116(G-97%,T-23%);119(C-23%,T- G;T;C; ;T/IC,G/
97%);131(A-97%,G-23%);134(C-100%,T- G;C A;C;G;
0%);138(A-11%,G-99%);140(A-23%,T- A/T;C;
97%);145(G-2%,C-100%);157(A-0%,G- G;C
100%);158(C-100%,T-1%);
AMPLI16 | scaffold2 | CAGTTCT | AACTTTG | 45(A-77%,G-97%);127(A-0%,G-100%);141(G- G/A;G; | A/G;G;
90151 GTTCATA [ CAAATCC | 7%,C-100%);157(A-15%,T-85%);161(C-0%,T- CT/~T | CGT/A;T
CACGGAA | GTCTATC | 100%);
TGAA AGTC
AMPLI16 | scaffold3 | GACATAC | GTAATGC | 50(C-98%,T-4%);58(G-100%,T-0%);67(C-4%,T- | C;G;T; C;G;T;
90152 ACAAAAC | AAAGTGG | 98%);68(G-1%,A-99%);108(G-0%,C- ACCT | A;GCT
TCTACGC [ ATGATTG | 100%);117(C-94%,T-13%);121(C-0%,T- AGGs | AGG;
TCTG GGAA 100%);122(G-13%,A-94%);131(G-100%,T- C;G;C; C;G;C;
0%);133(C-13%,G-94%);134(C-100%,T- G T:GT | GT;G;T
0%);135(G-99%,T-1%);136(C-94%,T- ;GGG | ;GGG
13%);152(A-1%,G-99%);162(C-12%,T- T,T;T;G | T;T;T;G
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95%);184(A-0%,G-100%);195(G-1%,T-
99%);201(A-4%,G-97%,T-1%);202(G-1%,C-
99%);205(C-100%,T-0%);213(C-1%,T-
99%);221(C-1%,T-99%);224(C-0%,T-
100%);229(A-1%,G-99%);
AMPLI16 | scaffold6 | CGTCAGA | CCAAGCG | 41(G-1%,C-99%);43(A-4%,C-2%,G-97%);61(A- | C;G;G; C;G;G;
90154 CACACCT | GAAACAA | 4%,G-97%);70(A-0%,G-100%);71(G-1%,A- G;A;C; G;A;C;
GGTATAT | ACAAATA | 99%);77(C-98%,T-3%);78(A-5%,G-99%);90(A- | G;G;G; G;G;G;
TTTC TTCC 0%,G-100%);98(A-3%,G-97%,T-2%);99(C- T.T;C;T | T;T;C;T
4%,T-98%);103(G-1%,T-99%);115(G-2%,C- CGAT, | ;CAT;
99%);117(C-1%,T-100%);120(C-99%,T- C;A;T; C;A;T;
2%);152(G-9%,A-95%);153(C-2%,T- G;T;G; G;T;G;
99%);156(G-2%,C-99%);174(G-1%,A- C C
99%);175(C-1%,T-99%);180(C-0%,G-
100%);181(C-3%,T-99%);182(A-0%,G-
99%);189(C-99%,T-1%);
AMPLI16 | scaffold6 | GAGCGTG | GACATAC | 57(A-3%,G-98%);67(C-3%,G-98%);68(G-3%,A- | G;G;A; G;G;A;
90155 ATTGTAG | CTTCCCA | 98%);71(C-98%,T-3%);90(C-98%,T-3%);103(C- | C;C;C; C;C;C;
CTGTCGA | GCCTTGT | 98%,T-3%);168(C-3%,G-98%);169(G-98%,T- G;G;A; G;G;A;
TAG AAG 3%);170(C-3%,A-98%);172(G-3%,A- A;T;G; A;T;G;
98%);176(A-3%,T-98%);180(G-98%,T- C;,C C;,C
3%);194(A-3%,C-98%);195(C-98%,T-3%);
AMPLI16 | scaffold8 | GTATAAA | AACACGG | 37(G-7%,A-97%);41(A-2%,G-99%);43(C- A;G;C; A;G;C;
90156 GCCCACA | ATGACAA | 100%,T-1%);46(C-100%,T-1%);47(A-26%,G- C;G;C; C;A/G;
GCCTTCT GATCCAT | 89%);62(C-100%,T-1%);66(C-99%,T-7%);68(C- | C;T;C;G | C;C;T;C
TACT ATCT 0%,T-100%);71(C-95%,T-15%);79(C-15%,G- AAC | GAGA;
95%),84(G-0%,A-100%);92(G-0%,A- T.C;T;G | C;T;C;T
100%);97(C-95%,T-1%);98(C-0%,T- ;CGAG; | GCA;
95%);102(A-0%,C-95%,T-14%);105(C-19%,T- T.C,T;T | G;T;C;T
92%);108(A-0%,G-100%);110(C-100%,T- AAT; | TAA;
3%);128(G-0%,A-100%);129(G-95%,T- C;GA; T,C,G;
15%);130(C-17%,T-93%);133(C-95%,T- G;G;C; A;G;G;
14%);134(C-14%,G-0%,T-95%);141(C-2%,T- G;A C;G;A
99%);143(G-17%,A-94%);145(C-14%,A-
95%);146(C-0%,T-100%);152(C-100%,T-
0%);159(A-15%,C-0%,G-95%);161(G-0%,A-
100%);164(G-100%,T-0%);168(A-2%,G-
99%);169(A-2%,C-99%);179(A-3%,G-
99%),185(G-14%,A-95%);
AMPLI16 | scaffoldl | AAATGGT | AATCAAA | 48(C-100%,T-0%);59(C-0%,A-100%);87(A- C;A;G; C;A;G;
90157 GCATGGC | ATAACTG | 4%,G-98%);90(A-3%,G-98%);123(A-4%,G- G;G;C; G;G;C;
GATAAAT | GGCTGCA | 98%);154(C-97%,T-4%);160(A-0%,G- G;C;G; G;C;G;
ACAA GTAC 100%);168(A-0%,C-100%);202(A-4%,G- G G
97%);215(A-0%,G-100%);
AMPLI16 | scaffold5 | CTTTCGT ATAACTC | 79(G-1%,C-99%);101(C-8%,A-100%);103(G- C;AA; C;AA;
90159 CATACCC | CTCAACC | 10%,A-99%);104(C-2%,A-99%);106(A-10%,G- | A;G;C/ | A;G;C/
CGTACTT [ ACCATGT | 99%);130(C-68%,A-82%);133(A-68%,G- A;G/A; | AJAIG;
CTAT CTTC 82%);145(C-47%,A-82%,T-23%);152(C-91%,T- | C/A;T/C | A/T;C;
47%);161(G-47%,A-91%);167(C-1%,T- A/GT; | AT A/
99%);177(A-76%,G-80%);203(G-91%,T- G/A;G/ | GG T,
47%);217(C-0%,T-100%);220(C-98%,T- T,T;C;G | C;G
14%);224(G-100%,T-0%);
AMPLI16 | scaffold7 | GCAGGGA | GCCCATT | 39(C-1%,T-100%);42(C-99%,T-3%);69(G- T;C;A; T;C;A;
90160 TCTTGAG | ACATCAC | 1%,A-100%);76(A-0%,G-100%);83(C-87%,T- G;C;G; G;C;G;
GATAGAT | GGTTATC | 45%);84(A-1%,G-99%);90(A-1%,G- G;A;C; G;A;C;
TCAA AAAG 100%);93(G-0%,A-100%);106(C-99%,T- G, T.;T;A | GT;T;A
1%);112(A-1%,G-99%);113(C-2%,T- :C,G;G; | ;GGG
99%);116(C-2%,T-100%);120(G-2%,A- G;A;C; G;A;C;
99%);131(C-99%,T-1%);132(A-33%,G- G;T;C; G;T;C;
97%);150(G-100%,T-0%);163(C-0%,G-98%,T- A A
2%);165(G-34%,A-96%);171(C-99%,T-
1%);172(A-1%,G-99%);185(C-2%,T-
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100%);192(A-15%,G-2%,C-93%,T-2%);195(G-
51%,A-80%);

AMPLI16 | scaffold7 | CGTTGGA | GAGACTA | 41(C-52%,G-96%);68(G-1%,A-100%);77(C- CIGA; | GAG
90161 AGGGAAA | ATTTTAG | 100%,T-1%);91(C-100%,T-1%);95(A-1%,G- C;C:G:T | CG;T;
TATGAAG | CACGTGA | 100%);108(A-2%,T-99%);109(G-100%,T- GAT; | GiAC/
AAGG GTCG 0%);110(G-1%,A-100%);115(C-16%,T- AGiG; | T;AA/
96%);120(C-3%,A-99%);134(A-23%,G- AGC; | GGA;
92%);145(A-11%,G-98%); 147(C-2%, A~ AGG; | GiGA;
99%);158(A-3%,G-100%); 160(C-100%, T- T;CGAT | G:G:T;
0%);174(C-1%,A-100%); 181(A-2%,G- :C;C;G; | GO/AT
99%);187(A-0%,G-100%);202(G-2%,T- G :CT/C;
99%);203(G-1%,C-100%);207(C-22%,A-94%, T- G/C;G
1%);208(C-0%,T-100%);210(C-99%, T-
2%);222(C-92%, T-21%);224(C-19%,G-94%, T-
3%);229(A-0%,G-100%);
AMPLI16 | scaffold3 | AATACAA | ACCTGGG | 36(C-14%,T-96%);37(A-0%,G-100%);39(A- T:G:C; | T:G:C;
90162 CGGTGAT | ATATTTT | 16%,C-92%):41(A-14%,G-96%):42(C-100%,T- | G:C;C; | G;CiC;
AGCTACG | TACAAGT | 0%);50(C-96%,T-14%):51(G-14%,C-96%);59(C- | C;C;G; | C;C;G;
GATT AAACTGG | 100%,T-0%);67(A-16%,G-92%);79(C-96%,T- | C;C;C; | C;CiC;
13%);92(C-96%, T-14%);107(C-96%,T- ACG; | AGG;
14%);108(C-5%,G-26%,A-84%);110(C-96%,T- | G;G:C; | G:G:C;
10%); 128(A-13%,G-96%); 132(A-14%,G- CiG:A; | CiGA;
96%);138(A-14%,G-96%);154(C-96%,T- CCGA; | CGCA;
10%);162(C-96%, T-14%);167(A-14%,G- CGC; | ¢Gic
96%);171(G-3%,A-100%); 180(C-99%, T- CGC; | ¢Gic;
5%);181(C-92%, T-16%);206(G-1%,A- G G
100%):210(A-14%,C-96%);213(A-14%,G-
96%);214(C-100%, T-4%);216(C-100%, T-
0%);222(A-10%,G-96%, T-4%);226(C-100%,T-
0%);227(A-13%,G-96%);
AMPLI16 | scaffold12 | GAGGATC | AAACACC | 43(A-93%,T-12%):64(G-1%,A-100%);90(A- AAT;, | ATAT
90164 AGCATGG | TTCCGCA | 1%,T-99%);94(A-4%,C-99%):101(G-1%,A- CAT,C | GAST/
GTTTGC | TTAGACA | 100%);129(G-16%,T-92%):130(C-93%,T- T:G;G; | GT/C;T
AAAA 14%);150(C-2%,T-99%); 153(A-2%,G-99%,T- | A;AT; | ;G;GiA;
2%);158(A-2%,G-99%);159(G-2%,A- CGA; | ATC;
99%);168(G-2%,A-99%); 184(G-2%,T- T:ACT | G/AA;
98%);194(C-99%, T-2%);198(G-93%, A~ :G;G GIT;G/
14%):200(C-2%,A-98%);202(G-16%,T- ACT;
92%);204(A-93%,G-14%);217(C-100%, T- GG
1%):225(C-1%,T-100%);227(A-1%,G-
100%);233(G-100%,T-1%);
AMPLI16 | scaffold5 | CAGCATA | ATCGTTC | 45(A-89%,T-65%):46(G-0%,A-100%);49(C- ATA; | TIAA;
90168 TTGGCAC | CAAGTTT | 100%,T-3%);70(G-65%,A-89%);73(A-6%,G- C;G/A; | C;A/G;
ATACGTA | TACGTAG | 100%):81(C-0%,A-100%);99(A-10%,G- GAG; | GAG;
GTTT GTCA 100%); 102(A-68%,G-83%);115(C-100%,T- AGC; | AIGiC;
3%);126(A-3%,G-100%);160(C-17%,T- GTA; | GTA;
99%);184(G-1%,A-100%); 187(A-0%,G- G:T;GT | GT;G;T
100%); 194(A-0%, T-100%); 195(A-0%,G- GCT/ | :GCT/
100%);203(C-3%,T-100%);204(A-3%,G- GGG/ | GiC;T/
100%):212(A-10%,C-100%);213(G-80%,T- T;.C/T:A | GiT/C;
73%);214(A-1%,C-100%);218(G-78%,T- CT/G; | A;CA/
79%);220(C-73%,T-81%):221(G-1%,A-100%,T- | T/G;A/ | T;G/T;A
1%):222(C-100%,T-1%);223(A-31%,C-1%,G- | C;T;T;A | /C;TST/
48%,T-80%):225(G-69%, T-85%);226(C-73%,A- CA

81%,T-0%);227(C-0%, T-100%);228(C-21%,T-
97%):229(A-100%, T-2%);
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AMPLI16 | scaffold7 | GACTGAC | CACATCG | 34(C-100%,T-3%):40(A-100%,T-0%);52(G- CAA; | GAA;
90169 CTTAATC | TACCCAA | 1%,A-99%,T-0%);58(C-98%,T-14%):61(G- CAA; | T/CA;
TCCACCT | TGTTGTA | 2%,A-99%):64(G-0%,A-100%):65(C-1%,T- T:C;G; | A;TT/IC
CG CTTG 99%);67(C-96%, T-17%);70(A-3%,G-99%);71(C- | A;G:A; | :G;A;G;
1%,A-100%);73(A-2%,G-100%);76(G-0%,A- AGCT | AAC
100%);79(G-1%,A-100%);82(C-100%,T- T:C;C; | GTiTiC
0%);85(C-100%, T-0%);88(C-4%,G-3%, T- CG:G; | :CCG;
98%);91(C-1%,T-100%);97(A-0%,C- G:G:A; | G:G;G;
100%);115(C-99%,T-3%);129(C-100%,T- G:G:A; | A/G;G;
0%);130(A-0%,G-100%);131(C-0%,G- G:G:C; | G:AG;
100%);133(A-0%,G-100%); 136(A-1%,G- CGG; | GGG,
100%);139(G-20%,A-95%); 145(A-1%,C-6%,G- | G:C;G; | G;G;G;
100%); 148(A-1%,G-100%); 151(G-12%,A- CT;T:G | C;G;C;T
98%);154(A-6%,G-100%); 157(G-100%,T- :G;C;C; | T:GiG;
4%);160(A-0%,C-100%,T-2%); 16 1(A-0%,C- A C;CA
100%);162(C-0%,G-100%);163(A-0%,G-
100%); 166(G-100%, T-0%); 169(C-100%,T-
1%);170(A-0%,G-100%); 171(G-0%,C-
100%); 172(A-4%,C-1%,T-99%);178(C-0%,T-
100%); 180(A-0%,G-100%); 181(A-9%,G-97%,T-
0%);190(A-0%,C-100%,T-0%); 192(A-1%,C-
99%);193(C-1%,A-99%,T-0%);
AMPLI16 | scaffoldd | TCTATGT | CAACCAT | 69(C-2%,T-98%);71(C-1%,G-62%,A- T:G/A; | T:AC;
90170 CACCACC | AGTACCC | 80%);:80(C-100%,T-1%);104(A-2%,G- CiGiC; | GiCiC;
AACATCT | AGAGGAT | 98%);105(C-100%,T-0%);108(C-100%,T- CAC; | ACG;
ACTC ACC 0%);110(G-2%,A-98%);111(A-0%,C- G:G:G; | G:G:A;
100%); 1 14(A-0%,G-100%); 119(G-100%,T- ATCC | T;CCG
0%);120(C-2%,G-98%);121(G-1%,A-98%,T- GT;T; | TG
2%);125(C-1%,T-100%);131(C-100%,T- CAG; | AsG/A;
0%);134(C-100%, T-0%);135(A-0%,G- T:GA; | T;G:G/
100%);143(G-0%, T-100%); 144(C-1%,T- CCT:G | ACT/C
100%);145(G-1%,C-100%);150(G-6%,A- :G;T T;G;G;
99%);157(A-27%,G-90%); 163(C-1%,T- T
99%);164(C-0%,G-100%);166(G-14%,A-
97%);169(A-0%,G-1%,C-100%);175(C-100%, T-
8%);178(C-7%,T-98%);193(G-100%,T-
0%);200(A-0%,G-100%):202(C-2%,T-100%);
AMPLI16 | scaffoldd | TATCTCT | AGATGGA | 74(C-100%,T-2%);84(A-93%,C-20%):89(G- CA;T,C | GA/CT
90172 TCATCAT | GATGGGA | 3%,T-99%);167(C-95%,G-19%);198(C-49%,T- | ;T/C :C/G;T
TCCACGT | AGTAGCT | 90%);
TCGT CTAT
AMPLI16 | scaffoldl | TATATCT | AAACCAC | 41(C-57%,G-0%,A-88%,T-12%):62(A-6%,C- C/ACT | ACT,C
90173 AACGCCT | GACCTAA | 100%):68(C-0%,T-100%);88(C-100%,T- C:GA; | :G:ASG;
CCTAGAT | ATTTCGC | 0%):89(A-0%,G-100%);92(A-100%,T- GAC; | AGT.C
TGGC C 0%);95(A-0%,G-100%); 1 13(G-0%,A- TICGTA | TAA;
100%);115(G-1%,C-99%);116(A-3%,T- ATT;, | TTAA
99%);126(G-1%,C-100%);128(C-1%,T- AAG | GTC
99%);129(G-0%,A-100%);130(G-0%,A-99%,T- | T;.C;T;T | T;T;C;T
0%);134(C-10%, T-99%);143(C-0%,T- :C;T
100%); 145(C-0%,A-100%); 146(A-97%,T-
19%); 149(G-99%, T-1%); 164(C-1%,T-
99%);167(A-2%,C-100%);171(C-0%,T-
100%);179(G-3%, T-100%); 185(C-100%,T-
0%);212(C-6%,T-100%);
AMPLI16 | scaffoldl0 | GAACGGC | TGGCGCG | 34(C-100%,T-0%);40(C-100%, T-3%):43(C- C,CTT | CGO/T
90174 ACCATCA | AAGACTT | 18%,T-97%);44(C-9%,T-99%):48(G-88%,A- GCT; | ;0TA/
TCTTCGA | GGAGT 32%);58(C-98%,G-12%):61(C-12%,T- ACC; | GGIC
98%);67(C-4%,A-99%);70(C-98%,T-12%);73(A- | A;T;C;T | T/CiA;T
0%,C-99%,T-3%);88(G-0%,A-100%);94(C- TCC; | /CiCA;
0%,A-12%,T-98%);113(C-100%,T-0%);115(C- | T;G;T;T | T/A;C;T
0%,T-100%); 1 18(A-0%,T-100%); 119(C-97%,T- | ;T:A:A; | ;T;C/T;
19%);120(C-100%,T-1%); 122(A-2%,T- T.C:G; | GT.G;T
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100%); 129(A-2%,G-100%); 130(C-11%,T- ATTA | ICTiT;
98%);134(C-2%, T-100%); 146(C-2%,G-0%,T- T:AG; | AJA/C
99%);147(C-3%,A-96%); 149(A-89%,C- C T/G;C;
32%);150(A-9%,G-25%,T-89%); 151(A-3%,G- G:A/C;
0%,C-99%,T-1%);152(G-99%, T-3%); 153(A- C/T;T;A
91%,C-30%);154(C-32%, T-89%);159(C-2%, T- AT/
100%);162(G-0%,A-100%); 180(C-0%, T- G;C
100%):218(G-0%,A-100%);225(G-89%, T-
31%);228(C-100%,T-0%);
AMPLI16 | scaffold6 | GAGTCCA | CTTGATC | 59(C-1%,T-100%);73(A-61%,G-86%);169(G- T,A/G;, | T;,GA
90175 GACCTAT | AGCATTG | 13%,A-92%); A
CATAGTA | CCAACTA
AGCT TACG
AMPLI16 | scaffold8 | TTCAGGT | GACTAGG | 36(A-2%,G-98%):39(G-1%,A-100%);51(A- GAT, | GAT;
90176 GATCCTT | CTTCCTA | 1%,T-100%);57(G-7%,C-100%):63(C-100%,T- | C;C;A; | G/C;C;
GGATTCC | TCTGTGG | 0%);78(C-0%,A-100%);87(G-2%,A-98%):90(C- | A;C;A; | AAT/
AATA AAG 89%,T-25%):93(G-2%,A-98%):99(A-6%,G- GC:G; | CAG;
96%);105(C-100%,T-0%);117(A-2%,G- CCTA | CG:C;
99%);123(G-3%,C-98%);124(G-0%,C- T:GC; | CGT;AT
100%);131(C-0%,T-100%);134(G-1%,A- GAC; | GGG/
100%);137(G-1%,T-100%); 138(A-0%,G- CAT,C | AAC
100%); 146(C-96%, T-4%); 147(A-35%,G- AGG; | GATC
81%);149(A-98%,T-4%);150(G-8%,C-92%.,T- | G:G;T; | ;A:G;G;
2%);153(C-100%, T-0%);157(G-1%,A- ATA; | GGT;
100%);161(G-12%,T-95%); 162(C-100%,T- GAG; | ATA;
0%);163(G-0%,A-100%); 167(A-0%,G- CGT; | G/AA;
100%);176(A-0%,C-1%,G-100%,T-0%): 179(A- | A;A;C; | G;C:G;
5%,G-96%);185(A-0%,G-100%); 190(C-7%,T- | C;C;C | T AzA;
95%);202(C-0%,A-100%);208(C-2%, T- C;C;C;C
98%);209(A-100%,T-1%);210(A-36%,G-
82%);213(G-0%,A-100%);215(A-1%,G-
100%);218(C-100%,T-0%);2 19(A-1%,C-0%,G-
100%);220(C-1%,T-100%);222(C-1%,A-
100%):223(G-2%,A-99%);224(C-100%, T-
0%);228(C-90%, T-20%);229(C-100%, T-
2%);235(C-100%,T-0%);
AMPLI16 | scaffold6 | GAAGTAC | ATACATT | 183(A-100%,T-0%);206(A-0%,G-100%):213(G- | A;G;A | A;G;A
90178 AGCAGGC | TTGAACC | 21%,A-89%);
ATAGGAC | GTTGCAA
TTAC TCGA
AMPLI16 | scaffoldl | GGTTTGA | GTTTTTC | 36(A-10%,G-100%):48(C-100%,T-0%);74(C- GC;C; | GGG,
90180 AGACAAT | GAAACGG | 100%,T-0%);81(A-0%,G-100%);109(G-0%,T- | GiT;G; | GiT;A/
ATGAAAC | GGTATAC | 100%);117(G-95%,A-27%);123(A-95%,G- ATC | GG/A;
CCGT AGTT 27%);144(C-0%, T-100%);160(C-100%, T- GC;C; | T;CG;C
0%);161(A-0%,G-100%);181(C-87%,G- C;CTA | /GA/C;
39%);182(C-87%,A-39%); 188(A-2%,C-87%,T- | ;A;T T/C;C;T
38%); 189(A-0%,G-18%,C-98%); 190(A-10%,T- A/CT/
100%); 191(A-87%,C-39%); 198(A-95%, T- AT
27%);222(A-0%,T-100%);
AMPLI16 | scaffoldl0 | GACTTGA | TTGAGGA | 37(A-0%,G-100%);39(A-0%,G-100%):40(G- GGA; | GGA;
90181 TACCACC | GCAACAA | 2%,A-99%):41(A-85%,G-35%):42(A-0%,C- ACG; | G/ACY
ATGGGTA | GTGTGTC | 84%,T-35%);44(G-100%,T-0%):46(C-1%,G- G:G:G; | T:G:G/
GAG CTT 84%,A-19%,T-22%):48(A-1%,G-100%,T- AAG | AGG;
0%);51(A-1%,G-100%);52(C-0%,A- G:G:G; | AAG;
100%);53(A-100%, T-0%); 54(A-1%,G- AAA; | GGG
99%);55(G-93%, T-23%);57(G-100%, T- TT;CG | A;A/T,
0%);59(A-20%,G-96%);60(G-0%,A- :G;G;G; | AITST/C
100%);62(A-84%,C-13%,T-28%):67(G-1%,A- | A;C;G; | :C;G;G;
99%);73(C-2%, T-100%);82(G-1%,C-33%,T- T;C;C;G | G:G:G/
87%):85(C-100%, T-1%);91(A-1%,C-1%,G- CT:G; | AGG;
99%);94(A-1%,G-99%); 1 18(A-2%,G- GAG; | T;.CCiG
98%);121(A-1%,C-0%,G-99%);127(A-88%.G- | GT:A; | :C:TiG;
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32%);130(C-99%,T-2%);133(A-2%,G- CT;G;C | GT/A;
99%);139(C-23%,T-93%);145(C-96%,T- ;C;C G;G/A;
20%);148(C-100%,T-4%);151(A-1%,G- C/T;A;C
100%);160(C-100%,T-0%);163(C-13%,T- ;T/IC;A/
99%);166(A-4%,G-100%);184(A-2%,G- G;T/C;,C
98%);187(A-86%,G-1%,T-33%);190(A-2%,G- ;C
98%);193(G-86%,A-34%);199(C-35%,T-
85%);202(C-2%,A-98%);208(C-100%,T-
0%);217(C-12%,T-98%);220(G-87%,A-33%,T-
0%);226(C-98%,T-12%);228(G-0%,C-
100%);235(A-0%,C-100%);
AMPLI16 | scaffold5 | GACCTCT | GCGTCTG | 39(G-0%,A-100%);40(C-0%,T-100%);48(A- AT;T;C | A;T;T,C
90184 CGCTACT | ACTACGA | 1%,T-100%);55(A-10%,C-98%);65(C-0%,T- T TA; | TTA;
CTCACAT | TGAAATT | 100%);68(C-11%,T-99%);74(A-100%,T- G, T;A;T | GT;A;T
TTAT TGTA 0%);78(G-100%,T-0%);83(G-0%,T-100%);84(A- | ;G;:G;T; | ;G;G;T;
100%,T-0%);85(C-1%,T-99%);88(G-100%,T- G;G;T;T | A/G;G;
0%);90(A-0%,G-100%);95(G-1%,T- ;C;G:C; | T;T;C;,G
100%);96(A-23%,G-93%);98(A-3%,G- T;A;T;G | ;C;C/T;
100%);99(C-0%,T-100%);101(C-1%,T- GTA; | ATG;
100%);104(C-97%,T-9%);109(C-0%,G- T;A;CT | GT;A;T
100%);112(A-11%,C-97%);114(C-10%,T- ;C/T;A/ | A CT,
98%);126(G-0%,A-100%);133(G-6%,T- G;C,C C/T;A;C
97%);151(C-0%,G-100%);153(G-100%,T- /T,C
0%);155(A-3%,T-99%);163(A-100%,T-
1%);165(A-0%,C-0%,T-100%);179(G-1%,A-
100%);183(G-3%,C-99%);192(C-0%,T-
99%);196(C-80%,T-69%);202(G-60%,A-
87%);205(G-0%,C-96%,T-14%);208(G-2%,C-
99%);
AMPLI16 | scaffold5 | TCCATAA | AACACCC | 42(G-0%,A-100%);47(A-0%,C-100%);48(A- ACG; | ACG;
90185 ACCTGGA | CAAAACA | 2%,G-99%);53(C-68%,T-83%);54(A-77%,G- T/C;T/A | T;T/A;G
TGCGAAG | ATGAGAA | 0%,T-76%);59(A-0%,G-100%);60(A-1%,C- ;GCA; | CAG;
AG AAA 100%);65(G-7%,A-100%);68(A-67%,G- G/A;T/ C,C,C/T
83%);69(C-89%,T-51%);71(C-99%,T- C,C,C/T | ;G T/C;
13%);72(C-78%,T-76%);75(A-3%,G- ;G T;T/- | T,C,T/C
100%);80(C-19%,T-96%);82(C-1%,T- ;CT,G; | ;C/G;A/
90%);83(C-100%,T-3%);84(C-14%,T- C/AA; C;A;T/
97%);95(C-13%,G-98%);105(A-78%,C- G/T,G/ G;G;T/
76%);107(G-4%,A-99%);122(G-78%,T- A;CA; C;AA;
76%);141(A-59%,G-86%);150(C-97%,T- AGT, G;T;C;
16%);162(A-99%,T-4%);167(G-1%,A- C;G;A; G;A/C;
100%);173(A-3%,G-100%);174(C-6%,T- T;T,C;C | T;T;A/C
100%);176(C-100%,T-0%);178(G-99%,T- /T;C;T ;GG T
1%);180(C-10%,A-99%);183(C-0%,T-
100%);184(A-0%,T-100%);186(A-27%,C-
94%);187(C-90%,T-48%);190(C-99%,T-
0%);194(C-1%,T-98%);
AMPLI16 | scaffoldd | ATTCATC | TAATTTC | 57(C-94%,T-39%);58(A-0%,T-100%);61(C- C/T;T;T | CT;T;T
90186 AAAGATG | GCAAAAG | 0%,T-100%);64(C-2%,T-99%);82(A-0%,C- ;T,C,C; | ;C,CT;
TGACACC [ ATTGTAT | 100%);102(C-100%,T-0%);131(G-2%,T- T,GA;T | GA;T,T
CTTG GCGC 98%);133(C-0%,G-100%);143(G-1%,A- T A ;A
100%);147(C-13%,T-88%);148(C-13%,T-
88%);164(C-0%,A-100%);
AMPLI16 | scaffold7 | CGATATC | AAGACTT | 42(G-100%,T-0%);43(C-99%,T-4%);47(C- G;C;C; G;C;C;
90187 TGGGGAG | AGGGCTT | 100%,T-7%);50(A-1%,G-99%);52(C-26%,T- G;T;G; G;C/T;
GTTCGAT | AAATACA | 91%);55(A-24%,G-93%);56(C-99%,T- C;G;T;,C | A/G;C;
C CCGT 10%);59(C-0%,G-100%);60(G-0%,T- ;CGAC;, | GT,C,T
100%);61(C-100%,T-0%);63(C-99%,T- AG;G; | /ICG/A;
8%);70(G-53%,A-82%);73(C-100%,T- AAG; | GAG;
1%);75(A-100%,T-6%);83(C-0%,G- T;T;C;G | G;AA/
100%);86(A-0%,G-100%);100(A-99%,T- ;T.T;C; | CG;,C/T
1%);103(C-53%,A-82%);104(A-1%,G- C,T,T;T | ;T;A/C;
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100%);106(C-53%,T-82%);112(C-1%,T- G;T;T;C
98%);115(A-46%,G-4%,C-86%);116(A-4%,G- ;CTT;
99%);118(A-2%,T-99%);121(A-0%,T- T
100%);128(G-0%,C-100%);129(C-100%,T-
0%);130(C-4%,T-99%);131(C-1%,T-
100%);138(A-0%,T-100%);
AMPLI16 | scaffoldl | CGATTGA | TCCTTGT 36(A-7%,G-100%);37(A-7%,T-100%);38(C- G, T,;T;T | GT;T;T
90191 TAGCATT | ACGATCT | 7%,T-100%);40(G-7%,T-100%);45(G-7%,A- ACA; | A CA;
GGCCACA | GTTTCCT 100%);48(C-100%,T-7%);57(G-7%,A- C;G;A; C;G;A;
TAAT TTGA 100%);63(C-100%,T-0%);72(A-7%,G- CA;CT | CGACT
100%);75(G-7%,A-100%);78(C-99%,T- AGAT, | S AACT,
7%);80(A-100%,T-0%);90(C-100%,T-0%);96(C- | C;G/A; C;A;T;
0%,T-100%);99(G-0%,A-100%);122(G-7%,A- T;A;C; A;CG;
100%);123(G-8%,T-99%);126(C-99%,T- G;G;C; G;C;G;
8%);135(C-7%,G-42%,A-94%);141(C-7%,T- G;G;C; G;C/T;
99%);144(G-7%,A-99%);150(G-7%,C- G/T;A; G/T;A;
100%);162(A-7%,G-100%);168(G-100%,T- A;T/C,C | A;TSC,
7%);171(C-100%,T-7%);175(A-7%,G- AT/IC; | ASTIC
100%);183(A-7%,G-99%);188(C-94%,T- G;C;A G;C;A
14%);189(G-69%,T-83%);196(G-0%,A-
100%);201(G-7%,A-99%);206(A-7%,C-42%,T-
94%);209(C-100%,T-0%);210(G-7%,A-
100%);224(C-83%,T-69%);228(G-100%,T-
0%);230(A-0%,C-100%);239(G-0%,A-100%);
AMPLI16 | scaffoldd | CGCTGTG | CATGTAA | 58(A-1%,G-99%);79(C-1%,T-99%);86(C- G;T;C;C | G;T;C;C
90192 TTTCTAG | GTGATAT | 99%,T-1%);97(C-100%,T-1%);107(C-99%,T- ;CG;T,C; | ;CT;C;
TACCTAC | GTCCAAC | 4%);115(C-1%,T-99%);118(C-100%,T- T,T T/C;T/C
ACTA GAGG 1%);146(C-26%,T-87%);158(C-24%,T-90%);
AMPLI16 | scaffold5 | ACTCAGT | TATTTGG | 37(G-96%,T-18%);41(G-98%,A-15%);75(C- G;G;T;T | G;A/G;
90193 TCCCGTT [ CGACGAC | 0%,T-100%);76(C-0%,T-100%);81(A-3%,C- ;CT;T, | T,T;,C,T
TACCATA | GGGGTAT | 100%);83(G-38%,T-88%);86(G-1%,T- T;A;C;T | /GT;T;
AGAA A 100%);87(C-1%,T-100%);88(C-1%,A- ;TT;G; | A;C/TST
100%);89(C-98%,T-15%);90(C-0%,T- C;CG; ;C/T;T;
100%);93(C-19%,T-96%);99(G-1%,T- AT T;G | G;C;,C/
100%);109(A-7%,G-100%);110(C-100%,T- ATT, | GiGA;
1%);117(C-98%,G-15%);118(A-3%,G- A T;T;G/A
100%);128(G-6%,A-100%);129(A-0%,T- ;G/A;C/
100%);133(C-3%,T-100%);147(G-98%,A- T;T;A/C
9%);148(A-97%,G-12%);175(C-38%,T-
88%);176(C-7%,T-100%);184(A-88%,C-37%);
AMPLI16 | scaffoldl1 | CTATGCC | ACACAGA | 36(A-100%,T-0%);37(G-1%,A-99%);40(A- AAA; | ALAG/
90196 GATAATG | CAGATAG | 89%,G-32%);48(C-93%,T-30%);50(A-99%,T- C;AA; A;T/C;
CCAAAAA | TACTCTG | 0%);58(A-99%,G-13%);59(G-2%,C- C;G;G; A;G/A;
CCAT GAAC 100%);60(G-99%,A-13%);83(C-0%,G- C,CA;T | CG/A;
99%);88(C-98%,T-4%);90(C-93%,T-30%);94(G- | ;C;T;G; | G;C;T/C
0%,A-99%);97(A-0%,T-100%);102(C-100%,T- G;C;A; ATC
0%);114(A-3%,C-16%,T-94%);117(A-2%,G- T;--,G; | C/T;G;
100%);122(G-99%,A-13%);123(C-100%,T- G;C;C; A/G;C;
1%);134(C-0%,G-0%,A-100%);155(C-0%,T- G;C A;T;-
100%);167(A-0%,C-0%,T-16%);168(C-13%,T- /T;C/-,G
6%);170(C-1%,G-99%);171(A-0%,G- ;G;CC;
100%);180(C-100%,T-0%);193(A-0%,C- G;C
100%);209(A-0%,G-100%);210(C-99%,T-1%);
AMPLI16 | scaffold8 | TTGAGAT | AGAGGGG | 38(A-0%,G-100%);42(C-3%,T-100%);44(G- G;T;G; G;T;G/T
90199 AAAAAGC | CTTTTAT 86%,T-30%);50(C-3%,G-99%);112(C-11%,T- G;T;G ;G;T/C;
AAAGCCA | ACATTCA | 97%);129(G-100%,T-0%); G
AGTG CCAT
AMPLI16 | scaffold3 | TAAGCGA | AACAGGA | 41(A-1%,C-99%);103(C-1%,T-99%);137(G- C;T;C;,C | C;T;C,C
90200 CAAAGTT | AGATAGC | 1%,C-99%);140(C-99%,T-1%);149(G-28%,A- ;AC ;AC
GAGGTGT | ACTCCCC | 85%);168(C-99%,T-1%);
AGTA TAAT
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AMPLI16 | scaffoldl | TTCCATG | AAAGAGA | 38(A-2%,G-10%,T-96%);39(G-7%,A- T;AA; T;AA;
90201 CAAGTCC | GAACATA | 97%);41(A-100%,T-0%);42(G-1%,A- A;T;C; A;T;C;
CATAGAG | GAGGAAG | 100%);44(A-0%,T-100%);45(C-100%,T- AGA; | A;GA;
TTAT GAGG 1%);47(G-1%,A-100%);48(A-2%,G-98%);50(A- | C;G;A; C;G;A;
100%,T-1%);52(C-100%,T-1%);55(C-1%,G- T;C;A;C | T;CA;C
100%);60(G-16%,A-95%);62(A-1%,T- ;C;T;G; | ;CT,G;
100%);63(G-0%,C-100%,T-1%);64(G-0%,A- G;C;G; G;C;G;
100%);68(C-100%,T-1%);72(C-100%,T- C;C;C;C | C,CcC
0%);85(A-2%,T-100%);87(A-2%,G-99%);88(C- | ;A;T;C; | ;A;T,C;
2%,G-99%);91(C-100%,T-0%);92(A-0%,G- C;G;T; C;G;T;
100%);95(G-1%,C-100%);98(C-100%,T- A;CA; A;CA;
1%);103(C-100%,T-0%);105(C-100%,T- G;C;A; G;C;A;
2%);106(G-2%,A-100%);113(A-8%,C-10%,T- C;C;T;,C | C,C,T;C
95%);116(C-100%,T-1%);133(C-100%,T- AT;G AT G/
0%);140(A-0%,G-100%);143(C-0%,T- T
100%);146(G-1%,A-100%);149(G-0%,C-
100%);151(A-100%,T-0%);152(A-1%,G-
100%);155(G-0%,C-100%);158(G-0%,A-
100%);168(C-100%,T-6%);169(C-100%,T-
2%);171(A-1%,C-1%,T-100%);172(G-1%,C-
100%,T-1%);173(C-1%,A-100%);174(A-0%,T-
100%);175(C-0%,G-75%,T-46%);
AMPLI16 | scaffold2 | GGATGAT | TCCAGCA | 44(C-1%,T-100%);46(G-0%,A-100%);51(G- T;AA; T;AA;
90202 CAATCTA | TGAGCAG | 3%,A-100%);55(G-0%,C-100%);62(C-100%,T- C;C;G; C;C;G;
ACGGGAT | CATCTTA | 3%);64(A-1%,G-100%);66(A-2%,G- G;C;G; G;C;G;
GGTT TC 100%);74(G-3%,C-100%);75(A-7%,G- G;A;C; G;A;C;
98%);78(A-0%,G-100%);81(G-7%,A- A;C;C; A;C;C;
98%);90(C-100%,T-0%);91(G-3%,A- C,C;G; C,C;G;
100%);93(C-100%,T-3%);94(C-100%,T- C;A;C; C;A;C;
0%);97(C-100%,T-3%);121(C-100%,T- C,C;G; C,C;G;
2%);123(A-0%,G-100%);124(C-100%,T- G;G;C; G;G;C;
3%);132(G-0%,A-100%);136(C-100%,T- G;G;G; G;G;G;
0%);138(C-100%,T-5%);141(A-5%,C- A;C;G; A;C;G;
100%);144(A-0%,G-100%);147(A-3%,G- G;AA; G;AA;
100%);151(A-4%,G-100%);152(G-0%,C- T;C;A;C | T;CA;C
100%);156(A-2%,G-100%);157(A-2%,G- GGG/ | GGG/
100%);158(A-2%,G-100%);159(A-98%,T- AT,T.G | A;T.T;G
7%);163(C-100%,T-3%);171(A-2%,G-
100%);174(A-6%,G-100%);185(G-3%,A-
100%);186(C-2%,A-100%);189(C-0%,T-
100%);198(C-100%,T-2%);202(G-3%,A-
100%);205(C-100%,T-0%);206(A-0%,G-
100%);207(C-100%,T-0%);213(G-82%,A-
95%);216(C-0%,T-100%);219(C-0%,T-
100%);228(G-98%,T-7%);
AMPLI16 | scaffold2 | ATACATC | TTGACAT | 36(A-2%,G-98%);41(A-97%,G-16%);47(C- G;A;G; G;G/A;
90203 TGGTGGT | TGCTGAA | 0%,G-100%);56(G-0%,A-100%);63(A-95%,G- A;A;C; G;A;G/
ATCCGTC | AGTGATA | 19%);64(C-100%,T-0%);68(G-2%,A- A;G;T; A;CA;
AAAA CCAC 100%);74(G-98%,T-2%);78(C-2%,T-98%);79(A- | G;G;A; G;T;G;
2%,G-98%);80(A-2%,G-98%);108(C-0%,A- A;T G;AA;
100%);112(G-2%,A-98%);121(C-14%,T-100%); C/T
AMPLI16 | scaffoldl | CTGTGGC | GCTGAAG | 41(C-98%,T-20%);44(C-2%,T-98%);50(C- C;,T;C;,C | C,T;C;C
90204 TACGTCT | AAAATGA | 98%,T-2%);65(C-72%,T-81%);71(C-2%,T- /T;T;G; | /T;T;G;
ACTGAGG | GCTGTGT | 99%);74(A-3%,G-98%);97(C-0%,T-100%);99(C- | T;- T;-
AG GATA 3%,G-67%);100(C-98%,T-0%);101(A-0%,C- /G;C;C; | /G;C;C;
98%);102(C-81%,T-72%);104(C-5%,T- T/C;T;G | C/T;T;G
96%);108(A-20%,G-98%);110(G-0%,A- AAA; | AALA;
100%);113(G-0%,A-100%);114(C-0%,A- C/T,C,C | T/C;C;C
100%);115(C-85%,T-68%);118(G-2%,C-97%,T- | ;G;C/T; | ;G;T/C;
6%);123(C-98%,T-0%);124(A-0%,G-98%,T- G;T:G:T | GT,G;T
2%);125(C-81%,T-72%);131(A-5%,G- ;CIT;A; | ;C/T;A;
96%);135(C-5%,T-96%);138(A-5%,G- T,T;C;C | T;T,C;,C
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96%);140(G-2%,T-97%);142(C-81%,T- CGA; | CGA;
72%);153(A-98%,T-2%);166(C-4%,T- G;G;C; G;G;C;
96%);172(C-1%,T-100%);181(A-2%,C- A;C A;C
99%);184(C-97%,T-4%);193(C-96%,T-
4%);198(C-0%,G-98%,T-2%);203(G-3%,A-
98%);204(C-2%,G-98%);217(G-96%,T-
5%);233(C-98%,T-2%);234(G-5%,A-
96%);237(C-98%,T-2%);
AMPLI16 | scaffold2 | TGGAAAT | CTGGCTG | 55(A-95%,G-18%);72(G-99%,T-7%);74(A- A;G;C;- | G/AG;
90206 GTATAAA | GCTGTTA | 2%,C-99%);75(C-10%,T-18%);77(A-0%,G- A | C-/Ts-
TCACGAG | GGTATGT | 24%);81(C-2%,G-23%);85(C-1%,T-24%);100(A- | C;A;C; /G;-
GGGA AAT 95%,G-18%);125(C-94%,T-20%);128(A-96%,G- | C;A;T; /G;T/-,G
18%);135(C-100%,T-0%);148(C-99%,T- G;A;T; /A;C/T;
1%);149(A-97%,G-15%);167(C-18%,T- C;A;C; A/G;C;
96%);169(G-96%,A-18%,T-0%);173(G-0%,A- C C;G/A;
100%);174(C-0%,T-100%);176(G-3%,C- T/C,G/
99%);194(G-0%,A-100%);202(C-96%,G- AAT,
18%);209(C-96%,T-18%); C;A;C/
G, T/C
AMPLI16 | scaffold5 | AGTCAGT | ATCATGT | 37(C-1%,T-100%);63(G-89%,T-25%);64(A- T.G;T;A | T,;T/G;T
90207 TTCGATC | GACTGTG | 0%,T-100%);89(A-99%,T-3%);91(C-0%,T- ;T A ATA/
GAAGTAC | AGTTCGT | 100%);175(G-25%,A-89%); G
AAGA TCAA
AMPLI16 | scaffold5 | GAACAGT | GATCTTT | 39(C-35%,T-88%);40(A-1%,G-100%);48(A- T;G;G; C;G;G;
90208 TCTTACA | GAAGTCG | 13%,G-100%,T-0%);51(G-86%,A-38%);55(A- G,C,CT | A,CCT
TGTCTTC GGTTAAG | 6%,C-100%);58(G-0%,C-99%,T-6%);61(C- ;CGC; | GGG,
TGCA CG 7%,T-100%);63(C-100%,T-14%);64(A-3%,G- G;G;T; G;G;T;
100%);65(C-100%,T-1%);66(A-20%,C-0%,G- C;CGA;T | CGCA;T
98%);69(A-4%,G-100%);71(A-2%,T- ;C:G;G; | T.G;G;
100%);72(C-100%,T-13%);75(C-100%,T- C;C;C; C;C;C;
2%);80(A-100%,T-1%);84(C-17%,T-98%);85(C- | G;T;G; G;T;G;
93%,T-26%);86(A-0%,G-100%);88(A-1%,G- C;G;C; C;G;C;
100%);90(C-100%,T-9%);91(C-100%,T- G;A;C; G;A;C;
6%);93(C-100%,T-9%);94(A-7%,G-100%);96(C- | C;T;C;G | C;T;T;G
12%,T-96%);97(A-0%,G-100%);98(C-100%, T- ;C,CC; | GGG
1%);99(A-2%,G-100%);101(C-100%,T- C;G C;,G
1%);102(A-8%,G-99%);108(G-18%,A-
96%);110(C-100%,T-0%);114(A-7%,C-
100%);115(G-6%,T-100%);117(C-93%,T-
17%);118(A-1%,G-100%);126(A-2%,C-100%,T-
5%);135(C-100%,T-0%);136(C-100%,T-
1%);142(C-100%,T-11%);143(A-3%,G-100%);
AMPLI16 | scaffold2 | CCGTGGA | TACTAGT | 40(C-94%,T-6%);166(G-83%,A-26%); C;G C;G/A
90209 AGATGGT | CTTTCAC
TTCGACT | ACGTCGA
ATAT AAGT
AMPLI16 | scaffoldd | AATTATG | TCCAGGT | 39(G-84%,T-17%);42(G-1%,C-99%);44(C- G/-;C;G | T/G;C;
90210 TTCGTTTT | TCCTATA | 2%,G-100%);46(C-2%,A-99%);48(A-56%,T- AT/A; | GAST,
TGGAGCA | TATGAAC | 89%);49(C-5%,A-98%);52(C-87%,T-10%);54(G- | A;C/-;T/ | A;C;T;T
CCT GACG 12%,T-87%);56(A-1%,G-7%,T-91%);59(A- -;- ;G TS T;
12%,G-87%);64(C-0%,T-100%);65(G-0%,T- /T;G/-T | GT;G;
100%);66(A-0%,G-100%);75(A-1%,T- TG T; | CGA;
99%);79(C-2%,G-98%);80(C-93%,T-49%);81(A- | G;C/T; G;C;G;
8%,G-96%);86(G-0%,A-100%);91(A-55%,G- GAA/ | T;CG/
88%);92(C-97%,T-6%);95(G-98%,T-6%);111(C- | G;C;G; A;C;T;
5%,T-98%);112(C-89%,T-53%);115(A-81%,G- T, T/C;A | A,C/T;
69%);116(C-98%,T-2%);120(C-51%,T- /G;C;C/ | A;G;C;
91%);121(C-2%,A-98%,T-0%);124(C-81%,T- T;A;C/T | A;AT,
69%);129(G-7%,A-98%);131(A-5%,G- A;G;- G;AA;
98%);143(C-94%,T-0%);145(A-94%,T- /C;A/-; G;T;T;A
0%);152(G-47%,A-94%);154(C-4%,T- A/G;T; /G;G;G;
98%);155(A-0%,G-100%);163(G-2%,A- G:AA; | AGT,
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98%);170(G-2%,A-100%); 1 74(G-89%, T- GTT,T | G
53%);181(A-0%,C-2%, T-98%); 188(A-0%,T- :G/A;G;
100%); 189(G-80%,A-70%); 193(A-1%,G- G:AG;
99%);211(A-1%,G-99%):219(G-2%,A- T;G
100%);221(A-2%,G-100%);222(C-1%,T-
100%):231(G-100%,T-0%);
AMPLI16 | scaffold5 | GAAGCGA | CTGCTTG | 41(G-12%,A-97%,T-0%):43(G-0%,A- AAC | AAC
90211 GAGTTCT | GATCTGT | 100%);:47(C-94%,T-14%);50(C-2%,T- T,T;T;G | T,T;T;G
TCGAGTT | TTAAATA | 99%):51(C-0%,T-100%);56(C-3%,T- C:GiA; | ;C:GiA;
CAAA CGGC 100%);57(G-99%, T-12%):58(G-12%,C-99%,T- | A;C;T; | AC;T;
1%);71(G-100%, T-0%);82(G-1%,A- AAG | AAG;
100%);83(G-21%,A-87%):86(C-100%, T- GAA; | GAA;
1%):90(C-0%,T-100%);103(G-10%,A- AGG; | AGG;
97%); 107(A-98%, T-2%); 121(A-0%,G- ATG;, | ATG;
100%); 128(A-12%,C-0%,G-99%);135(G-13%,A- | C;G C;G
97%);140(G-0%,A-100%); 141(G-0%,A-
100%); 148(A-1%,G-99%); 150(A-1%,G-
100%); 152(A-99%, T-1%); 154(C-2%,G-1%,T-
99%);155(C-3%,G-100%);156(C-99%,T-
1%);158(A-13%,G-91%,T-10%);
AMPLI16 | scaffold]2 | CGACAAG | AATCTTG | 44(A-86%,T-71%):46(C-100%,T-0%);55(G- T/AC; | T/AG
90212 TTTACAG | GTTGTGG | 0%,A-100%):65(A-0%,G-100%):68(A-89%.,G- | A;G:A/ | AsG;A/
GAGGACT | AGTAAGG | 63%);72(A-0%,G-100%);74(C-0%,A- G:GA; | G:GA;
ATGT ATGA 100%);81(G-9%,A-64%, T-86%);84(A-86%,G- | A/T;G/ | A/T;A/
71%);93(A-72%,T-1%);94(C-1%,A- AASA | GASA
100%);95(G-72%, T-85%);98(C-72%,T- T/Gi- | ;T/Gs-
1%); 100(A-1%,G-71%);101(C-0%,T- /C;G/~T | /C;-
100%); 106(A-86%, T-72%);107(C-1%,T- T/AT; | IGTSTY
100%); 140(G-0%,A-100%); A AT:A
AMPLI16 | scaffold2 | TAGAAGA | TTCTATT | 44(G-7%,C-100%,T-0%);47(C-100%,T- C,CTiC | CCTiC
90213 CTTGATC | AATTCAA | 0%):61(C-3%,T-97%);62(C-100%,T-0%);65(A- | ;A/C;T; | ;C/AT;
ATAGGCG | ACGAGCC | 69%,G-0%,C-100%);66(C-0%,T-100%):67(C- | T;C;C;C | T;C;C;C
CTAC GAGC 1%, T-100%);69(A-0%,C-100%, T-0%); 72(C- T:AC; | OTA;
100%, T-3%);73(C-100%, T-4%); 74(C-22%,T- T;T;- C;T;T;T
92%);77(A-98%, T-6%);81(A-8%,C-100%,T- IACC; | -CCT
1%):82(C-3%,T-97%);85(C-1%,T-100%):87(A- | T;T;C;C | ;T;C;T;
79%,T-31%):88(C-100%, T-1%);92(G-3%,C- ITAT; | ATT:G
97%);95(C-2%,T-98%);100(C-2%,T- T;G;T/C | ;T/C;T;
98%);103(C-100%,T-8%);106(C-82%,G-0%,T- | ;TiT;A; | T:AC;
87%);115(C-2%,A-100%); 118(C-2%,T- cGe | Ge
98%);124(C-1%,G-2%,T-100%); 127(A-0%,G-
100%); 130(C-70%,T-100%); 134(C-2%,T-
98%);151(C-3%,T-97%);169(G-0%, A-
100%);175(C-99%, T-1%);178(C-0%,G-
100%);181(C-98%,T-2%);
AMPLI16 | scaffoldd | GGTTCGT | CAGTACA | 38(C-16%,T-93%);52(A-0%,G-100%);71(C- T;G;C;C | C/T;G;C
90218 AACTGGT | ATGCATG | 100%,T-0%);121(C-99%,T-1%);123(A-1%,C- .C .C;C
CTATTTG | TGTTCGA | 99%);
CATT GTAG
AMPLI16 | scaffoldl | TTGAGAG | GATGATG | 37(G-100%,T-6%):39(A-0%,C-100%);61(G- G:CA; | GiCA;
90221 AACACTC | GCTCCCT | 3%,A-99%);71(C-97%,T-10%);72(A-1%,G- CiG:A; | C;G;G/
CTCGCTT | CTAAAGA | 99%):81(A-94%,G-21%):89(A-94%,G- AAG; | AG/A;
AATC GATG 21%);90(G-1%,A-100%);95(A-0%,G- G:G:A; | AGG;
100%);101(G-97%,T-11%);114(G-100%,T- AGA; | GT/A;
0%);121(A-99%, T-13%);123(A-96%,T- AGG; | ATC/
17%);139(G-87%,C-34%);155(G-1%, A~ CAT | GAA;
100%);157(C-1%,A-100%);160(A-1%,G- G;T/G;
99%);162(G-99%, T-12%);174(C-91%,T- C/T;A;T
23%);176(G-6%,A-100%):212(C-1%,T-100%);
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AMPL16 | scaffoldl | CAATGAT | GAGAACC | 37(C-11%,G-1%,T-93%);39(C-98%,T- T,C,G;T | T;C;G;T
90222 GCACATA | ATGTTAT | 2%);41(A-0%,G-100%);48(C-19%,T- ;T;C;G; ;T;C;G;
TCAGTCG | CCCGCTT | 90%);52(A-1%,T-100%);57(C-100%,T- C,C,G;T | CC.GT
GTAC CTC 0%);59(C-0%,G-100%);62(A-0%,C- ;GGG | GGG
100%);65(C-99%,T-1%);73(A-1%,G-99%);84(C- | C;C;G;T | C;C;G;T
0%,T-100%);86(A-0%,C-100%);87(A-0%,G- JCGAT, JCGAT,
99%);92(C-100%,T-0%);95(A-1%,C-100%,T- AGT; AGT;
0%);101(C-99%,T-1%);102(A-0%,G- G;C;A,; G;C;A,;
100%);103(G-0%,T-100%);109(C-99%,T- C;,C,T;C | C,CT;C
1%);110(G-19%,A-91%);113(G-1%,T- ;GG T; ;GG T;
99%);114(G-1%,A-99%);116(G-100%,T- A;CA; A;CA,;
0%);121(A-2%,T-99%);123(C-1%,G- T;T;G;A | T;T;G;A
99%);127(C-99%,T-3%);128(C-2%,A- ATC ACIT,
98%);129(A-0%,C-100%);131(A-0%,G-1%,C- G;C;G C;G/A,;
98%);137(C-0%,T-100%);145(C-99%,T- C,G
1%);148(C-100%,T-0%);155(G-99%,T-
1%);160(C-1%,T-99%);162(G-3%,A-
99%);168(G-0%,C-100%,T-0%);173(G-10%,A-
95%);178(A-2%,T-98%);179(G-2%,T-
98%);180(A-8%,G-97%);181(C-2%,A-
98%);198(G-1%,A-98%);202(C-27%,T-
83%);208(C-100%,T-0%);209(A-12%,G-
96%);215(G-0%,C-100%);217(A-0%,G-100%);
AMPL16 | scaffoldl | CTAGCTG | TAGGTCG | 40(C-1%,G-99%);41(G-4%,A-98%);43(A- G;AA; G;AA;
90223 CAGTGTC | GAGGACT | 100%,T-2%);44(C-5%,A-97%);45(A-1%,T- AT,CT | A;T;C.T
GATATTT CTTGTCG | 99%);47(C-100%,T-0%);50(C-9%,T-99%);51(G- | ;A;C;G; | ;A;CG;
TGG 2%,A-100%);52(A-3%,C-99%,T-1%);53(A- T;,C,G;T | T;C,G;T
0%,C-1%,G-100%);55(C-0%,T-100%);56(C- ACG; | ACG
99%,T-2%);57(A-1%,G-100%);59(A-0%,C- C;T;T/C | C,T;C;T
0%,G-0%,T-100%);61(G-5%,A-100%);62(C- ;T;T;G; ;T,G;T;
100%,T-0%);63(C-3%,G-98%,T-4%);64(C- T;G;G; G;G;A;
100%,T-0%);66(C-1%,T-100%);69(C-94%,T- A3A;G; A;G;C;
49%);70(G-3%,T-97%);71(C-7%,T-98%);73(A- C;G;A; G;A;G;
2%,G-100%);75(C-1%,T-99%);76(G-99%,T- G;T/C;T | T;T;C;G
1%);78(A-0%,G-98%,T-1%);80(G-0%,A- CGA; | A CT,
100%);81(G-0%,A-100%);82(G-100%,T- C,T,G; G;,G;T;T
0%);85(C-100%,T-0%);86(A-0%,G- G;T;T;A | ;A;C;C;
100%);87(G-6%,A-100%);90(A-0%,C-0%,G- CGA; | AAC
100%);91(C-47%,T-95%);94(C-0%,G-1%,T- A;CG; G;,G;T;T
99%);95(C-99%,T-1%);96(G-100%,T-0%);97(C- | G;T;T;C | ;C;G;G;
4%,A-98%);98(C-100%,T-1%);99(C-1%,T- :G;G/T; | GG;T;
99%);101(A-8%,G-97%);102(C-0%,G- G;G;T; C;G;G;
100%);106(C-1%,T-99%);107(C-1%,T- G/C;G; G;G;G;
99%);108(G-2%,A-98%,T-5%);109(C-97%,T- G;G;G; A;G/A,
7%);110(A-0%,C-99%,T-4%);112(G-0%,A- A/GA; T;AA;
100%);113(G-1%,A-99%);114(G-0%,C- G;T;A/ AAA;
100%);116(A-4%,G-99%);117(A-2%,G- G;A A/ | AGG;
100%);118(A-0%,T-100%);119(G-0%,T- C,AA; T,T;T;T
100%);125(G-2%,C-100%);126(C-1%,G- A;G;G/ ;G;C
99%);129(A-0%,G-97%,T-46%);130(A-0%,G- AT, T/C
100%);131(A-0%,G-100%);132(G-2%,T- T, T;A/
100%);134(G-41%,C-97%,T-1%);135(A-1%,G- G;C

98%,T-2%); 136(A-1%,G-100%); 137(A-2%,G-
100%); 143(A-0%,G-100%); 148(A-48%,G-
93%);149(G-1%,A-99%);153(G-96%,A-
18%);154(C-2%,T-98%);156(G-46%,A-
96%);157(C-5%,A-99%,T-0%); 160(C-45%,G-
23%,A-86%);162(G-1%,A-100%); 167(G-1%,A-
100%);168(G-0%,A-100%); 169(A-0%,G-
100%); 170(A-48%,C-6%,G-93%);173(A-0%, T-
100%);174(C-56%,T-93%);182(C-1%,T-
100%);184(A-0%,T-100%): 185(A-46%,G-
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95%); 186(A-2%,C-99%);

AMPLI16 | scaffold5 | TAGCTAT | GTGTTCA | 48(C-100%,T-2%);60(A-0%,G-100%);63(A- C;G;G; C;G;G;
90225 GGATGAG | TAGGCTG | 0%,G-100%);69(A-0%,G-100%);72(A-0%,T- G;T;G; G;T;G;
GATCTGC | GTCGAAA | 100%);75(A-2%,G-99%);85(G-2%,A- AACT | ALAA;-
AAAT TTG 100%);86(G-0%,A-100%);88(C-48%,A-94%,T- As-/A;- | /A;-
1%);94(G-3%,A-77%);97(C-77%,T-5%);105(G- | /C;T;T; | /C;T;G/
0%,T-100%);108(G-12%,T-100%);115(G- A/G;A; | T;A/G;
80%,A-76%);116(G-0%,A-100%);120(G-0%,A- | A;ATT | AsAGA;
100%);122(C-0%,G-1%,A-99%);125(G-0%,T- AAG; | T,T,AA
100%);126(C-0%,G-0%,T-100%);127(G-9%,A- T,T;G;C | ;G;T;T;
100%);128(G-0%,A-100%);133(A-0%,G- GTA; | GGG,
100%);136(A-0%,T-100%);137(A-0%,T- A;T;G; T;A;A;T
100%);160(A-4%,G-100%);165(C-100%,T- AAC ;GA/G;
0%);166(A-10%,G-99%);171(C-0%,T- C;C;C;C | A;CC;
100%);181(A-100%,T-1%);183(C-0%,A- C;C;C
100%);195(C-0%,T-100%);196(A-0%,G-
100%);202(G-36%,A-90%);217(G-0%,A-
100%);224(C-100%,T-0%);225(C-100%,T-
0%);226(C-100%,T-1%);229(A-0%,C-100%,T-
2%);232(G-0%,C-100%);
AMPLI16 | scaffold8 [ TTCAACT | AAGTTGA | 36(G-5%,C-99%,T-1%);41(C-7%,T-99%);57(A- | C;T;G;C | C;T;G;C
90227 AGATGCC | CGGTTGT | 10%,G-96%);66(C-99%,T-5%);67(C-4%,G- ;G;CC; | GGG
AAACTTT | AGCAGAA | 98%);74(C-100%,T-0%);78(C-99%,T-6%);79(A- | G;T;C; G;T;C;
CTGA TATG 1%,G-100%);82(C-17%,T-93%);99(C-96%,T- G;A;C; G;A;C;
10%);100(A-0%,G-100%);102(A-99%,T- T,G;C;T | T;G;,C;T
5%);106(C-99%,T-5%);115(G-1%,T- :GT,G; | ;GT;G;
100%);124(A-5%,G-99%);127(C-98%,T- C;C;,T C;C;,T
3%);132(C-25%,T-84%);133(A-6%,G-
98%);142(C-7%,T-97%);144(A-5%,G-
99%);151(C-100%,T-0%);160(C-100%,T-
0%);162(C-8%,T-99%);
AMPLI16 | scaffold8 | AATCAGA | TCTCTTC 40(C-1%,T-99%);42(A-0%,G-100%);47(G- T;G;A; T;G;A;
90228 TGCGAAA | GAAGTTC | 4%,A-96%);50(A-1%,G-99%);54(C-25%,T- G;T;C; G;T/C;C
TCACAAG | ATCCTGT | 88%);55(A-1%,C-99%);56(A-0%,G- G, T;T;T | ;G;T;T;
GTAC TGAA 100%);58(C-4%,T-96%);62(G-0%,T- ;T;T;G; | T;T;T,C
100%);63(C-0%,T-100%);67(C-0%,T- C;C;C; /G;T/C;
100%);70(G-2%,T-98%);71(C-21%,G- A;GC; C,CA;
92%);72(C-85%,T-32%);73(C-98%,T-2%);75(C- | A;T;T;C | A/G;C/
98%,T-2%);77(G-0%,A-100%);80(A-20%,G- GALA; | ALATT
92%);82(A-20%,C-92%,T-0%);83(G-2%,A- T;G;C; ;CT/G;
98%);84(A-6%,C-0%,T-98%);85(G-0%,T- G;A;T; AAT,
100%);86(C-100%,T-0%);88(A-0%,G-92%,T- G;G;A; | G,C,G;
20%);90(C-4%,A-100%);91(C-0%,A- A;CA; A;T/C;
100%);93(C-1%,T-100%);105(A-0%,G- T;AAT | GGA;
100%);120(G-0%,C-100%);126(A-1%,G- ;C,CA G/A;C;
100%);135(G-4%,A-96%);138(C-24%,T- G/A;T;
89%);140(A-0%,G-100%);147(A-0%,G- AAT,
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100%); 156(G-4%,A-96%); 157(G-32%,A- C,CA
85%);158(C-100%, T-0%);162(G-25%,A-
88%);164(C-0%, T-100%); 172(G-0%,A-
100%); 183(A-100%, T-0%); 192(C-0%,T-
100%); 198(G-2%,C-98%);203(C-100%, T-
0%);207(G-0%,A-100%);
AMPLI16 | scaffold5 | CTCATCC | AGACACA | 41(C-3%,A-98%):61(G-97%,A-9%);79(A-0%,G- | A;G;G; | A;A/G;
90229 AAATTCC | AGAAAGA | 100%);93(A-1%,C-99%);110(G-0%,C- GGG | GCiC
AAGATGA | GATGCTA | 100%);115(C-98%,T-7%);149(A-83%,C- AGC; | GA/C
TGCA ACGA 33%);154(G-97%,C-9%); 162(C-96%,T- C G/C;C;
5%);166(A-1%,C-99%); C
AMPLI16 | scaffoldl | GTATCAT | CCAATGC | 96(C-22%,T-80%);105(G-65%,A-90%);111(C- | T/~G/A; | -
90230 GTCAAAG | CATCGGT | 0%,T-100%);123(A-61%,T-93%);130(A-90%,T- | T;A/T;A | /T;G/A;
GAGGTGA | TTGTAGA | 64%);133(G-1%,A-100%);155(C-0%,G- IT;AG; | T;A/T;A
AACG AATA 100%);177(A-1%,G-100%); G IT;A;G;
G
AMPLI16 | scaffoldl0 | AAGGTCA | ATTGCCT | 41(G-99%,T-1%):42(C-2%,T-98%);67(A- GTAT | GTAT
90231 AGATGAA | TTAGGAA | 97%,T-1%);68(C-16%,T-92%);78(G-97%,T- :GiGiA; | GiGA;
ACACAGC | GCTGCCT | 1%):83(A-2%,G-98%):85(G-3%,A-97%):93(C- | T;C;=~- | T;C;-
AAAT ATTT 1%, T-100%); 102(C-99%, T-1%); 109(A-0%,G- MW ¢ty yAS
29%);110(A-10%,C-0%,T-24%);112(A-10%.,G- | -G;T;C; | /G;-
24%);115(G-29%,T-1%); 117(A-0%,T- GC;G; | /GiT/--
29%);119(C-29%, T-0%);122(C-29%,T- ATG; | /C;-
1%); 124(C-29%,T-0%); 128(A-0%,G- CAC; | /G0l
29%);136(A-0%,G-100%);137(G-1%,T- ATA; | /GG;T;
99%);146(C-99%, T-10%);147(A-0%,G- GGG | GGG,
100%); 148(C-100%,T-0%); 149(C-3%,G- CiG:A; | GiG/A;
97%);154(A-98%,G-9%); 157(A-0%,G-0%, T- CGAT | TiGC;
97%);159(A-2%,G-98%); 160(C-100%,T- AGA;
0%);163(G-1%,A-100%);165(C-100%,T- T;A;C;C
0%);166(G-10%,A-99%);170(C-10%,T- :G;C;G;
99%);177(G-10%,A-99%);178(A-0%,G-1%,C- AGA;
96%, T-12%);180(C-99%,T-0%); 186(C-2%,G- T
98%);195(G-0%,C-100%);204(A-1%,C-10%,G-
96%);206(C-0%,A-98%):208(A-17%,C-
93%);210(C-0%,A-98%);211(C-0%,T-98%):
AMPLI16 | scaffold2 | TTTGAGG | TCAATGT | 46(A-6%,C-100%);47(C-59%,T-91%):62(G- CT;G;T | C;C;GiT
90233 ACGATAG | CTCATCG | 100%,T-0%);68(C-1%,T-100%);69(A-100%,T- | ;A;A;C; | ;A;G/A;
GACTCCT | GTCAATC | 0%);77(A-96%,G-14%):80(C-100%,T- AGA; | GACT
TTTT TCAT 1%):89(G-0%,A-100%);90(C-99%, T- GGG | AAC
48%);91(G-1%,A-100%);96(A-48%,C- G:G:G; | CA/G;-
99%);102(A-0%,C-100%);103(G-96%,A- GAT, | /GAG;
14%);122(A-3%,G-98%); 158(G-91%,A- C A/GA;
59%);183(C-3%,G-99%); 185(G-96%,A- T;C/G
14%):197(G-6%,A-100%);212(C-3%,T-
99%);213(G-48%,C-99%);
AMPLI16 | scaffoldd | CTAGCAA | TTTACTA | 39(C-0%,T-100%);53(G-93%,T-54%);61(C- T;G/T;C | T;G;T/C
90234 CTGTGTA | TCAAGGA | 79%,T-81%);66(C-8%,T-93%);84(C-95%,T- /T;- T;C;T;
GTCGTAC | GTTGGCA | 50%);116(C-54%,T-93%);127(A-54%,G- ITSTIC; | GiTiCs
TAGG ATGG 93%);128(G-54%,T-93%); 140(C-100%,T- T/IC;G/ | AAC
0%);169(G-4%,A-99%); 189(G-8%,A- AGIT;
100%); 198(C-100%,T-0%); CiAA;
C
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AMPLI16 | scaffold7 | AAGGGGA | CGACACT | 36(G-2%,T-98%);38(A-1%,G-100%);39(G- T;G;C; T;G;C;
90235 AAATGAA | GTTCTTC 2%,C-98%);45(A-2%,G-98%);52(G-5%,T- G;T;G; G;T;G;
GAGGATA | CATCTTT 98%);57(A-0%,G-100%);62(A-1%,G- G;G;G; G;G;G;
GTGT GTTA 100%);67(A-5%,G-98%);73(A-4%,C-2%,G- G;C;T; G;C;T;
97%);80(G-99%,T-3%);84(A-0%,C-100%);91(C- | G;G;G; G;G;G;
2%,T-98%);95(A-2%,G-99%);100(A-1%,G- T.:G;A; T.:G;A;
100%);101(A-2%,G-99%);103(G-35%,T- C;C;G; C;C;G;
96%);111(A-7%,G-99%);117(G-2%,A- C;G;C; C;G;C;
99%);139(C-100%,T-0%);143(C-100%,T- G;C;G; G;C;G;
1%);145(A-0%,G-100%);146(C-98%,T- C;G;C; C;G;C;
3%);147(A-0%,G-100%);152(C-100%,T- C;CA; C;CA;
0%);153(A-3%,G-99%);154(A-0%,C-98%,T- C;A;G; C;A;G;
2%);155(A-3%,G-99%);163(C-100%,T- C;G;C;,T | C,G,C,T
0%);164(A-0%,G-100%);167(C-96%,T- T;AT, T;AT,
0%);170(G-0%,C-96%);174(C-91%,T- C;T,G; C;T,G;
5%);175(G-19%,A-82%);178(G-1%,C- A A
100%);181(G-2%,A-99%);182(A-5%,G-
97%);191(C-100%,T-1%);192(A-0%,G-
100%);199(C-100%,T-0%);202(C-1%,T-
100%);208(C-1%,T-100%);215(G-47%,A-
88%,T-0%);218(C-0%,T-100%);220(C-97%,T-
5%);223(A-4%,T-98%);224(A-1%,G-
100%);225(C-0%,A-100%);
AMPLI16 | scaffold8 | TGGCAGA | CGCAACA | 99(A-5%,G-98%);115(A-0%,G-100%);127(C- G;G;A; G;G;A;
90238 AAAACTA | CAACAAG | 13%,A-94%);135(C-5%,T-98%);157(C-94%,T- T,C,G T,C,G
TGCCAAT | GAAATAC | 12%);215(A-0%,G-100%);
TTCT ATTC
AMPLI16 | scaffold5 | CAACAGT | TACTTCT 43(C-36%,T-83%);46(A-2%,T-100%);48(A- T.T;C;C | T/C;T;C
90240 CAAGTTC | TCATTCC 1%,C-100%);53(G-36%,C-83%);60(A-1%,G- :GGA; | C/G;G/
AGTGGTA | TGAGACC | 83%);68(C-83%,T-36%);71(G-3%,A-98%);74(C- | C;T;A;T | -;C/T;A;
GTTC AAGG 83%,T-36%);102(C-36%,T-83%);114(A- :G;A;C; | T/C;T/IC
100%,T-0%);132(C-36%,T-83%);135(A-36%,G- | G;C;G; AST/C
83%);138(G-1%,A-100%);146(C-100%,T- C A/G;A,;
0%);174(A-36%,G-83%);180(C-83%,T- C;A/G;
36%);198(A-2%,G-100%);216(C-100%,T-1%); T/C;G;C
AMPLI16 | scaffold5 | GGAACAA | TTCATTT 55(C-34%,T-86%);56(G-9%,A-98%);57(A- T:A;C; C/T;A;C
90241 TAATAAC [ ATAGGCG | 9%,C-98%);69(A-100%,T-0%);82(G-3%,C- A;C;T;C | ;A;C;T/
TTCTGCG [ CGACAAA | 100%);91(G-12%,T-95%);92(C-95%,A- CGAT, | GA/C,
GGAA AGAC 12%);93(C-95%,T-12%);146(G-0%,A- G,C,T T/C;A;C
100%);169(C-34%,T-86%);193(A-1%,G- /T;G;C;
100%);209(C-99%,T-2%);221(A-34%,T-86%); A/T
AMPLI16 | scaffold10 | GAGAAGA | CATACCT | 36(A-18%,T-94%);42(A-1%,G-100%);46(G- T.:G;A; A/T;G;
90242 CTCATCG | CCCTCTC 3%,A-99%);49(G-3%,A-99%);59(C-2%,A- A;AC; AAA;
GACACTT | TTCACAA | 100%);64(C-100%,T-0%);66(G-1%,A-99%,T- A;GA; C;A;G;
CTTC GAC 2%);67(G-100%,T-0%);69(G-1%,A- AT, T;T | A;AT,T
100%);71(G-3%,A-99%);75(C-0%,T- T;G;C; | /G;T;T;
100%);78(G-21%,T-92%);79(C-3%,T- C,G;C;T | G;C,C;
99%);80(C-3%,T-99%);81(A-2%,G-100%);85(C- | ;C;T;A; | G;C;T/C
99%,T-3%);88(C-99%,T-3%);92(G-100%,T- T.C;T;A | ;CT;A;
3%);94(C-99%,T-3%);98(C-18%,T-92%);105(C- | ;A;C;C; | T/G;C;C
100%,T-2%);107(C-3%,T-99%);110(C-3%,A- C;T;A;C | /T;A/G;
99%);115(G-18%,T-92%);117(C-99%,T- ACA; | AT/ICC
3%);125(C-21%,T-92%);127(A-92%,G- G;C;C; ;CTA;
17%);132(G-3%,A-99%);141(C-92%,T- G;T;A; C;A;G/
18%);145(A-0%,G-5%,C-100%);156(C-100%,T- | A;A;C; C;A;G;
2%);157(C-1%,T-100%);160(A-100%,T- A;C C/A;A/
0%);165(A-1%,C-100%);168(G-5%,A- C;G;T/C
100%);172(C-95%,G-17%);174(C-1%,A- ;G/A;G/
100%);180(A-0%,G-100%);181(C-95%,A- AA/G;
17%);182(C-95%,A-17%,T-1%);183(A-0%,G- C;A;C
100%);191(C-17%,T-95%);203(A-92%,G-
20%);207(A-92%,G-20%);208(A-92%,G-
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20%);210(G-2%,C-100%):211(G-3%,A-
98%):224(C-100%,T-0%);

AMPLI16 | scaffoldl | AGTGTAT | GTATGGA | 47(A-2%,C-98%);61(G-4%,A-96%);63(G-0%,T- | C;A;T;T | CA;T;T
90243 CGCCCAT | TGAAATC | 100%);65(G-6%,T-100%);66(C-2%,A- ATG; | A TG
CTCAATC | GCGCGG 98%);68(C-4%,T-96%);70(A-2%,G-98%);71(A- | G;T;A; G;T;A;
TTTA 2%,G-98%);72(C-0%,T-100%);73(C-0%,A- A;T;G; A;T;G;
100%);75(G-3%,A-99%);76(C-1%,T- G;G;C; G;G;C;
100%);77(A-2%,G-98%);79(A-2%,G- T;T/C;C | T;T/C;C
99%);83(A-0%,G-100%);90(C-100%,T- T;GA/ | T;G;A/
1%);92(C-0%,T-100%);93(C-70%,T- G;C,C;T | G,C,C,T
84%);100(C-98%,T-2%);101(A-0%,T- ;C/AC; | ;A/CC;
100%);107(A-0%,G-100%);113(G-86%,A- C;C;G; C;C;G;
66%);117(C-100%,T-1%);129(C-100%,T- A;C;T;- | A;CT;
0%);130(C-0%,T-100%);131(A-86%,G-4%,C- /A;C/-; A/-Cl-;
62%);140(C-99%,T-1%);141(G-0%,C- A;CA; A;CA;
100%);142(C-100%,T-0%);145(A-0%,G- T,C/G; T,G/C;
99%);147(C-0%,G-1%,A-100%);149(G-9%,C- A;C;C; A;C;C;
98%,T-2%);153(A-2%,G-2%,T-96%);155(G- G;A;T; G;A;T;
1%,A-71%);163(C-69%,T-2%);165(G-0%,A- C;C;C C;C;C
100%);170(C-100%,T-0%);171(G-2%,A-
99%);172(C-0%,T-100%);176(C-84%,G-67%,T-
4%);177(G-0%,A-100%);182(C-100%,T-
1%);194(A-0%,C-100%);198(A-6%,G-
100%);200(G-0%,A-100%);201(G-0%,T-
100%);203(A-4%,C-96%);220(C-100%,T-
1%);224(C-100%,T-0%);
AMPLI16 | scaffoldll | TTCCTGG | GTCCATG | 48(A-88%,G-34%);51(G-2%,A-98%);54(C- A;AC; G/AA;
90244 ATAGAGA | TGTGTAT | 97%,T-7%);57(C-98%,T-6%);60(A-6%,G- C;G;C;T | C,CiG;
AATGGCA | ACGGAAC | 98%);63(G-0%,C-98%,T-16%);66(G-1%,T- ;CGAC, | CTCG
GAAT TCT 99%);69(G-6%,C-98%);72(A-89%,G- T.T;T;T | /A;C;T;
32%);73(A-0%,C-100%);78(C-21%,T- T;A;G; | T;T;TT
93%);82(C-2%,T-99%);90(C-2%,T-98%);102(C- | T;G;C; ;G/A;G;
1%,T-100%);105(C-1%,T-99%);111(A-95%,G- A;GA,; C/T;G;C
19%);115(G-100%,T-1%);123(C-23%,T- C;C;C;C | ;A;G/T;
91%);124(C-2%,G-98%);126(C-98%,T- C,CA; | ACC;
2%);138(G-2%,A-98%);144(A-12%,G-94%,T- C;G;C; C;C;C;C
9%);147(G-0%,A-100%);148(C-100%,T- C;T;A; AGA/C
0%);150(G-1%,C-100%,T-0%);159(C-100%,T- G G,C,CT
0%);162(C-99%,T-3%);168(C-100%,T- AG/A

0%);171(C-100%,T-0%);172(G-2%,A-
98%);180(C-91%,A-21%,T-5%); 189(A-0%,G-
98%);192(C-98%, T-7%); 198(C-98%,T-
7%);199(C-5%, T-100%);201(G-1%,A-
100%);210(C-1%,G-100%,A-9%);
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AMPLI16 | scaffoldl2 | GGGATCA | GGTGAGC | 37(C-100%,T-0%);43(C-100%, T-1%):44(C- C;C;CiC | C;CCiC
90245 TCTCTAT | AGCCAGA | 100%,T-1%):46(G-0%,C-99%,T-2%):47(G- T:GA; | T:GA;
ACGGCTC | CTATGAA | 0%,T-100%);48(A-3%,G-99%);51(C-1%,G- CiG;G; | C;G:G;
TTC G 1%,A-100%, T-0%);52(G-1%,C-100%);53(A- A/GG; | AGG;
0%,C-0%,G-100%, T-0%);54(C-1%,G- Gi=A;- | G/~AG
100%);55(C-1%,G-46%, A-77%);56(A-0%,G- IAG;G/ | /-G;G/
100%);57(A-1%,G-100%);59(A-0%,G- AC- | ACGT;
19%):62(G-2%,A-99%):63(A-47%,G- IT;G-A | GAA;
17%):68(A-0%,G-100%);70(G-70%,A- AGIA; | A/GC;
74%);72(C-100%, T-0%);80(C-1%,T-76%):82(A- | C;G/A; | G:G:C;
0%,G-76%);85(G-0%,A-100%);91(A-100%,T- | G;C;C; | C;C;T;C
0%);100(G-69%,A-72%);101(C-100%,T- C;T;C/T | ;C;CiG;
1%); 1 18(A-49%,C-6%,G-76%);120(G-100%,T- | ;C;C;C/ | C/G;G;
3%);126(G-0%,C-100%); 129(G-0%,C- G,C/T; | AGIT;
100%);133(C-100%,T-0%); 134(C-8%,T- GAG/ | AsAGA;
99%);136(G-7%,C-76%, T-46%);139(C-100%,T- | T:A;A; | T;G;A;T
0%);144(C-100%,T-0%);145(C-66%,G- AGT; | :GCT;
73%);148(C-66%,G-15%,T-66%);155(A-3%.,G- | GiAA/ | G:CiG;
99%);159(G-1%,A-100%); 160(A-1%,C-0%,G- | T;G;C;T | C/T;T;T
70%,T-68%);161(G-3%,A-100%);172(C-2%,A- | ;T/G;C; | ;T:G/A
100%);175(G-59%,A-74%);176(C-3%,T- G;C/T;T
99%);178(G-100%,T-1%); 181(G-0%,A- T;T;G
100%); 184(A-47%,T-77%);190(A-0%,G-
100%);193(C-99%,T-9%);199(C-0%, T-
100%):201(G-76%, T-52%);202(C-100%,T-
0%);205(A-2%,G-100%);208(C-75%,T-
67%);211(C-0%, T-100%);212(C-16%,T-
97%):213(G-0%, T-100%):214(G-99%,A-9%):
AMPLI16 | scaffold7 | AGTGGGA | AATAATG | 34(C-2%,T-99%);46(C-100%,T-0%);65(C- T:C;G;T | T;C;G;T
90246 ATAGTTG | CGGCTAT | 6%,G-97%);67(G-0%,T-100%);68(A-15%,G- GiCA; | GiCA;
CATTGGA | AGACAAG | 89%):97(C-100%,T-0%);98(G-9%,A- GG:T; | GGT;
GG GCTA 94%);104(A-7%,G-96%); 1 13(A-6%,G- CAC; | GAC;
96%);114(C-15%,T-90%);135(A-0%,C- GC:G; | G:CG;
100%); 136(G-15%,A-90%); 138(C-95%,T- T,CGA | T,CGA
7%);172(C-7%,G-95%); 185(A-0%,C-
100%);192(C-16%,G-89%);194(C-16%,T-
89%);205(C-100%, T-0%):206(G-16%,A-89%);
AMPLI16 | scaffold5 | GAAGCTA | CACTGTT | 42(A-3%,C-98%):46(A-5%,C-4%,G-94%):47(C- | C;G;G; | C;GiG;
90249 AAGGACC | ACTCAAT | 5%,G-97%):48(A-5%,G-93%);77(G-0%,A- GAA; | GAA;
TTACATC | GTCATCT | 100%);90(G-0%,A-100%):91(G-0%,A- ATC | ATC
ATGC GCAC 100%);97(A-1%,T-99%); 115(C-99%, T- G G
2%);131(A-0%,G-100%);
AMPLI16 | scaffold8 | ATTCTTG | GAGTATC | 52(A-14%,C-96%);83(G-8%,T-98%);101(C- CT;T,C | GT;T,.C
90250 TTTACGT | AATCCTC | 1%,T-100%);112(C-99%,T-2%);131(C-0%,T- TAA; | TAA;
CGTTGAA | TTCTCGA | 100%);138(G-8%,A-98%);139(A-100%,T- T;ACT | T/C;T/A
TCGA CGAG 0%);141(C-8%,T-100%); 146(A-97%,T- ACA; | CTiA;
18%);147(C-100%,T-0%); 1 78(A-0%, T- T:A:G; | CA/G;
100%); 194(G-7%,A-99%);195(C-100%, T- ACGT | TAG;
1%):196(G-21%,A-91%); 198(A-2%,T- AT
97%);199(G-13%,A-96%):206(C-9%,G-
98%);213(G-0%,A-100%);214(C-100%, T-
0%);224(C-2%,T-99%);
AMPLI16 | scaffold8 | ATGGTCA | TGGCAGT | 38(G-5%,A-99%):40(C-8%,A-97%);50(G-3%,C- | A;A;C; | AAC;
90251 GAAGACG | TACAAAG | 98%):56(G-3%,T-98%):62(G-7%,T-97%);74(C- | T;T;T;C | T;T;T;C
ATTCATG | ACTTTGA | 3%,T-98%);77(C-98%,T-3%):83(G-3%,A- AGiG; | AGG;
TAGA CATC 98%);87(A-0%,G-100%);94(A-0%,G- GT:G; | GT;G;
100%);95(G-91%,T-17%);104(C-9%, T- AAC | AAC
94%);131(A-7%,G-97%);152(G-3%,A- G:G:C; | GGG
98%);155(A-99%,T-5%);157(C-100%, T- C,C C,C
0%);170(A-5%,G-99%);171(A-5%,G-
99%);173(C-99%, T-5%);174(C-97%,T-
8%);175(C-97%,T-8%);
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AMPL16 | scaffold8 | ATTTCGT | TTATTGA | 55(C-0%,A-100%);72(C-100%,T-0%);84(A- ACT; | AGT;
90252 CAACAGA | GTGCGGG | 1%,T-99%);100(C-1%,G-99%);110(G-1%,A- GAA; | GAA;
ACATTGG | GATCAAG | 99%);118(A-99%,T-1%);135(G-100%,T- GCA; | GiCA;
CATC AG 0%);139(C-99%, T-1%);145(C-1%,A- C C
99%);212(C-99%,T-1%);
AMPLI16 | scaffold5 | TTGCCAG | GAGACAC | 44(G-7%,A-94%);55(C-100%,T-0%); 101(C- ACC; | AGC
90253 GTACATC | TCTATGG | 91%,T-12%);110(G-12%,A-91%);128(C-4%,G- | A;G:G; | A;G:G;
TCTAAAT | GCAACAA | 98%);146(A-12%,G-91%);183(C-12%,A- ATC | ATC
CCTC TTCT 91%);201(C-4%, T-98%);214(C-98%,T- A A
3%):230(G-9%,A-94%);
AMPLI16 | scaffold8 | CGTACGT | CCAGATT | 44(A-7%,G-100%);50(A-33%,T-86%):55(G- GTA; | GATT;
90254 CTTCATT | CTCGACG | 0%,A-100%);80(C-26%,G-94%):81(G-98%,T- | G:G:C; | AiGT/
ATTGGTG | TTGTCCA | 12%):96(G-23%,C-92%);102(G-9%,A- ACC; | GiC/G;
ACTG AG 99%);112(G-24%,C-96%);114(C-99%,T- G:CT;T | A/G;C/
3%);115(A-7%,G-100%);119(C-100%,T- :G:,CT; | G,CiG;
4%);125(C-0%, T-100%); 130(A-3%,T- GCC; | GT;T,C
99%);145(C-33%,G-86%);153(G-9%,C- G /G;G/C;
99%);154(C-8%,G-7%,T-97%);162(A-1%,G- T;G;C;C
100%); 165(C-100%,T-7%);208(A-0%,C- :G
100%):212(G-100%,T-0%):
AMPLI16 | scaffoldl | GTCTGTA | AAAACCT | 41(A-100%,T-0%):44(C-100%,T-1%);48(C- ACCIT | AGST/C
90258 AAGCGCT | CATCGTT | 65%,T-84%);57(G-84%,A-65%);61(A-0%,G- :G/IAG; | ;A/G;G;
TGAGATT | CTGTCCT | 100%):63(A-84%,G-65%);72(C-14%,T- AGT; | G/AC/
CAAA TTTG 99%);105(C-100%, T-0%);114(C-0%,G-84%,T- | C;T/G;C | T;C;T/G
65%);121(A-0%,C-100%);169(C-3%,G- GCT | ;GGG
100%):227(C-100%, T-3%):233(A-0%, T-100%); T
AMPLI16 | scaffoldd | GTGTCGT | CCATGGG | 36(C-21%,T-92%);40(G-96%,A-18%);90(A- T:GT:A | T;GT;A
90259 CAGATCT | TCATACG | 1%,T-100%);91(A-92%,C-21%):92(A-1%,G- :G;G;G; | :G;G;G;
ACACTGT | ATAAGTA | 100%);93(C-1%,G-100%);94(A-1%,G- GCA; | GiCA;
TCTA CGAA 100%);114(G-92%,A-20%);115(C-92%,T- CAG; | CAG;
20%);116(A-92%,G-20%);153(C-95%,T- G G
17%); 181(A-92%,G-21%); 189(A-0%,G-
100%);192(A-0%,G-100%);
AMPLI16 | scaffold5 | AGATTCA | CGTGAGA | 36(C-6%,G-0%,A-95%);38(A-5%,G-97%):49(G- | AiGiA; | AiGA;
90260 TAGCTGC | ACTGCTT | 0%,A-100%);55(C-97%,T-3%);57(G-1%,A- CAT;T | GAT,T
TAGGATG | TTCATGA | 99%):59(G-0%,T-100%):65(C-17%,T- T;T;G; | ;TiTG;
CTAG TCTT 87%);68(C-5%,T-96%):80(A-0%,T-100%):91(G- | A;A;G; | AAG;
93%,T-11%);113(G-10%,A-92%);:116(G-2%,A- | G:A;G; | G:A;G;
99%);117(C-2%,G-100%);124(A-1%,G- GCA; | GiCA;
100%); 147(G-1%,A-100%); 148(G-100%,T- GCT; | GCT;
1%);154(G-100%,T-1%); 158(A-1%,C- AAC | AAC
100%);159(G-1%,A-100%); 165(A-7%,G- T:AG; | TAG;
94%);178(A-3%,C-98%);181(G-17%,T- G G
87%);186(G-3%,A-97%);188(C-1%,A-
100%);200(C-100%, T-1%);205(C-0%,G-7%,T-
94%);206(A-97%, T-3%):230(A-1%,G-
100%):233(A-0%,G-100%);
AMPLI16 | scaffoldl | GCAATGG | GGACAGG | 36(G-6%,A-99%):37(A-76%,G-0%,C-59%,T- AAIC; | AC/A;
90262 TTCTGTG | ATAGGAT | 21%):38(C-0%,G-1%,A-100%);42(C-99%,T- AGG; | AGG;
AACACAA | ACCGATT | 1%):44(C-0%,G-100%):45(A-0%,G- GTA; | GTA;
TGAG ATCG 100%);46(A-0%,C-1%,T-99%):50(G-2%,A- AGA; | AGA;
100%);53(A-100%, T-0%);60(C-99%, T- G:G:C; | G:GiC;
1%):66(G-2%,A-98%); 78(A-7%,G-100%):99(A- | C;T;A; | G/C;C/T
4%,G-96%);105(A-0%,C-100%);116(C-84%,G- | G;T:C/ | ;A:GiT;
41%);119(C-27%,T-96%);121(G-0%,A- AAT; | AAT
100%); 123(A-0%,C-2%,G-98%);128(G-0%,T- | C;G;T;C | C;G;T;C
100%); 129(C-39%,A-95%);131(C-0%,A- CAG/ | sCAA;
100%);132(C-3%,T-97%); 134(C-100%,T- AAG | AGT;
0%);135(A-3%,G-97%); 136(C-0%,T- AT:GT | GT;G;
100%);138(C-100%,T-0%); 141(C-98%,T- :G,CiT; | GTiC
2%):142(A-100%, T-0%);143(G-39%, A~ C/T

95%);144(G-25%,A-95%);145(A-39%,G-
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95%);147(A-1%,C-0%,T-100%);148(G-100%,T-
0%);150(C-3%,T-97%);151(G-99%,T-
1%);152(G-25%,C-95%);153(C-4%,T-
96%);170(C-87%,T-62%);
AMPLI16 | scaffoldll | TCAAATA | AACACGA | 40(G-16%,T-0%);47(G-1%,A-15%);53(C-1%,G- | -;--A;C | G/-A/-;
90263 TTTTCTG CTAGCTA | 14%);55(C-0%,A-99%);56(C-100%,T-4%);58(G- | ;G;T;A; | -
CGCCACA | TCTTACC | 97%,A-16%);62(G-0%,T-100%);88(C-0%,A- A;AC; /G;A;C;
ATTG TACT 100%);90(G-0%,A-100%);93(A-97%,C- C;T;CA | G/AT;
17%);95(A-12%,C-99%);97(C-100%,T- T;GT; | AsAGA/
4%);98(C-17%,T-97%);104(A-4%,C- C;T;A;C | C,CCC
100%);106(C-0%,A-100%);107(G-0%,T- ;CAG; | /TCA;
100%);115(G-98%,T-14%);116(G-0%,T- G;C;G; T;T/G;T
100%);119(C-90%,A-29%);128(C-0%,T- G ;C/AT,
100%);132(A-100%,T-3%);139(C-100%,T- A;C;C;
4%);151(C-100%,T-1%);154(A-94%,G- A/G;G;
20%);155(A-0%,G-100%);167(A-0%,G- G;C;G;
100%);171(G-4%,C-100%);175(A-0%,G- G/T
100%);184(G-98%,T-14%);
AMPLI16 | scaffold5 | ATTCAGT | CCTACTC | 41(G-1%,C-99%);44(C-99%,T-1%);51(G-0%,A- | C;C;A;T | C;CA;T
90264 GGCACTA | GAAGCAT | 100%);70(C-0%,T-100%);73(C-51%,T- ;T/C;C; ;T;C;C/
ACGATAT | AGTAAGC | 92%);78(C-99%,T-1%);92(C-27%,T-94%);99(G- | T;AA; T;AA;
CGAA TTGA 1%,A-99%);137(G-1%,A-99%);138(A-0%,G- G;G;A; G;G;A;
100%);142(C-1%,G-99%);144(G-1%,A- A;T A;T
99%);151(G-1%,A-99%);156(C-4%,T-99%);
AMPLI16 | scaffold8 | TGTACTA | CTGTCCG | 38(A-19%,C-87%);56(C-1%,G-88%);58(C- C;G;C; C;G;C;
90265 CTTGCTA | GAATTCG | 88%,T-1%);60(G-0%,A-94%);67(C-96%,T- A;CA; A;CA;
CATAGAC | TAGATTT | 8%);68(G-8%,A-96%);69(C-0%,A-100%);70(G- | A;C;T;T | A;CT;T
ACGG TGTC 12%,C-93%);74(C-4%,T-97%);76(C-1%,T- ;CCGA; | CCA;
100%);78(G-1%,C-100%);88(C-87%,T- A;C;G; A;C;G;
19%);91(C-4%,A-97%);103(C-1%,A- G;A;C; G;A;C;
100%);105(C-91%,T-16%);109(A-8%,G- G;T;A; G;T;A;
96%);118(G-100%,T-1%);121(G-15%,A- A;GTT | A;GT;T
92%);125(C-100%,T-0%);133(A-13%,G- :G;T;T; :G;T;T;
94%);134(G-0%,T-100%);152(A-87%,T- T;C;A; T;C;A;
19%);153(C-19%,A-87%);154(A-13%,G- G G
94%);157(C-1%,T-100%);168(C-12%,T-
93%);169(A-1%,G-100%);171(C-1%,T-
100%);180(C-19%,T-87%);187(C-19%,T-
87%);189(C-97%,T-7%);191(G-19%,A-
87%);193(A-12%,G-92%);
AMPLI16 | scaffold2 | GTAGCGA | GTCTTGA | 36(C-94%,T-67%);37(G-1%,A-100%);38(A- C;A;T; C;A;T;
90268 TTAATGG | CATGTCA | 0%,G-1%,T-98%);39(A-1%,G-100%);40(C- G,T;C,T | G,T,C;T
GAGAGAT | GAAATCG | 1%,T-100%);43(A-71%,C-85%);46(C-0%,T- GAT; | ;G;G/A;
GGAT AAGG 100%);47(A-0%,G-100%,T-1%);48(A-94%,G- T.T;A;G | T;T;T;A
20%);49(A-0%,T-100%);50(C-0%,T- AGG; | GAG;
100%);51(C-72%,T-85%);52(G-0%,A- G;C;C; G;G;C;
100%);53(A-72%,G-85%);54(A-85%,T- G;G;G; C;G;G;
72%);57(A-1%,G-100%);60(A-1%,G- G;G;G; G;G;G;
99%);61(A-1%,G-100%,T-0%);62(C-100%,T- AATT | GAA;
0%);63(A-3%,C-99%);64(A-14%,G-95%);65(G- | ;T:A;G; | T;T;T;A
100%,T-0%);66(A-73%,G-83%);69(G-98%,T- T,C;A;C | ;G;T;C;
2%);72(C-1%,G-99%);84(A-1%,G-100%);96(G- | ;A;C A;CA;
69%,A-88%);102(G-1%,A-100%);105(G-1%,T- C
99%);114(C-1%,T-99%);120(A-0%,C-71%,T-
85%);126(G-69%,A-88%);132(G-99%,T-
1%);134(C-1%,T-100%);141(C-96%,T-
6%);149(A-100%,T-1%);150(A-2%,G-0%,C-
97%);153(G-1%,A-99%);155(C-99%,T-3%);
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AMPLI16 | scaffold2 | TGTCGTA | GTCAACG | 38(G-6%,A-98%);43(A-24%,T-95%);51(C- A;T;G; A;T;G;
90269 TTTGCAG | GAATGGA | 0%,G-100%);58(C-99%,T-8%);63(G-0%,T- C;T;A;C | C,T;A;C
GTCTTCT GGATCCT | 96%);65(G-11%,A-99%);66(C-97%,T- ;G TS T; ;G T/C;
TTTG T 11%);67(A-1%,G-100%);71(C-19%,T- G;C;G; T;G;C;
94%);74(C-1%,T-100%);77(A-1%,G- T.T;T;G | G;T;C/T
100%);82(G-11%,C-97%,T-9%);83(A-1%,G- ;C,G;C; | ;T/C;G;
99%,T-0%);92(G-2%,T-100%);100(C-37%,T- T,T;G;,C | C,G;,C;T
89%);115(C-15%,T-96%);123(A-11%,G- T TA; TG T/
99%);124(C-95%,T-16%);126(G-99%,T- T:A;C; C;C/T;T
5%);129(C-99%,T-11%);130(A-26%,T- A;-Ci-; | ICAST;
94%);139(C-7%,T-97%);160(A-6%,G- T;A;T;G | A;CA;
98%);163(C-95%,G-3%,T-13%);166(C-37%,T- ;A;C T/-;C;C/
89%);168(C-37%,T-89%);172(G-0%,A- -G/T;A;
100%);178(G-0%,T-100%);183(G-6%,A- T/C;A/
99%);184(A-6%,C-99%);187(A-99%,T- G;A;C/
6%);191(A-0%,T-23%);199(C-99%,T- G
11%);202(C-13%,T-1%);205(G-13%,T-
97%);209(C-2%,G-0%,A-100%);215(A-0%,C-
31%,T-90%);216(G-94%,A-28%);217(G-11%,A-
99%);218(C-90%,G-31%);
AMPLI16 | scaffoldd | GAGAGCC | AGACGTG | 35(A-0%,G-100%);37(A-0%,G-100%);38(C- G;G;T; G;G;T;
90270 ATTGCGA | TACGATG | 34%,T-81%);49(C-100%,T-0%);52(C-100%,T- C,C.T;T | C,C,T;T
TATGTTA | TGGGAAT | 0%);53(A-0%,T-100%);54(C-0%,T-100%);55(C- | ;T;A;C; | ;T;A;C;
TGG ATTT 0%,T-100%);65(A-100%,T-0%);68(G-0%,C- C;G;A; C;GA;
100%,T-0%);77(C-100%,T-1%);78(A-2%,G- C;G;T;C | C,G;T;C
100%);95(C-0%,A-100%);99(C-100%,T- ;CT;T; ;CT;T;
1%);100(A-0%,G-100%);114(G-4%,T- G;C;G; G;C;G;
98%);118(C-100%,T-0%);121(C-100%,T- A;C;C; A;C;C;
0%);128(C-3%,T-100%);130(G-0%,T- C,T;C;T | C;T;C;T
100%);141(G-100%,T-0%);143(G-0%,C-
100%);150(A-2%,G-100%);151(A-100%,T-
0%);162(C-100%,T-0%);172(A-0%,C-
100%);178(C-100%,T-0%);187(G-0%,T-
100%);188(C-100%,T-0%);204(C-9%,T-97%);
AMPLI16 | scaffold8 | GAGCCCT | GCATGAT | 37(C-99%,T-1%);70(C-99%,T-1%);72(A-0%,G- | C;C;G; C;C;G;
90272 AAAAATC | CCTCGTC 100%);75(G-0%,A-100%);81(G-5%,A- AAA; AAA;
CAATCAG | AAGAAAT | 98%);87(G-9%,A-95%);96(A-0%,G- G;C;C; G;C;C;
TCAG TCTT 100%);98(C-100%,T-0%);105(C-100%,T- A;G;C; A;G;C;
0%);108(C-1%,G-0%,A-98%,T-2%);123(C- G;T.T;T | G,T;T;T
0%,G-100%);125(C-98%,T-5%);129(A-9%,G- ATA; | ATA;
95%);132(C-8%,T-95%);134(C-9%,T- T.C;T;A | T;C;T;A
95%);135(C-0%,T-100%);141(G-9%,A- ;CCA; | ;CCA;
95%);143(A-5%,T-98%);150(C-0%,A- G G
100%);162(G-4%,T-98%);168(G-2%,C-
99%);173(C-9%,T-95%);174(G-1%,A-
99%);176(A-5%,C-96%,T-2%);186(C-96%,T-
6%);198(G-2%,A-98%);200(A-15%,G-95%);
AMPLI16 | scaffold8 | GTGGTGG | TCATCAT | 41(C-3%,A-100%);49(C-100%,T-3%);60(A- A;C.C;T | A;C,C,T
90273 GAAAATG | GATTCAC | 5%,C-97%);64(C-3%,T-100%);65(G-96%,T- :GAG; | G AG;
TCAGAGA | ATTGAAA | 13%);88(G-3%,A-100%);105(A-5%,G- CA;T;C | CAT;C
ATTT GCCC 97%);111(C-100%,T-0%);117(G-3%,A- ;T;C;C; ;T;C;C;
100%);121(C-0%,T-96%);133(G-3%,C- CT;T;A | C;T;T;A
100%);141(G-5%,T-97%);143(C-100%,T- ;C,G ;C,G

3%);147(A-3%,C-100%); 153(A-3%,C-
100%);167(C-0%,T-100%); 189(C-6%, T-
100%);194(C-3%,A-100%);207(A-3%,C-
99%):216(A-13%,G-97%);
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AMPLI16 | scaffoldl | ATTGGCA | TTCCCGT | 39(A-0%,G-100%);57(A-1%,G-99%,T- G:G:G; | GGG/
90274 TAATACA | TTCGAAG | 0%):61(G-85%,A-26%):62(A-85%,C- AAT; | AAC
TCTGATC | TAGTTTG | 26%):64(A-85%,G-26%);65(C-24%,T- CAT; | A/G;T/
GTGG ATGA 87%);66(G-0%,C-97%):69(A-94%,G- AGA; | CCA/
26%);71(A-39%,T-85%);75(G-20%,A- G:C;C:T | G;T/A;
97%);76(G-91%,A-30%);82(A-100%, T- GTA; | AJA/G;
0%);84(A-2%,G-98%);85(C-100%,T-1%):87(A- | G;G;A; | A;G:C;
0%,C-100%);88(G-0%,T-100%);91(G-98%,C- | G;G;G; | C;T;C/G
21%);99(C-0%, T-100%);103(G-5%,A- CCG; | TAG;
95%);104(A-0%,G-100%); 105(G-100%,T- CiG:A; | G:ASG;
0%);119(A-100%, T-4%); 121(C-1%,G- G:CG; | GGG
100%); 130(A-5%,G-95%);133(C-2%,G- CAG; | A/C;A/
98%);145(C-100%,T-0%); 148(C-98%,A-14%,T- | G;T;T | G;C;T/
2%);149(G-85%,A-39%); 1 50(A-0%,C- G:AG;
100%);153(C-0%,G-94%, T-30%);154(G-1%,A- C;G:C;
98%,T-2%);155(G-99%, T-1%);157(G-0%,C- AG:G;
100%);163(A-2%,G-98%); 165(A-0%,C- T;T/C
100%); 166(G-4%,A-96%);173(C-0%,G-
100%);175(A-2%,G-98%); 181(C-1%,T-
99%);187(C-35%,T-88%);
AMPLI16 | scaffoldl | CTGGACG | GCACTTA | 37(C-100%,T-0%):42(C-0%,G-100%):45(C- CGC; | CGGiC;
90275 GATATCT | ACAGAAG | 100%,T-0%);56(A-88%,G-36%);57(A-0%,C- ACT; | AIGC;
GTTCTAT | TTCTTCC | 100%):62(C-0%,T-100%):66(A-0%,G- G:G:G; | T:G;G;
GTGT CAAA 100%);70(A-0%,G-100%);77(A-0%,G- GAG; | GiG:A;
100%);80(A-0%,G-100%);88(G-0%,A- ACG; | TIGA;
100%);91(C-0%,G-95%,T-25%);93(G-0%,A- T;:GAT | C;G;T;
100%);96(A-1%,C-100%);97(A-1%,G- Tim-- | GiAC/
100%);105(C-1%,T-100%);113(G-100%,T- GG:T; | T;T;-
0%);123(A-100%,T-0%); 126(G-0%,C-35%,T- | C;G:A; | /A:A/~;
90%);137(C-0%,G-0%,T-100%);152(G-0%,A- | T;C G/~G;G
35%);153(G-0%,A-35%);154(A-0%,G- T;C;G;
35%);162(G-99%,T-0%); 163(A-14%,G- AT;C
98%);167(G-14%,T-99%); 168(C-100%,T-
0%);188(A-7%,G-100%):200(G-0%,A-
100%):204(C-0%,T-100%);215(G-1%,C-100%);
AMPLI16 | scaffoldl | AACTTTT | CATGTGG | 102(C-84%,G-41%);103(C-98%,T-5%);118(A- | C;C;T;A | C/G;C;T
90279 GACTGGC | CCTGAAC | 6%,T-100%);119(G-4%,A-96%);121(C-2%,T- T:GC; | ATG;
AATTGTC | GAACATC | 99%);124(G-98%,T-2%);125(A-1%,G-2%,C- GT,T;C | C;G;T;T
TGAA 98%);126(C-1%,G-98%);132(A-0%,T- ATT; | GAT;
100%);133(G-4%,T-96%);137(G-3%,C- C;G;T;T | T;C;G;T
98%);138(C-3%,A-98%); 139(A-4%,G-1%,T- ATT, | AT
96%);141(C-3%,T-98%);145(A-6%,C- GAT;, | TT;GA
100%);155(G-98%, T-3%);158(C-0%, T- CAA; | TiGA;
100%); 160(G-3%,T-98%); 162(A-90%,T- ATCGT | AATT
34%);166(C-0%, T-100%);176(C-2%,T- Ay | /CTs-
98%);177(G-98%,T-3%);178(C-3%,A-96%,T- | T:C;A/T | /A;A/~;-
2%);180(C-4%, T-96%);184(C-96%,T- A IG;A;T;
4%);187(C-4%,A-96%);190(C-0%,A- C;T/A;
100%); 191(G-3%,A-96%); 192(A-3%,C-0%, T- A
97%);196(A-3%,C-91%,T-29%);199(C-3%,T-
96%);209(G-2%,A-23%);211(C-2%,A-
23%);212(G-23%,T-2%);216(G-3%,A-
98%);233(C-1%, T-98%);234(A-4%,C-
96%);236(A-78%,T-78%):240(G-3%,A-98%):
AMPLI16 | scaffoldl] | GCCGAGA | CAAATTT | 60(A-2%,G-99%):61(A-2%,G-99%):98(A-7%,G- | G;G;G; | G;G:G;
90280 TGATGAA | GAGTTAC | 100%);140(A-100%,G-11%);145(A-96%,T- AAA | GIAA/
TCATTGA | CCCAGAT | 21%);146(A-96%,T-21%); T;A/T
ATGT CACC
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AMPLI16 | scaffoldl | CTATGCC | CATACAG | 44(G-3%,C-99%);51(C-100%,T-0%);63(C- C;C;C; C;C;C;
90282 CACCGTT | CTCTCAA | 100%,T-0%);66(A-50%,G-93%);73(G-2%,A- A/G;A,; G;A;G/
ATCATTT GGTTGTT 100%);78(G-98%,C-12%);80(C-0%,T- G;T/-T/ | C;T;T;A
GTAC TTCG 90%);81(C-5%,T-90%);82(G-0%,A- =AGA | ;GAT;
100%);85(A-2%,G-100%);87(G-0%,A- T;G;T; | A/G;T;T
100%);89(C-0%,T-100%);91(G-96%,A- T/C,G; ;G;G/T;
12%);92(G-6%,T-99%);93(C-55%,T-90%);94(C- | G/T;A;T | A;T;C;
6%,G-100%);96(G-69%,T-84%);98(C-5%,A- :C,G;G; | GGG,
100%);102(A-2%,T-100%);103(G-0%,C- C;G;A; G;A;T;
100%,T-2%);104(G-100%,T-0%);106(C-0%,G- T, T/C;G | C;G;G/
100%);113(A-0%,C-100%,T-0%);118(G- ;G/ICA; | CGAG;
100%,T-0%);121(G-0%,A-100%);138(G-0%,T- G;C;G; C;GA;
100%);141(C-94%,T-42%);144(A-3%,G- AAT, A;T;C;C
99%);145(A-10%,C-84%,G-61%);150(G-6%,A- C,C;G; :G;C;C;
100%);156(A-7%,G-99%);167(A-0%,C-100%,T- | C;C;A;T | A;T;G;
0%);180(G-99%,T-11%);182(G-0%,A- ;GGG | G,CA;
100%);183(A-99%,T-5%);201(A-5%,G-1%,T- AT A T;A
99%);202(C-99%,T-6%);203(C-100%,T-
3%);204(G-99%,T-5%);205(C-99%,T-
5%);208(C-100%,T-0%);209(G-1%,A-99%,T-
5%);213(A-5%,T-99%);214(C-5%,G-
99%);222(A-0%,G-100%);223(C-100%,T-
0%);225(G-0%,A-100%);226(A-0%,T-
100%);231(G-1%,A-100%);
AMPLI16 | scaffoldd | GGACTCG | GATTTCA | 41(C-1%,T-99%);53(C-90%,T-13%);54(C-2%,T- | T;C;T;C | T;C;T;C
90283 CTTGACA | TCCCTAG | 98%);57(A-3%,C-97%);59(A-0%,G- GG A; | GGA;
TAGAGAT | GCATTGA | 100%);60(A-3%,G-98%);71(C-3%,G-3%,A- C;C;G; C;C;G;
ACAT TTCG 96%);72(C-99%,T-4%);73(C-100%,T-0%);92(G- | A;G;C; A;G;C;
100%,T-0%);96(G-0%,A-100%);97(A-0%,G- G;C;T; G;C;T;
100%);98(G-0%,C-100%);103(C-15%,G- G;A;G; G;A;G;
94%);104(C-95%,T-5%);110(C-0%,T- G;AT; G;AT;
100%);111(A-14%,G-93%);113(C-0%,A- A;GT;T | A;G;T;T
100%);116(A-0%,C-0%,G-100%);117(A-14%,G- | ;T;G ;TG
93%);120(G-0%,A-100%);135(A-0%,C-19%,T-
90%);136(G-20%,A-90%);144(A-1%,G-
99%);152(C-0%,T-100%);155(C-3%,T-
98%);159(C-13%,T-96%);171(C-1%,G-99%);
AMPLI16 | scaffoldl | TCATGAT | ATGTGTT | 41(G-1%,A-99%);48(C-85%,T-38%);60(A- A;C;T;C | A;C/T;T
90285 TGTAGTC | CAACAAA | 0%,T-100%);66(C-94%,T-23%);81(C-100%,T- ;CGA; | T/CC;
AATGAAA | TGTCGAC | 0%);99(A-4%,G-98%);104(A-92%,T- C;G;C; G;T/A;
CGCA GAAA 29%);108(A-0%,C-99%,T-0%);111(A-0%,G- A;C;T; C;G;C;
100%);122(G-0%,C-100%);129(A-100%,T- AAA; A;C;T;C
5%);130(A-5%,C-100%);143(C-1%,T- G;T;A IAAA;
99%);151(C-40%,A-86%);152(A-99%,T- G;T;A
1%);166(C-1%,A-99%);201(C-7%,G-
99%);226(A-0%,T-100%);231(A-99%,T-3%);
AMPLI16 | scaffold8 | TCTGGTA | GCCATAG | 56(C-4%,T-100%);80(C-26%,T-96%);87(A- T.T;A;C | T;T;A;C
90287 TCCTGAA | AGCATAA | 100%,T-4%);89(G-29%,C-90%);90(A-0%,G- ;GGG | GGGy
CCAGACA | GGTGGTA | 100%);131(A-6%,G-99%);179(A-3%,C- A;G;C A;G;C
TTC AATC 100%);206(G-1%,A-100%);210(A-0%,G-
100%);230(C-100%,T-0%);
AMPLI16 | scaffoldl | ATGGGCT | GAGAGGT | 41(A-77%,T-24%);42(C-77%,T-24%);43(C- A;C,C;,T | T;T;T;T
90288 TCATATA | GCGTAAA | 77%,T-24%);44(A-3%,T-97%);45(G-97%,T- ;G- T | G T T,
CGTGATT | GTGGACT | 3%);47(G-0%,T-24%);51(C-0%,T-100%);53(C- G;A;G; C;,T,C,G
GGTA TC 25%,T-3%);57(G-77%,T-24%);65(A-77%,C- G;AT; GAT;
21%,T-3%);69(A-2%,G-100%);71(G-98%,T- G;C;T; G;C;C;
3%);87(G-0%,A-100%);93(C-0%,T- G;C;A; A;T;A;
100%);96(A-3%,G-97%);97(G-2%,C- G;G;G; G;G;G;
98%);102(C-31%,T-75%);105(G-79%,A- G;G;T; G;G;T;
25%);108(C-79%,T-26%);109(G-0%,A- G T;G;T | GT;G;,T
100%);111(A-1%,G-99%);114(A-3%,G- ATT, ATT,
100%);118(A-1%,G-100%);132(A-3%,G- T.G;G;T | T;G;G;T
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100%);135(A-3%,G-97%);153(C-3%,T- T;A;C; | TAC;
98%);160(G-99%,T-1%);163(G-1%,T- G;CT; G;C;T;
100%);164(C-0%,G-96%,T-9%);168(C-3%,T- G;G;G; G;G;G;
100%);172(G-3%,A-98%);176(A-1%,C-7%,T- C;,T C;,T
95%);177(A-1%,C-6%,G-1%,T-98%);178(A-
6%,C-0%,G-1%,T-98%);179(A-0%,C-3%,G-
98%);181(A-7%,G-98%);186(A-0%,C-4%,T-
97%);187(C-3%,T-97%);188(G-0%,A-
100%);189(A-3%,C-97%,T-1%);194(A-0%,G-
100%);196(C-100%,T-0%);197(A-3%,C-0%,T-
97%);198(C-3%,G-98%);201(A-1%,G-
99%);202(G-100%,T-0%);205(C-100%,T-
0%);211(C-1%,T-100%);
AMPLI16 | scaffold12 [ ACATCAC | CTCGATG | 44(G-0%,A-22%);47(C-0%,T-22%);48(G- -G T, | -/A;-
90289 GATAACT | GCTGTGA | 95%,A-23%);49(C-0%,T-100%);65(G-0%,T- T;C;A; /T;A/G;
GACTCCA | CCAGTAT | 100%);68(C-100%,T-0%);69(A-95%,T- G;T;G;T | T,;T;CA
AGTA C 22%);73(G-100%,T-0%);75(C-0%,T- :G;T;G; | /T;G;T;
100%);80(A-0%,G-95%,T-22%);82(G-0%,T- C;A;C; G/T;T;,G
100%);89(G-95%,A-22%);90(A-0%,T- A IA;T;G;
100%);98(A-0%,G-100%);134(C-95%,T- C/T,G/
22%);164(A-95%,G-22%);173(C-95%,A- AA/C;
22%);183(A-95%,G-23%); A/G
AMPLI16 | scaffold14 | GTTTAAC | TTTTGAA | 36(C-98%,T-5%);51(A-1%,G-99%);55(C- C;G;C; C;G;,C/T
90290 GACGCTG | GGCGAGG | 96%,T-12%);67(C-100%,T-0%);68(A-3%,G- C;G;C;T | ;C,G;C;
TTGTAAG | ATATACT | 100%);99(C-100%,T-1%);146(C-13%,T- ;T;T;C T/C,C/T
AGAT GGAA 95%);155(A-3%,C-14%,T-95%);162(G-1%,T- ;T;C
99%);169(C-100%,T-3%);
AMPLI16 | scaffoldll | AGAAACG | TATACAT | 39(G-3%,A-99%);41(G-0%,A-100%);43(G- AAA; | AJAA;
90291 CCGATGA | CTCAGGT | 0%,A-100%);46(A-0%,T-100%);50(G-99%,T- T.G:A;T | T.T/G;A
TGATATA | GTGTGTT 11%);51(G-0%,A-100%);52(A-2%,G-0%,T- T;G;T; T TG/
CAGA GTGA 99%);54(C-2%,T-99%);60(G-96%, A~ T.G;A;T | A;T;T;G
22%);61(A-1%,T-100%);68(C-0%,T- ;T;C;G; | ;AC/T,
100%);70(A-0%,G-100%);71(A-99%,T- AATT | T,C;G;
3%);77(C-31%,T-90%);83(C-0%,T-100%);96(C- | ;T;G;T; | A;A;T;T
99%,T-5%);99(A-1%,G-100%);105(G-1%,A- C,C.T;T | ;T;G;T;
100%);129(G-3%,A-99%);141(C-2%,T- :GAC; | CGT/ICT
99%);149(A-1%,T-100%);150(A-1%,G-1%,T- T;A T;G3A,;
100%);151(A-10%,G-96%);154(C-0%,T- G/C;T/C
100%);155(C-100%,T-1%);163(C-95%,T- A
17%);165(C-0%,T-100%);166(C-8%,T-
97%);168(G-99%,T-3%);170(G-8%,A-
97%);173(C-99%,G-10%);176(C-10%,T-
99%),177(G-0%,A-100%);
AMPLI16 | scaffoldll | ACGCAAT | GATTCGG | 57(A-16%,T-98%);71(A-0%,G-100%);79(A- T;G;A; T,G;A/
90292 TCCTTCTT | ACCATCG | 90%,G-32%);92(G-13%,A-99%);114(C-100%,T- | A;C;C; G;A;C;
TTCGACA | CACATTT | 0%);120(C-100%,T-0%);122(C-100%,T- C;C;C; C;C;C;C
TAT TAC 13%);125(C-100%,T-13%);143(C-100%,T- A;CA; A;C/T,
0%);149(A-100%,T-0%);155(C-95%,T- T;C;A; A;T;C;
20%);158(C-0%,A-100%);159(A-0%,T- GAT.T | A;GA;
100%);175(G-0%,C-100%,T-0%);183(G-0%,A- :GA T.T;G/A
100%);209(A-0%,G-100%);210(G-0%,A- A
100%);214(C-0%,G-0%,T-100%);216(G-0%,T-
100%);223(G-90%,A-32%);226(G-0%,A-100%);
AMPLI16 | scaffold2 | GCCATGG | GATTCCC | 58(A-1%,C-12%);60(G-100%,T-13%);101(A- -.G:G;G | C/-G/T;
90294 GTTACAT | AAGAGAT | 0%,G-100%);102(G-100%,T-0%); G,G
TCTGATG | CTACAGC
TATG ATCT
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AMPLI16 | scaffoldl | GAAAGCA | TTTAAAA | 38(C-2%,T-98%);39(C-98%,T-2%):41(G-2%,A- | T;C;A;C | T;C;A;C
90297 CGAAGGC | CGGTGAT | 98%):48(C-100%,T-0%);53(A-0%,T- T;G:T; | ;T:G:T;
AATCTAA | GATCCCG | 100%);63(A-0%,G-100%);72(A-2%,T- AGA/ | G/IAC/
TCTT TAAC 98%);77(G-89%,A-62%);89(A-82%,C- GGG | ACG;
76%);91(C-100%, T-0%);92(G-100%,T- GGC; | G/AG;
0%);97(G-99%,A-13%);98(A-0%,G- AGT; | CG/A;
100%);99(C-98%,T-7%);102(G-85%, A~ GAA/ | TIGA;
70%);115(A-2%,T-98%);116(A-2%,G- G:G:T; | A/G:G;
98%);117(G-2%,A-98%); 120(G-81%,A- A/GC; | T;G/A;
76%);129(A-1%,G-99%);130(C-8%, T- GT,T;T | CG;T;T
100%);135(G-88%,A-62%, T-1%);140(C- ACC | TAKC
100%, T-0%); 145(A-6%,G-99%); 149(C-7%,T- | G/A;C; | C;G/A;
98%);160(C-1%, T-100%);176(C-1%,T- ATIC; | GAST/C
99%);182(G-2%,A-98%);184(C-100%,T- GG :G;G
0%);191(G-0%,C-100%); 197(A-89%,C-0%,G-
62%);200(A-7%,C-98%):219(G-2%,A-
98%);226(C-89%, T-62%);227(A-0%,G-
100%);236(A-2%,G-98%);
AMPLI16 | scaffoldl0 | GCCAGAA | CGCCGAA | 37(A-0%,G-100%);38(G-3%,A-100%):39(G- GAA; | GAA;
90298 CGAGAGC | TAGCATG | 24%,A-92%):43(G-98%,A-9%,T-0%);44(C- GC;C; | GIAC
CATTATA | CTTATGA | 99%,T-4%):46(C-100%,T-2%):48(A-98%,G- ATA; | GATT
TGTA AC 0%, T-10%);53(G-3%, T-99%);57(C-3%,A- AAC | AG/A;
100%);70(A-98%,G-10%);73(C-1%,A- ATA- | AGA;
100%); 74(A-14%,C-96%);81(A-100%, T- AGA; | TIGA;-
1%);83(C-33%, T-88%);89(G-0%, A~ CT;CT | /A;A/C;
100%);98(G-1%,A-13%); 100(A-91%,C- :G;AC; | GiALC/
28%);101(A-0%,G-100%,T-1%);107(G-3%,A- | A;T;TG | A;T;C;T
99%);109(C-98%,A-14%);111(C-3%,T- :CiG:iCs- | sG/AGA;
100%); 1 14(A-0%,C-100%);115(A-3%,C-1%,T- | ;T;A;G; | CA;T/C
100%);117(G-98%,A-11%):118(A-100%,T- GCT; | T:T/G;
0%);1 19(A-4%,C-100%);123(G-1%,A- GC;G; | C/TG;T
100%); 128(C-12%,T-98%);130(C-0%, T- CiG:G; | /C;G/~T
100%); 132(A-0%,G-98%, T-10%);134(C-98%,T- | A;G:C; | ;A;G/C;
10%); 139(A-0%,G-100%);141(C-97%,G-1%,T- | T;C;T | G;C;C/T
18%):155(A-0%,C-1%,G-10%); 160(C-3%,G- :G;C;G/
4%,T-100%); 169(A-100%, T-3%);170(G-98%,C- T;C;G;
10%); 175(A-2%,G-100%); 178(G-3%,C- G:A;G;
100%);179(C-20%,T-97%);182(G-100%,T- C;G/T;C
0%);183(C-99%, T-0%);187(C-0%,G-97%,T- /T;C/T
16%); 189(G-10%,C-99%);193(A-4%,G-
100%);210(A-0%,G-100%);211(G-0%,A-
100%):215(A-0%,G-100%);218(A-4%,C-
100%);223(G-13%, T-97%);224(C-98%,T-
10%);225(C-10%,T-98%);
AMPLI16 | scaffold8 | TGTGCAT | ACTTATA | 47(G-99%,T-1%):57(C-98%,T-2%);60(G-7%,C- | G;C:C; | G;CiC;
90300 CTGCCTA | GCATGGT | 94%):65(C-98%,T-2%);100(C-1%,G- CGT; | CGT;
CATACCA | TAACGTT | 99%);105(C-5%,T-95%);121(G-99%,T- G:T;C;C | GiT;C;C
TTAT GACG 1%); 140(C-1%,T-99%); 143(A-4%,C- CT;C | :CT,C
96%);154(C-96%, T-4%);185(C-96%,T-
4%);207(C-0%, T-100%):;210(C-100%, T-0%);
AMPLI16 | scaffoldll | TGTTTTC | GCGAATC | 62(G-6%,A-99%):68(A-13%,C-99%,T- ACG; | AGG;
90301 CTTGCTA | TGAAGAC | 0%):83(A-0%,G-100%);112(G-90%,C- GAC; | GICA;
CTTCGTC | ACCATTA | 31%);121(G-0%,A-100%);124(C-100%,T- AAC | GAA;
TCTA TGAG 4%);146(G-3%,A-100%); 164(C-0%,A- AAG | CTA;
100%);167(C-99%,T-13%);175(G-1%,A- AT:GT | AG/A;
100%); 179(G-3%,A-100%); 190(G-91%,A- .C AT;A/
30%);196(C-0%,A-100%);200(C-0%,T- G;T/C;C
100%):201(G-91%,A-30%);203(C-30%,T-
91%);238(C-99%,T-3%);
AMPLI16 | scaffoldll | CTTAGCT | CGTCCAT | 58(G-1%,A-100%);73(C-24%,T-92%);76(A- ATG, | ATIC;
90303 AAAGCAA | CTATTTA | 0%,C-2%,G-100%);114(A-95%,T-18%);119(A- | A;T;G; | GiA/T;T
TGGCCAT | AACGGTC | 1%,T-100%);126(G-100%,T-1%);129(A-1%.,G- | G:A:A; | ;G;G;A;
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AGTC ACTG 100%);132(G-1%,A-100%);146(G-2%,A- C;G;T; A;C/A;
100%);148(C-96%,A-18%);150(G-96%,A- A;C;C A/G;T;
18%);151(C-1%,T-100%);158(C-2%,A- A;C,C
100%);159(C-99%,T-4%);161(A-0%,C-100%);
AMPLI16 | scaffoldll | CGCTAGG | GTTAATT | 44(A-0%,G-100%);63(G-0%,T-19%);64(G- G;-AA | GT/-A;
90304 CTCTGAG | TTCGGTG | 1%,A-100%);65(G-1%,A-100%);70(A-92%,T- ATG; | AJATT
TAAAAAT | GTGAAGA | 17%);71(G-17%,T-92%);93(A-0%,G- T;G;T;G | /G;G;G/
AGGA GCTC 100%);98(G-13%,T-95%);101(A-0%,G- ;CGAC, | T,GT,G
100%);110(G-0%,T-100%);115(A-0%,G- CT;T;C | ;G/C;A,;
99%);118(A-6%,C-91%,G-13%);119(G-7%,A- ;T:A;G; | CGT/ICT
96%);126(G-0%,C-100%);127(C-95%,T- T;C;C /C;T;C;
13%);133(C-18%,T-91%);140(A-2%,T- T;A/G;
100%);141(C-100%,T-2%);160(C-0%,T- G;T;C;,C
100%);184(A-97%,G-9%);193(A-0%,G-
100%);200(C-6%,T-97%);204(C-96%,T-
6%);208(A-0%,C-100%);
AMPLI16 | scaffold16 | GCATCTA | GGTTCAA | 35(C-100%,T-0%);37(C-3%,T-100%);43(C- CT,T;A | CT;T;A
90305 GCGTTCA | GACGTTG | 0%,T-100%);44(A-100%,T-0%);52(A-95%,G- AAGA; | S G/AGA,
TTACAAT | TTATCTC | 23%);64(A-100%,T-0%);67(A-90%,T- C;G;A; T/A;C;
CcCC CTTC 32%);71(C-98%,T-8%);73(A-0%,G-99%);75(G- | C;T;A; G;A;C;
2%,A-100%);81(C-98%,T-10%);82(G-0%,T- G;C;A; T;A;G;
100%);102(G-0%,A-100%);117(A-0%,G- A;CG; CAA;
100%);144(C-99%,T-12%);145(G-1%,A- C;A;G; C;G;C;
100%);153(G-2%,A-99%);157(A-0%,C- AGG; | AGG/
100%);165(G-100%,T-0%);177(G-9%,C- C,G A;G;G;
99%);185(C-0%,A-100%);187(G-100%,T- C,G
0%);189(A-91%,G-31%);195(A-1%,G-97%,T-
7%);198(C-0%,G-100%);213(A-0%,C-
100%);219(A-1%,G-100%);
AMPLI16 | scaffold10 | TATCTAT | TGGAAGG | 42(A-0%,C-100%,T-0%);88(A-1%,C- C;,CG; C,CG;
90306 CAAAGTG | TCGTCTT 100%);107(A-0%,G-100%);113(A-0%,G- G;T;-,G; | G;T;-
AGGTAGG | GTGGTTA | 100%);115(C-1%,T-100%);117(C-0%,T- T,C,T;T | /T;G;T/
TGCG TATT 28%);132(A-1%,G-100%);141(C-10%,T- ;G;C,G; | CC/GT
96%);142(C-96%,G-10%);144(C-10%,T- T;G;G /C;C/T;
96%);149(C-10%,T-96%);155(A-0%,G- G;T/C;
100%);164(C-96%,T-10%);165(G-96%,C- G/C;T/
9%);169(G-28%,T-88%);170(A-10%,G- G;G;G/
97%);175(A-0%,G-96%,C-10%); C
AMPLI16 | scaffold5 | TCGCATA | GTGTATT | 54(C-11%,T-98%);57(C-89%,T-32%);62(C- T,C,T;T | T;C/T,T
90311 CAATGTC | ACGATGG | 3%,T-100%);64(C-2%,T-100%);74(C-20%,T- ;T,C;C; | ;T;T;C;
CATAATT | GTATCTG | 94%);82(C-98%,T-7%);86(A-0%,C-100%);87(G- | T;A;A;T | CT;A;
GCAA ATGT 3%,T-100%);91(C-3%,A-100%);111(G-0%,A- ;CCGA; | AT/G;
100%);113(G-30%,T-90%);114(C-100%,T- G;T;G; C;CA,;
0%);126(C-98%,T-7%);137(C-6%,A- A;CG; G;T;G;
98%);138(A-0%,G-100%);139(C-0%,T- G;-T;A; | A/G;C;
100%);144(A-0%,G-100%);147(A-93%,G- T,GT;T | G;G;-
26%);151(A-1%,C-100%);154(G-100%,T- ;GGG | /ATA;
1%);156(G-100%,T-0%);159(C-0%,A- C;,C T,G;T;T
26%);163(C-0%,T-100%);165(G-0%,A- ;C;C;C/
100%);166(C-1%,T-100%);168(C-0%,G- T;C;C
100%);169(A-0%,T-100%);193(G-3%,T-
100%);197(G-0%,C-100%);200(G-0%,C-
100%);204(C-86%,T-34%);214(C-100%,T-
0%);215(A-1%,C-100%);
AMPLI16 | scaffold8 | CATAGCA | GTCTTGA | 37(G-1%,A-100%);42(G-5%,A-99%);45(G- AAA; | AJAA
90312 TAGGTGG | AGATGGC | 0%,A-100%);48(C-6%,A-98%);55(C-0%,A- AAG; | AJAG;
ATAAAAT | AACCAAT | 100%);70(G-100%,T-0%);76(C-100%,T- C;T;G; C;T;G;
GCGG CTG 0%);78(C-4%,T-99%);79(C-12%,G-91%);82(C- | A;CA; | A;CA;
9%,A-96%);86(C-96%,T-9%);100(G-1%,A- G;C;A; G;C;A;
99%);101(A-2%,G-98%,T-5%);105(A-4%,C- T;T;CA | T;T;CA
99%);114(A-92%,T-12%);119(C-4%,T- ;T.G;G; | ;T;G;G;
99%);120(C-6%,T-98%);122(G-6%,C- C,G;T;T | C,G,T;T
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98%);126(G-4%,A-99%);134(A-1%,T- ACG; | A GG
99%);137(A-12%,G-93%);149(A-5%,G- A;T;,C,T | A;T;C,T
98%);167(C-95%,T-9%);169(G-100%,T- ;T;C;C; ;T;C;C;
0%);171(C-4%,T-98%);174(C-0%,T- C;T;T C;T;T
100%);176(G-13%,A-92%,T-0%);197(C-87%,T-
17%);203(A-0%,G-100%);205(A-100%,T-
0%);206(C-10%,T-93%);209(C-98%,T-
2%);218(C-10%,T-95%);219(G-15%,T-
91%);221(A-0%,C-100%);223(C-98%,T-
2%);230(C-100%,T-0%);231(C-5%,T-
96%);232(G-5%,T-96%);
AMPLI16 | scaffoldl | AAGTTCG | GTGAGTC | 44(C-83%,T-30%);47(C-0%,T-100%);58(C- CT;CA | T;T;T;T
90313 TAACGAT | AATTCAT | 90%,T-12%);65(A-83%,G-3%,T-29%);69(A- ACT;- | G,CT;
ATATTCC | TCCTCCG | 85%,G-29%);82(A-3%,C-99%);84(C-14%,T- ;GG T, | GT;G;,T
CGGA ATTC 98%);85(A-0%,G-28%);86(G-85%,T- CA;T;C | ;CA;C;
29%);90(A-3%,G-99%);110(C-3%,T- C:GA; | CTA;
100%);145(G-2%,C-98%,T-14%);156(A- G;G;T; A;G;G;
100%,T-1%);164(C-32%,T-84%);168(C-99%,T- | C A;C
12%);195(C-90%,T-14%);199(G-88%,A-
25%);202(G-1%,A-100%);203(G-100%,T-
0%);206(A-0%,G-100%);208(A-25%,T-
88%);214(C-98%,T-16%);
AMPLI16 | scaffold3 | TTTTATA GAGGGTA | 36(C-0%,T-100%);41(C-3%,T-99%);42(A- T.T;T;C | T;T;T;-
90314 GGGCCCT | GACGATA | 1%,C-1%,T-97%);45(A-1%,C-93%);47(C-0%,G- | ;A;A;T; | /C;G/A;
TCCTTTA ATGCTGA | 13%,A-95%);49(G-0%,A-100%);52(C-1%,T- G;TA; A;T;G;
CACA CTG 100%);53(A-1%,G-100%);57(A-13%,T- C;AC.T | AIT;A;
95%),68(G-0%,A-100%);71(C-100%,T- ;GGG | GACT
0%);72(C-0%,A-99%,T-1%);73(A-1%,C- CAT; ;C;C.C;
100%);76(C-6%,T-96%);78(G-2%,C-99%);98(C- | G;C;T;T | C;A;T;
100%,T-1%);112(G-3%,C-96%);114(C-99%,T- ;T;C;C; | G,C/T;T
2%);119(C-0%,A-96%,T-5%);120(C-7%,T- C;G;C; ;T/CT;
95%);123(A-6%,G-97%);154(C-93%,T- G;T;C;T | C,C/G;
16%);156(C-1%,T-99%);159(C-12%,T- ;GG C;G;C;
96%);160(C-0%,T-100%);163(C-100%,T- G;T;C;,T
0%);173(G-13%,C-95%);177(C-96%,T- ;T/G;G
6%);181(G-100%,T-0%);187(C-100%,T-
0%);192(G-100%,T-0%);196(C-17%,T-
93%);208(C-100%,T-0%);215(A-0%,T-
100%);217(G-95%,T-14%);218(A-0%,G-100%);
AMPLI16 | scaffoldl | TATTTTT GCGAATG | 39(G-1%,T-100%);41(C-100%,T-1%);70(A- T.C;T/A | T;C;A/T
90315 GTCACAT | TACTTAG | 68%,T-85%);77(A-4%,C-100%);78(C-99%,T- ;C,CA/- | ,C,C,G/-
TTGTGCC | CACGGAA | 9%);82(A-55%,G-18%);90(G-4%,A- ACG | GATIC
GTTC TTAT 100%);97(C-98%,T-13%);115(G-94%,T- -T/IC;T/ | G;C,C;
3%);117(C-95%,T-55%);122(C-95%,T- C;G;C; G;C;C/
55%);130(A-3%,G-100%);132(C-99%,T- A;GA; A;GT/
7%);144(A-98%,C-14%);148(C-0%,G- T/C,G A;T/C;
100%);161(A-97%,T-16%);191(C-82%,T- G
69%);213(A-1%,G-100%);
AMPLI16 | scaffoldll | ATTCCCT | ATCAAGG | 41(C-0%,T-100%);50(A-3%,G-100%);52(G- T.G;T;A | T;G;T;A
90316 CAGGGTG | ACTTTAT | 0%,T-100%);86(G-13%,A-94%);89(G-0%,A- AGC | AGC
ATGAAGA | GCTCCAA | 100%);92(A-0%,G-100%);98(C-99%,T- C;T,G; C;T,G;
AC GGAG 1%);106(G-0%,C-100%);113(C-0%,T- G;A;G; G;A;G;
100%);119(A-0%,G-100%);122(G-100%,T- G;A;G; G/A;G/
8%);134(G-3%,A-98%,T-2%);137(A-2%,G- A;AC; A;GA,;
98%);143(G-99%,A-9%);146(A-99%,G- C;A;T; A;T/C,C
10%);155(A-1%,G-100%);158(G-0%,A- A;C;C; A/GT,
100%);178(G-5%,A-96%);179(C-96%,G-2%,T- G;G;A; A;C;C/
16%);181(G-1%,C-100%);183(A-100%,G- G,G A;G;G/
9%);184(C-0%,T-100%);186(C-6%,A- A3A;G;
99%);187(C-100%,T-6%);188(C-94%,G-6%,A- G

17%,T-0%): 189(A-0%,G-100%);191(G-94%,A-
21%):197(A-100%, T-0%);199(G-100%,T-
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4%);200(C-5%,G-95%);
AMPLI16 | scaffold12 | CGGACAT | GAGCTTG | 48(C-94%,T-45%);53(G-0%,A-100%);54(C- C/T;A;C | CA;C/T
90317 GATTTTG | TCATCGC | 92%,T-28%);63(G-0%,A-100%);75(C-0%,T- ATT, ATT,
AGTTTTT AGAGGTC | 100%);80(A-5%,T-100%);81(A-0%,G- G;C;C; G;C,G/
GTCC 100%);82(C-100%,T-0%);104(C-93%,G- A;T;- C;A;T;
27%);105(G-0%,A-100%);106(G-1%,T- /G;-;G; G/-;A/-;
99%);109(C-3%,G-72%);110(G-11%,A- C;- T/G;C;C
17%);130(G-93%,T-27%);131(A-1%,C- /C;C;G; | ;C;G;C/
100%);135(C-93%,T-0%);138(C-98%,T- A/C;C/ AA/G;
2%);140(G-98%,T-2%);141(C-83%,A- G;G;C/- | G;T/-;C/
67%);144(C-44%,G-83%,A-27%);145(C-0%,G- ;C/-;- -C/-G;
98%);147(C-44%,T-28%);148(C-66%,T- /A;G/C; | C,C;C;C
0%);149(A-45%,C-27%);151(C-45%,G- C;C/T;C | /T;G/A,
94%);152(G-0%,C-100%);153(C-91%,T- T;G;G; | G,G/A;
47%);163(A-13%,C-99%);168(C-25%,T- A;G;T G;T/C
95%);181(G-93%,A-27%);188(A-0%,G-
100%);191(A-95%,G-25%);196(A-0%,G-
100%);214(C-25%,T-95%);
AMPLI16 | scaffold5 | CAGTAGT | GCTTGAC | 40(G-0%,A-100%);43(C-100%,T-0%);44(G- A;C.G; A;C;G/
90319 AAAAGAA | GAGTCCT | 99%,A-11%);47(C-100%,T-0%);52(G-7%,A- C;AA; A;CA;
AAGACCG | ATAACAA | 100%);53(G-0%,A-100%);60(A-3%,G- G:A;G; | A;GA;
TCAA GT 100%);62(G-3%,A-100%);90(A-23%,G- A;G;G; | A/IGA;
98%);91(G-0%,A-100%);93(A-2%,G- A;GG; G;G;A;
100%);102(A-0%,G-100%);106(G-0%,A- C;A;C; G;G;C;
100%);108(A-0%,G-100%);127(A-6%,G- G;A;C; G/A;C;
100%);137(A-0%,C-100%);143(A-86%,G- C;AA; G;A;C;
34%);146(C-100%,T-3%);147(A-10%,G- G;A;G; C;AA;
100%);155(G-6%,A-100%);161(C-99%,T- G;C;C; A/G;G/
16%);171(A-1%,C-100%);177(C-6%,A- A;G A;G;G;
100%);184(G-6%,A-100%);185(A-11%,G- C;CA;
100%);187(A-99%,G-11%);189(A-10%,G- G/A
100%);202(A-3%,G-100%);237(A-0%,C-
100%);238(A-1%,C-100%);240(G-6%,A-
100%);242(G-96%,A-27%);
AMPLI16 | scaffoldd | AGAGTAG [ TAAACCC | 45(A-20%,T-90%);49(C-4%,T-100%);55(G- T.T;T;A | T;T;T;A
90320 AGTGAGT | ATGGATC | 0%,T-100%);68(G-3%,A-99%);79(A-0%,G- ;GG T; | ;G,G;T;
AATGCGA | TGTAGTG | 100%);92(C-6%,G-99%);101(C-11%,T- G;C;G; G;C;A/
TTCC CTG 95%);124(A-0%,G-100%);128(C-99%,T- C;A;G; G;C;A;
1%);136(A-8%,G-100%);140(C-99%,T- A;CA; G;A;C;
3%);148(C-2%,A-100%);149(G-100%,T- A;C A3A;C
1%);151(G-1%,A-100%);154(C-99%,T-
3%);164(G-1%,A-100%);166(G-16%,A-
92%);172(C-100%,T-0%);
AMPLI16 | scaffold10 | CCTTCTC GACTACG | 41(A-1%,C-100%);65(G-99%,T-2%);71(G- C;G;G; C;G;G/
90323 ATTCGTC | AGGGTGC | 84%,T-34%);74(A-0%,C-100%,T-11%);77(C- C;CA;T | T;C,CA
AAGAGAT | ATGCAAG | 100%,T-1%);80(G-21%,A-95%);85(C-0%,T- ;T;G;C; | ;T;T.;G;
ACATG 100%);86(G-0%,T-100%);89(A-1%,G- A;G;G; C;A;G;
100%);92(C-100%,T-1%);98(G-4%,A- G;GA/ | GGG,
100%);101(A-4%,G-100%);110(A-9%,G- G;C;G; G/A;C;
100%);119(A-0%,G-100%);122(A-1%,G- G/AA,; G;G/A;
100%);131(G-93%,A-96%,T-0%);137(C- AAGH | AJALA;
100%,T-0%);140(A-3%,G-99%);149(G-88%,A- AAGH | AIGA;
100%);167(G-1%,A-100%);170(C-3%,A- A;G;C G/A;G;
97%);180(G-2%,A-100%);182(A-88%,G- C
100%);188(G-0%,A-100%);194(G-96%,A-
94%);200(A-0%,G-100%);212(A-1%,C-100%);
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AMPLI16 | scaffold2 | CGTATCA | CTTCAAA | 37(C-95%,A-24%);55(C-3%, T-100%);58(A- CiT:A;-; | A/IGT;C
90325 GTGTATG | CTGTGCT | 98%,C-19%);76(C-0%,G-0%,T-24%);78(A- ~TTiG; | /A5G
ACCGGAA | CGATCGA | 1%,G-24%);80(C-0%,T-100%);87(C-19%,T- CTA; | HTiT/C
TTAC TC 98%);88(G-98%,A-19%);99(A-6%,C- AGC; | iG/AC
100%); 104(A-0%, T-100%); 105(G-1%,A- ATA; | TTAAT
100%); 106(C-2%,G-1%,A-100%);109(G-94%,T- | C;C;T;T | /G;G/C;
24%);114(C-98%,G-19%);118(A-95%,G- ATIA; | GIAIT;
24%);122(G-7%,T-99%); 127(A-98%,G- T;~T A/GiC;
19%);129(C-100%,T-0%); 134(C-100%,T- C;T/C;T
1%);142(C-19%,T-98%);147(C-3%,T- :CIAT;
99%);160(A-95%,C-19%);163(G-1%,T- A/T;C/T
100%); 165(A-98%, T-19%);167(C-19%,T- -/A;T
98%);174(G-4%,A-16%);175(G-16%,T-99%);
AMPLI16 | scaffoldl4 | CATCGTC | CAGCGTC | 55(C-27%,T-90%);74(G-1%,A-100%);110(A- T:AG; | C/ITiA;
90328 AGTGACC | GTAGTAT | 10%,G-100%);113(C-97%,T-17%);125(G-1%,C- | C;C;T;G | G;C;C;T
ATAACCT | ATGGGGA | 99%);133(C-0%,T-100%);161(G-96%,C- :G:ASG; | G/C;G/
AAGA AC 18%):163(G-99%,A-14%);167(G-6%,A- AGG; | AAG
99%);172(A-0%,G-99%); 1 76(A-96%,G- G:G:T | A/GG;
18%); 179(A-6%,G-99%); 180(A-4%,G- G;G/A;
99%);187(G-95%,A-19%); 188(G-95%,C- C/G;T
15%):212(A-0%, T-100%);
AMPLI16 | scaffoldl | GAAATGT | CTGGAGA | 51(C-100%,T-4%);52(A-95%,G-18%);174(C- CA,C | CG/A;
90329 CCGGGAA | AAGGTCA | 99%,T-12%); C/T
GAACTAG | TATTCAG
ACAT GTGA
AMPLI16 | scaffold8 | ATAAAGC | GTCGATG | 76(G-0%,T-100%);110(A-8%,G-96%); TG TG
90330 CCATTTT | AAGACAA
GAGTCAT | CGTAGAC
TGCT TTTG
AMPLI16 | scaffold8 | CCCAGAG | CGTATTC | 40(G-0%,C-100%);67(G-2%,T-98%);71(G- CT.G; | GTG;
90331 TGTCTAG | TGAATGA | 100%,T-0%);78(G-3%,A-98%);91(A-2%,G- AGG; | AGG;
TATAGGG | AAGGTCC | 98%):95(A-2%,G-98%);110(C-9%,T- TATT | O/TA;T
AGTA ACTC 98%);122(G-0%,A-100%);138(C-15%,T- T:G:C; | /CTST;
93%);174(A-5%,T-96%); 181(C-0%,T- G G;C;G/
100%); 188(A-0%,G-100%); 199(A-1%,C-98%, T- A
2%);215(A-10%.,G-97%);
AMPLI16 | scaffoldl0 | AAGAGTC | GTAGCCG | 43(A-0%,G-2%,T-98%):46(A-2%,G-98%);54(C- | T;G;C;C | T;G;C;C
90332 ACATAAG | ATGGTCA | 100%,T-1%);56(C-100%,T-1%);70(G-100%,T- | :G:T;G; | ;G:T;G;
CATACCC | CCTGGAT | 2%);72(C-1%,T-99%);82(G-100%,T-0%);83(G- | G:G:A; | G:G:G/
GAAG AAAC 99%,T-11%):85(A-1%,G-99%):91(A-89%,G- T,T;C;C | A;T;T;C
35%);92(C-2%, T-100%);93(C-1%,T- :G;G;T; | :C;G;G;
100%);94(G-1%,C-100%,T-1%);96(C-99%,T- | A;G;T;T | T;A;G;T
1%); 108(A-0%,G-100%); 109(A-2%,G- :GTA; | T:G:T;
98%);112(A-2%,G-2%,T-98%): 114(G-16%,A- | A;A;G; | AAGA;
97%);115(A-1%,G-99%);121(G-1%,T- GAG; | GGA;
100%); 123(A-2%, T-99%); 124(G-100%, T- ATCC | GALT;
0%);126(C-1%,T-100%);130(G-14%,A- :G;G:A; | CCG;
99%);132(G-16%,A-96%); 136(G-2%,A- GAA; | GC/A;
99%);142(A-2%,G-99%); 148(A-1%,C-0%,G- GGC; | GAA;
100%); 154(G-7%,A-98%);160(G-100%,T- T,T;T;G | GT/G;
0%);163(C-2%,A-98%);166(C-2%,T- TG C;T;T;T
98%);170(A-0%,C-100%);171(C-100%,T- :G;C/T;
0%);175(A-1%,G-100%); 187(A-0%,G- T/G

100%); 193(A-79%,C-38%,T-0%); 194(A-1%,G-
100%); 196(G-1%,A-100%); 198(G-4%, A-
100%); 199(G-100%, T-1%);202(G-97%,T-
16%);211(A-2%,C-98%);214(A-0%,T-
100%);217(C-2%,T-99%);218(G-0%, T-
100%):223(A-0%,G-100%);226(C-26%,T-
93%);238(C-5%,G-93%,T-22%);
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AMPLI16 | scaffold2 | GTTCATC | TTCATTA | 56(C-0%,G-2%,T-98%);59(A-2%,C-28%,T- Ti=AC; | T;C;G;C
90334 ATCCGTT | GGCCTAC | 2%):61(A-80%,C-0%,G-26%,T-1%):62(A-1%,G- | T;T;A;C | (T;T:A;
TATGGAC | GTCATCT | 1%,C-99%):64(A-0%,G-3%,T-98%):65(A-0%,T- | ;A;G:C; | C;A;G;
ATCC CCTA 99%);66(G-2%,A-100%);68(A-0%,C- T,C;G; | GGG
100%);71(A-100%, T-0%); 74(A-1%,G- G:CC;T | G;G;C;
99%);75(G-0%,C-99%,T-1%);80(C-29%,T- Gi--; | GTiG;
78%);81(G-2%,C-98%):85(C-11%,G- AAT; | AGG;
94%);87(A-1%,G-99%);88(A-1%,C-97%,T- CAG; | AjAA;
3%);89(C-99%, T-2%):90(G-2%,T-100%):93(G- | G:G:G; | C:AA;
98%,T-0%);97(C-0%,A-19%,T-1%);98(G- GiCA; | AGA;
25%,T-2%):99(A-1%,G-26%);100(G-0%, A- TAC; | GCA;
95%);103(G-1%,A-99%); 106(A-28%, T- A-GG | TAC
78%);107(G-1%,C-99%, T-1%);108(G-1%,A- TTC; | AGA;
99%);113(G-90%,A-17%);128(G-78%,A- GTT,C | GAT;T
29%);134(A-0%,G-100%); 137(G-78%,A- GTT; | :GAT;
28%);140(A-1%,G-100%); 143(A-1%,C- CT;TA | CGC;
100%); 146(G-13%,A-94%);161(G-0%, T- :C;G:C; | CCiG;
100%);164(G-1%,A-99%); 167(A-0%,C- CGT; | AAC
100%);170(C-0%,A-100%);178(A-1%,G- AAT;, | GATT
29%);179(G-77%,A-29%); 180(C-0%,G-100%,T- | A;CiA; | ;T:G:A;
0%);181(A-31%,T-75%); 182(A-1%,T- C;T T;AC
99%);183(C-77%,T-29%);185(A-1%,G- AGT
99%);187(C-1%,A-30%,T-75%); 188(A-1%,T-
99%);189(G-0%,C-100%); 190(A-0%,C-0%,G-
100%);193(C-29%,T-77%);197(C-31%,T-
75%);199(C-100%, T-0%);200(A-1%,G-30%, T-
75%);203(G-0%,A-29%, T-76%);204(A-99%, T-
1%);205(C-98%, T-3%);206(A-0%,C-1%,G-
100%);207(C-75%,G-1%,A-29%);208(C-76%,T-
28%);209(A-1%,G-75%, T-28%):210(A-1%,C-
1%,G-11%,T-92%);211(A-75%,C-1%,G-
30%);213(G-0%,A-100%);215(C-1%,T-
99%);216(G-0%,A-100%);220(A-0%,C-99%, T-
1%):222(A-99%, T-1%):225(C-77%,G-
29%);226(C-1%,T-99%);
AMPLI16 | scaffoldd | TAATGAA | TATTAGC | 36(A-3%,G-98%):37(A-1%,G-99%);56(C- G:G:T,T | G;G;T/
90335 CCAAATG | ATCGTCG | 28%,T-89%):65(G-0%,T-100%);73(C-0%,T- TAT, | GTIT;A
GCATTGA | GTATCCT | 100%);75(G-0%,A-100%);80(G-0%,T- GT,T;G | ;TiG:T;
AGCT TTGT 100%);84(A-4%,G-98%);85(A-4%,T- T:G:C; | T;G;T;G
98%);90(C-0%, T-100%):91(A-4%,G-98%):94(C- | A;G {C;AA/
0%, T-100%);96(A-0%,G-100%);97(C-100%,T- G
0%);107(G-0%,A-100%); 156(G-89%,A-28%);
AMPLI16 | scaffoldl | AACAGTT | AATGGTG | 39(C-99%,T-4%);54(G-8%,C-99%,T-0%);62(G- | C:C;A;- | C;CA;
90336 TGTCAGC | TTGGTGT | 1%,A-100%);65(G-38%,T-42%);72(C-0%,G- IT;G;A; | GI~G:A
TACCATT | CAAGATC | 100%);90(G-1%,A-100%);139(A-100%,T- ACGGH | ACT
CTTG G 0%);157(C-100%, T-0%);161(G-87%,T- T:A G;T/A
73%);166(A-99%,T-14%);
AMPLI16 | scaffold2 | TACATAG | GAGCTTC | 44(A-0%,G-100%):46(A-1%,G-100%);52(C- G:G:C; | G:GiC/
90339 GACCAAT | AAGCCTA | 87%,A-26%);59(G-8%,A-98%);75(A-4%,G- AGC; | AAG
AGCACTC | CGCGA 99%);77(C-91%,A-23%);83(A-98%,T- A=C; | C/AAL
AGAC 7%);84(G-13%,T-15%);85(G-6%,A- CiGiG; | /G:A/~
22%);103(C-100%,T-0%);112(C-100%,T- AGG; | GGG
0%);113(A-6%,G-98%);121(A-0%,G- G:G:C; | G:AG;
100%); 128(G-1%,A-99%); 132(A-0%,G- ATA; | GGG/
100%);134(G-99%, T-3%); 147(A-0%,G- CiT;Gi~; | AsCA;
100%); 149(G-88%,A-26%); 1 54(A-1%,C-95%,T- | -s-:- T;A;C;T
12%);157(A-98%, T-6%); 161(C-3%,T- A/G;A/
96%);163(G-5%,A-95%);181(C-98%,T- ~G/~G/
4%);194(A-0%,T-100%);200(G-87%,A- /A
26%);206(G-0%,A-25%);209(A-4%,G-
22%):211(G-21%,T-6%):212(A-21%,T-6%);

60
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AMPLI16 | scaffold2 | TCATGGG | AGGTTCA | 35(A-0%,G-100%);37(G-3%,A-99%);54(G- G;A;T; G;AA;
90340 CTCTGAT | GATCGAC | 1%,A-19%,T-87%);55(G-6%,A-97%,T- AAA; AATT
GGATCTT | GAGTGG 2%);56(A-99%,T-2%);57(A-87%,T-18%);58(C- T;A;T;C | ;C;T;C;
TTT 2%,T-98%);85(A-88%,G-3%,C-15%,T- -T,C,G | A;T;C;
2%);90(C-0%,T-100%);92(A-4%,C-98%);93(G- C,CA; | GCC,T
4%,A-20%);95(C-1%,T-100%);97(C-98%,T- G;G;A; ;G:GA;
4%);103(C-1%,G-100%);105(A-0%,C- T.C;G;T | T;C;A;T
100%);119(C-100%,T-2%);120(A-85%,T- T TST, T TST,
20%);126(A-0%,G-100%);130(A-0%,G- T;C;A; T;C;A;
100%);131(G-1%,A-100%);137(C-3%,T- A;T;A; A;T;A;
99%);138(A-3%,C-99%);140(G-80%,A- G;T.T;T | G,T;T;T
26%);144(A-1%,T-100%);149(A-2%,T- CGAT, | CAT;
99%);152(G-6%,T-95%);155(G-3%,T- T;AAT | CAA;
97%);159(C-2%,T-99%);161(G-3%,C- ;T;G;C; | T;T;G;C
98%);162(G-5%,A-98%,T-2%);164(G-2%,A- CAT;T | ;T;G;T;
100%);167(A-5%,T-99%);170(G-3%,A- ;GT,T;, | G;T,T;C
98%);172(A-5%,G-99%);177(C-3%,T- CA;T T;TT
99%);179(G-2%,T-100%);181(C-6%,T-
97%);183(C-98%,T-2%);184(G-3%,A-
96%);187(C-0%,T-98%);190(C-18%,T-
89%);192(G-2%,A-99%);194(G-2%,A-
100%);196(A-2%,T-99%);199(C-0%,T-
100%);205(G-99%,T-1%);206(C-100%,T-
0%);208(C-79%,T-25%);209(A-79%,G-
25%);211(C-0%,T-97%);226(C-1%,G-25%,T-
78%);228(G-83%,T-21%);237(C-0%,T-
100%);238(C-17%,T-89%);239(C-78%,T-
27%);240(A-89%,T-17%);242(G-1%,T-99%);
AMPLI16 | scaffold12 [ AATCCAG | ACCGCTT | 101(A-18%,G-83%); G G
90341 TATGCAC | TTTACCC
CATAAAG | TTTTTGA
CAAG ATCT
AMPLI16 | scaffold18 [ AGACATG | GGTACCA | 36(G-85%,T-16%);38(A-100%,T-0%);124(A- G;A;C; G;A;C;
90342 AAGATTA | TCTCCAT | 2%,C-98%);151(A-3%,G-97%);160(C-100%,T- G;C G;C
TCCGCCT | CTGTAAA | 0%);
GTAA ACCT
AMPLI16 | scaffold14 | GAAGCAG | CTTGATG | 39(C-97%,T-7%);42(C-96%,T-4%);45(C-1%,T- C,C,T;T | C,C,T;T
90344 ACGTACC | TATGGGA | 100%);51(C-0%,T-100%);54(A-98%,T- AGs-; A;G;-
CACTATC | CCAGTTT 10%);63(A-0%,G-100%);65(C-27%,T- A;C;C; /C;A/T;
AA GTC 3%);70(A-95%,G-0%,T-13%);71(A-2%,C- A;C;C; C;CA;
98%);72(C-100%,T-1%);76(G-0%,A- G;AA; C,C;G;
100%);79(C-99%,T-3%);80(C-97%,T-3%);81(A- | A;T;T;A | A;AA;
2%,G-100%);82(G-2%,A-98%);85(G-7%,A- T;G;G; | T;T;A;T
95%);87(C-3%,G-4%,A-95%);88(A-0%,T- T,T;T;A | ;G;G;T;
100%);89(C-0%,T-100%);93(G-0%,A- ;G T,C;, | T,C/T;A
100%);95(C-0%,T-100%);96(A-2%,G- A;GT; ;G T/C;
98%);98(A-4%,G-96%);99(C-2%,T- C,A;C;T | CGAG;
100%);102(C-0%,T-100%);109(C-10%,T- ATC, | T,CGAC
99%);115(C-4%,A-96%,T-0%);118(A-2%,C- A;G ;T/C;G/
1%,G-98%);121(C-26%,T-87%);127(C-100%,T- A;T/C,C
0%);133(G-2%,A-98%);145(A-0%,G- AG

100%); 148(C-2%,T-98%);151(C-99%, T-
1%); 153(A-100%, T-0%); 154(C-100%, T-
0%);163(G-5%,C-23%,T-87%);165(A-89%,G-
23%);166(C-16%,T-95%);169(C-100%, T-
0%);175(G-2%,A-98%); 1 78(A-5%,G-100%);
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AMPLI16 | scaffold12 [ AGAAAGA | CTTGACT | 36(G-3%,A-98%);39(C-98%,T-3%);45(G- A;C,T,C | A,C,C/T
90349 ACTGACG | TCCCTGG | 11%,C-16%,T-90%);46(C-100%,T-1%);47(C- ;C;T;C; ;C;C,G/
AGTATCA | TATCCTC 100%,T-0%);48(A-1%,G-27%,T-88%);49(G- C,G;T;T | T;C;C;G
CCAA AC 0%,C-99%,T-0%);50(C-99%,T-1%);51(C- ;C,C,G; | /A C/T,
19%,G-89%,A-9%,T-0%);54(C-27%,T- CAT;T | T.C,C;G
89%);57(C-3%,T-98%);60(C-99%,T-1%);66(A- :G;A;G; | C/T;A;
2%,C-97%,T-2%);75(A-2%,G-98%);78(C- G;G;A; T.T;G;A
96%,T-13%);81(G-2%,A-99%);84(G-1%,T- G;G;G; ;G/A;G;
100%);99(C-6%,T-99%);102(A-1%,G- C;G;C; G;A;G;
99%);105(G-0%,A-100%);108(G-97%,A- C;C;G; G;G;C;
11%);111(A-2%,G-99%);114(A-2%,C-7%,G- C.,G;G; G;C;C;
97%);117(G-6%,A-99%);120(A-2%,G- C C;G;C;
99%);123(G-99%,T-2%);129(A-3%,G- G;G;C
98%);132(A-4%,C-96%);135(A-1%,G-
99%);138(G-0%,C-100%,T-1%);141(A-3%,C-
97%);144(A-4%,G-1%,C-92%,T-9%);147(A-
2%,G-99%);150(G-1%,C-100%);153(A-1%,G-
99%);156(A-1%,G-99%);165(C-99%,T-1%);
AMPLI16 | scaffold5 | CTCAAGG | GCATTTC | 46(A-4%,C-96%);48(A-0%,G-100%);51(A- C;G;G; C;G;G;
90350 ATGTTTT AATTCTC 1%,G-100%);54(G-0%,T-100%);57(G-98%,A- T.G;A;T | T;G/A;
GGACAGC | CATCTAC | 14%);72(C-1%,A-99%);81(C-6%,T-100%);87(A- | ;C;G;T; | A;T;C;
TG GTGT 1%,C-100%);102(A-1%,G-99%,T-3%);103(C- G,G,T;T | G;T;G;
1%,T-100%);105(A-1%,G-100%);126(A-0%,G- ;C,C,G; | GT/C,T
100%);132(C-30%,T-94%);135(C-2%,T- T,C,T;T | ;C,CG;
99%);137(A-0%,C-100%);138(C-100%,T- ;G;C,C; | T/IC,C,T
0%);141(A-0%,G-100%);144(C-23%,T- T,;G;-;-; | ;C/T;G;
91%);147(C-100%,T-1%);150(C-2%,T- G;A;A;- | T/IC,C;T
98%);156(C-18%,T-96%);163(A-0%,G- AGC; | Gy-/Cs-
100%);166(C-93%,T-31%);168(C-98%,T- T.T;C;C | /T;T/G;
0%);170(G-1%,T-98%);171(A-5%,G-96%,T- ACG; | AA;GH-
0%);172(C-30%,T-3%);174(C-0%,G-1%,T- A;T;A; A;G;C;
33%);175(A-0%,G-93%,T-28%);176(G-4%,A- A;GT; T/C;T/C
98%);177(G-2%,A-98%);178(G-34%,T- C,T;T;C | ,C/T;C;
0%);180(G-1%,A-100%);182(A-4%,G- ;T;C,C; | A/T;,C/T
100%);183(G-1%,C-96%,T-1%);184(C-34%,T- G;A;G ;G;G/A;
90%);185(A-0%,C-31%,T-93%);186(C-90%,T- T;A/G;
34%);188(G-0%,C-100%);189(A-89%,T- A;G;T;
31%);190(C-89%,T-34%);192(A-0%,G- C;T;T/C
100%);193(A-93%,G-29%);194(C-1%,T- ;C/T;T;
100%);195(A-93%,G-31%);196(G-1%,A- C;C;G;
100%);199(A-3%,G-98%);202(C-1%,T- A/C;G
100%);203(C-100%,T-2%);204(G-2%,T-
98%);205(A-1%,C-37%,T-87%);206(C-89%,T-
34%);208(C-1%,T-100%);209(C-96%,T-
5%);214(C-100%,T-0%);217(A-0%,G-
100%);232(A-85%,C-37%);238(A-1%,G-100%);
AMPLI16 | scaffoldl | ATCGTTA | ATTTCCA | 36(G-1%,A-99%);41(C-70%,G-63%);43(C- A;C;C; A;G;C;
90353 GCTCAAG | TCATCAT 100%,T-0%);44(A-35%,G-98%);47(G-100%,T- G;G;A; G;G;G;
AAGGATA | TTACACA | 0%);97(A-73%,G-28%);102(C-71%,T- C;C;C;C | T;C;C;C
GCG GGTG 62%);103(A-34%,C-98%);108(C-100%,T- ;GGG | 1 GiGiA;
1%);116(C-98%,T-34%);124(G-100%,T- C;G;C; C;G;C;
0%);130(A-0%,G-100%);131(C-71%,A- A;T;C; G;T.T;G
62%);132(C-100%,T-0%);136(A-0%,G- G;AA; ;GG A,
100%);139(G-34%,C-98%);148(A-71%,G- C,C,C,T | CCT,T
62%);159(C-2%,T-99%);176(C-71%,T- ;C,G ;G
62%);183(G-100%,T-2%);191(A-71%,G-
62%);194(A-71%,G-62%);202(C-73%,A-
27%);213(C-100%,T-0%);217(C-100%,T-
0%);218(C-0%,T-100%);226(C-71%,T-
61%);233(A-0%,G-100%);
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AMPLI16 | scaffoldd | AACAGCT | CAGCGCT | 51(A-7%,G-100%);54(G-100%,T-3%);55(C- G;G;T; G;G;T/
90355 ATATACC | TAGGCAT | 25%,T-91%);59(A-1%,G-100%);75(C-3%,T- G;--C; | G;G;T/-
TGTACCC | ATAGGTG | 23%);76(A-2%,C-25%);80(G-7%,C-97%,T- C:G:A; | C/-CC
GAAC G 5%);87(C-100%,T-1%);98(G-97%,A- AGA/ | G/IAA,
18%);100(G-5%,A-99%);104(A-91%,C- G;AT,; A/C;G/
25%);108(G-94%,C-23%);110(A-43%,G- G;AT; C:GA;
96%);112(A-99%,T-4%);120(C-23%,T- C:G:G; | CT;G;
94%);126(A-8%,G-98%);131(A-99%,T- C;C;C; A;TC;
4%);132(A-1%,T-100%);134(C-100%,T- AGA; | GGG
1%);135(G-100%,T-1%);141(A-7%,G- C:G;A/ | CGCA;
100%);151(A-1%,C-100%,T-1%);174(C-99%,T- | G C;A;C;
4%);175(C-99%,T-4%);185(A-100%,T- G;G/A
0%);191(C-100%,T-3%);195(A-100%,T-
0%);196(C-99%,T-7%);197(A-0%,G-
100%);215(G-81%,A-81%);
AMPLI16 | scaffold14 | TTGCTTT | AAGTAGA | 41(A-94%,T-13%);42(A-3%,T-98%);47(C- AT, T;A | T;T;T;A
90358 GCTTACA | AGGGTAG | 0%,T-98%);48(C-3%,A-98%);56(C-0%,T- STAGA; | T AA;
ACTCTTG | CACGTCA | 100%);60(G-1%,A-100%);66(G-5%,A- ACTT | GGA;
CTAT GTTA 99%);76(A-94%,G-13%);77(C-94%,G- ;T TST, T;T;C;C
13%);81(A-13%,T-94%);104(C-0%,T- ANA; | AGA;
100%);106(C-0%,T-100%);116(C-9%,T- C:G:G; | GT;A;
95%);120(G-0%,C-21%,T-88%);122(A-96%,T- AT,T;T | ACTT
8%);128(A-89%,G-21%);131(G-2%,A-
100%);136(C-100%,T-0%);143(G-87%,T-
22%);150(G-86%,A-19%);177(G-1%,A-
99%);180(C-23%,T-87%);198(A-3%,T-
99%);201(C-1%,T-99%);
AMPLI16 | scaffold2 | TCTAGTT | ACTACCA | 37(A-0%,G-100%);39(G-100%,T-1%);41(C- G;G;T; G;G;T;
90359 CGAAGAT | GATAGCG | 0%,G-0%,T-99%);42(G-1%,C-99%);59(C-1%,G- | C;A;T; CAT;
ACCCTGT | ACGATAT | 2%,A-99%);61(A-0%,T-100%);63(A-4%,G- G;T;G;T | G;T;A/
TTGG CAAG 100%);64(A-0%,C-0%,T-99%);65(G-99%,A- ;CGT:A; | GT;,CT
18%);69(C-0%,T-100%);91(C-100%,T- T;ATT | S ATA;
3%);100(C-1%,T-100%);114(G-1%,A- ;C;T:G; | G/T;T;C
99%);115(C-0%,T-100%);117(G-0%,A-100%,T- | A;AA; | T;GA;
4%);142(G-19%,T-98%);148(A-0%,C-1%,T- G;GA; | AJA/G;
99%);150(C-100%,T-0%);152(C-0%,T- T;G;A; G;G;A;
100%);156(A-1%,G-99%);161(G-6%,A- G;C;G; | T:G:A;
99%);162(G-0%,A-100%);165(A-99%,G- T;C;G; A/G;C;
18%);168(A-1%,G-100%);174(A-0%,G- G;A G;T;C;
100%);177(G-1%,A-99%);186(G-0%,T- G;G;A
100%);192(A-0%,G-100%);195(G-17%,A-
97%);201(G-92%,A-31%);204(C-99%,T-
1%);213(G-100%,T-0%);216(C-0%,T-
100%);219(C-100%,T-0%);228(A-1%,G-
100%,T-0%);234(G-100%,T-0%);236(A-
100%,T-0%);
AMPLI16 | scaffold5 | CGACAAC [ AGCTGTA | 37(C-19%,T-97%);42(A-16%,T-97%);48(G- T;T;G;G | T;T;G;G
90362 ATGGACT | AAATACA | 100%,T-0%);49(C-7%,G-99%);50(G-6%,A- AAG; | AAG:
ATCATCC | CTGGGGA | 100%);54(G-0%,A-100%);61(A-1%,G- GAT,T | GAT,T
TGAT TCTT 99%);64(A-0%,G-100%);66(C-0%,A- ;T;-,G;T | /C;T;-
100%);80(C-6%,T-100%);82(A-0%,C-36%,T- G T;G; | /AGT;
88%);91(A-1%,T-100%);95(A-32%,T-0%);96(A- | A;C;G; | G;T;G;
0%,G-100%);100(C-0%,T-100%);105(G-99%,T- | C;G;G; | G/A;C;
4%);107(A-1%,T-99%);108(A-12%,G- T;T,T;T | G;C,G;
98%);110(A-86%,G-40%);117(C-99%,T- ;T:G:G; | G;T;C/T
5%);120(A-1%,G-99%);121(G-0%,C-99%,T- T;A;T;G | ;T/C;C/
1%);124(A-1%,G-99%);137(A-0%,G- ;C,CC; | T;T;A/G
99%);141(A-0%,T-99%);145(C-27%,T- AT, T;A | G TA;
93%);146(G-1%,C-27%,T-93%);152(C-27%,T- ;GAT; | T;G;C;C
94%);154(C-3%,T-100%);155(G-88%,A- G;A ;GAST;
38%);158(C-0%,G-100%);160(C-3%,T- T;A;G;
100%);161(G-1%,A-100%);163(G-11%,T- AT;G/
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99%);164(A-0%,G-100%);181(C-99%,T- AA
0%);183(C-99%,T-10%);187(C-99%,T-
5%);188(C-14%,A-98%);191(A-2%,T-
100%);192(A-10%,T-99%);196(C-0%,A-
100%);197(A-0%,G-100%);201(C-7%,A-
99%);202(G-1%,T-99%);205(G-88%,A-
38%);206(G-0%,A-100%);
AMPLI16 | scaffoldl | TCTCGAT | TCCAAGT | 36(C-100%,T-0%);38(G-88%,A-57%);42(A- C;G/A; C;G/A;
90363 ACGATCC | ACAAACT | 0%,G-100%);44(C-0%,T-100%);50(C-2%,G- G;T;G; G;T;G;
TCTTCAA | CGTATTC | 99%);60(A-0%,G-100%);68(A-0%,G- G;G;G; G;G;G;
CATG TCCA 100%);74(A-0%,G-100%);77(G-91%,A- A/G;C; G/A;C;
55%);83(C-100%,T-1%);89(A-0%,G- GAG/ | GAG/
100%);96(A-99%,T-0%);104(G-87%,T- T.T;A;T | T;T;A;T
59%);106(C-2%,T-100%);112(C-1%,A- ICAA; | /CAA;
100%);119(C-55%,T-91%);120(G-0%,A- A;A/C; AA/C;
100%,T-0%);121(G-0%,A-100%);122(C-0%,A- T:A;G; T:A;G;
98%);125(A-85%,G-5%,C-59%);127(C-0%,T- C;AA; C;AA;
100%);128(G-0%,A-98%);134(A-3%,G- A;G/A; | AG/A;
98%);139(A-2%,C-98%);140(G-0%,A- G;A;C/ G;A;T/
100%);141(G-1%,A-99%);142(C-2%,A- T,G;T/G | C;G;G/
98%);151(G-87%,A-59%);160(A-1%,G- :G;C;T/ | T;G;C;T
100%);169(G-0%,A-100%);175(C-57%,T- C;T/A; /C;T/A,;
89%);181(A-4%,C-0%,G-96%);184(G-91%,T- A;C;C; A;C;C;
54%);189(A-0%,G-100%);190(C-100%,T- A;G/A; | A;G/A;
0%);194(C-54%,T-91%);196(A-55%,T- T T
91%);200(C-2%,A-98%);202(C-100%,T-
1%);207(G-0%,C-100%);208(G-0%,A-
100%);213(G-88%,A-59%);238(C-1%,T-100%);
AMPLI16 | scaffold18 | ATTAACT | AAAAGGT | 42(A-100%,T-0%);43(G-0%,T-100%);44(C- A;T;T;,C | A;T;T;C
90364 AAGTCAA | ATCTTTA | 0%,T-100%);51(C-92%,T-8%);52(C-0%,T- T;T;G; T;T;G;
TCTCTGC GGTGTGT | 100%);58(C-0%,T-100%);60(A-0%,G- G;A;G G;A;G
CTGC CGGG 100%);61(G-83%,T-18%);66(C-0%,A-
100%);76(A-2%,C-0%,G-98%);
AMPLI16 | scaffold10 | TAGCTAT | TTGAATG | 52(A-2%,G-100%);53(G-28%,T-89%);54(A- G;T;C;,C | G;G/T;
90367 CTGAGTC | AATCGAT | 2%,C-98%);58(C-100%,T-0%);61(C-98%,T- ;CCA; | CC,C/T
CTTTCGT CTTGAAT | 11%);67(A-13%,G-3%,C-96%);73(G-0%,A- C;C;C;C | ;CAC,
CTTC GGGG 100%);88(A-1%,C-99%);94(C-100%,T- ;T,G;T;, | C,C,C,T
0%);98(C-100%,T-1%);105(C-99%,T- T,T;G;T | ;G/C;C/
3%);112(C-3%,T-99%);113(G-90%,C- ;C;T;C T,T;T;G
27%);114(C-18%,T-96%);115(C-15%,T- ;T;C/G;
96%);116(A-3%,T-99%);120(A-12%,G- T/C,C
97%);122(C-2%,T-99%);123(C-90%,G-
27%);128(C-25%,T-92%);151(C-99%,T-1%);
AMPLI16 | scaffoldll | GAAGAAC | CCCTGTT 33(G-0%,A-100%);37(G-100%,T-0%);39(A- A;GG; | A;GiG;
90368 AGTGCAA | ATTCCTG | 9%,G-100%);40(A-3%,G-100%);42(C-100%,T- G;C;A; G;C;A;
CCTGTTC CTATTCC 1%);43(G-0%,A-100%);45(C-0%,T- T;G;C;C | T;G;C;,C
G CATTA 100%);46(A-1%,G-100%);53(C-100%,T- :G;G;T; | ;G,G;T;
1%);55(C-100%,T-2%);60(A-0%,G- G;G;G; G;G;G;
100%);61(A-0%,G-100%);64(C-0%,T- G;C;A; G;C;A;
100%);66(A-0%,G-100%);73(A-12%,G- C;,T;C;,C | C,T;C;C
100%);76(A-37%,C-0%,G-100%);78(A-0%,G- :G:GA; | GGG,
100%);79(C-100%,T-1%);91(G-0%,A- C;A;C; C;A;C;
100%);93(A-7%,C-99%);94(A-0%,G-7%,T- G;A;C; G;A;C;
99%);95(G-0%,C-99%,T-7%);96(C-99%,T- C;G;G; C;G;G;
8%);97(A-7%,G-100%);99(A-0%,G- C;G;A; C;AA;
100%);100(A-85%,G-60%);102(C-100%,T- G;G;A; G;G;A;
1%);103(G-10%,A-100%);104(C-100%,T- C;G;G; C;G;G;
1%);106(A-3%,G-100%);111(G-0%,A- G,C;T G,C;T
100%);112(C-100%,T-0%);117(C-100%,T-
1%);118(A-1%,G-100%);124(A-7%,G-
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99%);126(C-100%, T-1%);127(G-96%,A-
11%);130(G-56%,A-93%); 132(A-0%,G-
100%); 136(A-6%,G-99%); 139(A-99%,T-
10%); 145(A-4%,C-100%,T-1%); 146(A-6%,G-
100%); 147(G-100%, T-1%); 148(A-1%,C-1%,G-
100%, T-1%);150(C-100%, T-0%); 151(A-5%,T-
100%);

AMPLI16 | scaffoldd | GCCGCTT | CAGCAGA | 60(A-0%,G-100%);87(C-57%,T-95%);98(A- G;T/C; G;T;G/
90369 CAAGTAG | AAGAGGA | 99%,G-19%);100(G-0%,A-100%);107(C-95%,G- | A;A;T/ AA;T/
AGAGTAA | GAATTAC | 1%,T-62%);108(G-1%,A-100%);123(C-96%,T- C;A;T/C | CAC;
AGTA CAGT 44%);125(G-0%,A-100%);129(G-100%,T- AGC/ | AGC/
0%);136(G-92%,C-67%);140(C-0%,T- G;TA; G;T;T/A
100%);152(A-99%,T-17%);153(C-100%,T- C;G ;CA/G
0%);161(G-98%,A-29%);
AMPLI16 | scaffold7 | TACTACA | AGAGAAA | 35(G-3%,A-100%);36(C-99%,T-5%);44(G- A;C;C; A;C;C;
90370 AGACACG | ACGCAGA | 58%,C-94%,T-0%);45(A-2%,G-99%);50(A- G;G;T; G;G;T;
CAGGATG | ACATAGA | 1%,G-100%);53(C-0%,T-100%);55(G-1%,C- C,T;T;T | CT;T/-;
AC AAGC 100%);56(C-1%,T-100%);66(A-2%,T- :GAG; | T;GA;
93%);69(C-2%,T-100%);74(A-0%,G- T.C;T;A | G;T;C;T
100%);81(C-1%,A-100%);85(C-1%,G- T;G;G; | AT;G;
100%);89(A-10%,T-99%);95(A-0%,C- G;C,C;T | G;G;C;
100%);98(C-68%,T-86%);99(C-1%,G-68%,A- ;C,CC;, | OTTSC
86%);100(A-1%,T-99%);102(A-68%,G- G;T;C; ;C,C/G;
86%);103(G-100%,T-0%);114(A-2%,G- G;G;T; G;T;C;
100%);116(C-86%,T-66%);117(C-80%,T- A;C;G; G;G/C;
79%);118(G-2%,T-100%);119(A-2%,C- A;G;T; T:A;C;
100%);127(C-100%,T-1%);128(G-78%,C- C;GA; G;A;G;
84%);131(A-2%,G-100%);132(C-58%,T- A;A;G; T,C,G;
95%);133(C-100%,T-2%);134(A-2%,G- G;TA; AAA;
100%);142(C-81%,G-77%);146(C-63%,T- G;A;T; G;G/A;
92%);149(A-100%,T-0%);152(G-0%,C- G T;A;G/
100%);156(G-100%,T-1%);163(G-63%,A- AAT,
92%);169(G-99%,T-8%);171(C-1%,T- G
99%);177(G-63%,C-92%,T-1%);181(G-93%,T-
63%);183(C-63%,G-3%,A-92%);185(A-93%,T-
63%);186(G-2%,A-100%);188(A-1%,G-
99%);189(A-17%,G-99%);200(C-5%,G-63%,T-
88%);202(C-63%,A-93%);205(A-18%,G-
95%);209(C-63%,A-93%);217(C-4%,T-
99%);219(G-93%,T-63%);
AMPLI16 | scaffold14 | GATGAGA | ACAGCTT | 58(C-91%,T-27%);60(A-91%,G-27%);66(C- C;A;-T; | T/C,G/
90373 CGTTTAC [ AGCCTTA | 27%,T-1%);71(C-0%,T-100%);72(A-91%,C- A;C.T;T | A;C/-T;
TGATTTG | ACAGTCT | 27%);133(C-100%,T-9%);136(C-0%,T- ;CAG A/C;,C/T
GCTT ACAA 100%);157(C-0%,T-100%);166(C-100%,T- ;T;T;C;
1%);207(G-4%,A-100%);210(G-100%,A-9%); A;G/A
AMPLI16 | scaffoldl | GTGTCGA | CTTTCGA | 42(C-0%,T-100%);43(A-1%,G-100%);44(C- T;G;C;C | T;G;C;C
90375 ATTGAAC | CTCGTAC | 99%,T-2%);47(G-0%,C-100%);58(C-99%,T- ;CCA; | ;CC/A;
ATCACGA | TTGGCTT 1%);61(C-88%,A-35%);82(G-1%,A-99%);85(G- | T;C;A;C | A;T;A/
TAGG TATT 0%,T-100%);87(C-88%,A-35%);99(G-0%,A- ATT, | CGAC
100%);103(C-100%,T-0%);104(G-0%,A- A;AC; A;T;T;A
100%);108(C-7%,T-99%);123(A-0%,T- A;G;G; JA/G;A/
100%);126(G-0%,A-100%);131(A-89%,G- T;-G;T; | CA;G;
35%);132(C-88%,A-35%);135(G-1%,A- A;G G;C/T;-
99%);138(A-1%,G-100%);154(G-100%,T- /C;G;T/
0%);161(C-36%,T-88%);199(C-19%,T- AA;G

20%);213(A-1%,G-99%);215(A-35%,T-
88%);217(A-100%,T-1%);218(A-1%,G-100%);
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AMPLI16 | scaffoldl | TTGATGT | TGATACA | 48(A-8%,G-100%);50(G-0%,C-100%);55(G- GC:G; | G:CG;
90376 CACCTTT | TGACGAT | 100%,T-7%);59(A-93%,T-31%);60(C-94%,T- AGA; | ATOT
GGATCGA | TTGTAGC | 22%):61(A-94%,G-32%);74(C-32%,T- T;T;C;G | :G/AC/
ACTT ACAC 94%);76(A-32%,T-93%);79(C-93%,G- ACG; | TLATG
32%);80(A-1%,G-100%);82(G-11%,A- TTTG | /CGiA;
100%);83(C-93%,T-32%);91(A-0%,G- ATC; | OTiGT
100%); 105(C-0%,T-100%);111(C-32%,T- G:G:T;T | ;C/T;T;
94%);130(A-0%, T-100%); 137(G-93%,T- .C T/GA;
32%);148(G-0%,A-100%);150(C-32%,T- C/T;C;G
94%);182(C-100%,T-2%);195(A-0%,G- :G;T;T;
100%);202(A-8%,G-100%):215(C-3%,T- C
100%);222(C-0%,T-100%);228(A-3%,C-99%);
AMPLI16 | scaffoldl4 | ACAATAA | CCTTGAT | 38(A-6%,G-98%):42(C-96%,A-13%);55(A- G:CA; | GO/A;
90378 GAATATC | TACCAAT | 100%,T-2%);62(G-0%,C-100%):69(G-100%,T- | C;G;G; | A;C;G;
TTTTCGG | ACGGAAC | 0%);75(A-0%,G-100%);76(G-92%,A- G:G:C; | G:A/G;
CGAAC GAAG 21%);78(G-91%,A-22%); 79(A-0%,C- GGG, | A/GC;
100%);82(A-0%,G-100%);89(C-91%,G- A=A | GC/G;
22%);94(A-2%,C-100%); 101(A-100%,T- CGA; | GAC-
2%);103(C-100%, T-2%);104(A-0%,G- GAC; | /GAC;
21%);115(C-6%,A-98%);135(A-2%,C- C CIT;A;
100%); 137(C-97%,T-13%);142(C-2%,A- G:AC;
100%); 146(A-2%,G-100%); 149(A-100%, T- C
2%);158(C-100%,T-2%);161(C-100%, T-2%);
AMPLI16 | scaffold2 | ACAAGAC | GGCATAC | 50(C-100%,T-0%);53(C-97%,T-60%);55(C- CT/CT | GT/CT
90380 TAGGGCA | TCCTAAC | 0%,T-100%);64(A-59%,G-0%,C-97%);65(A- C/IAT; | ;C/AT;
CTTCGAA | TATTTCG | 0%,T-100%);66(G-68%,C-96%):67(G-0%,A- C/G;A; | C/GA;
ATTA CAGA 100%);71(A-60%, T-97%);72(A-2%,G- T/IAG; | T/AG;
100%); 74(A-0%,C-100%);81(C-0%,A- CAA; | CAA;
100%);82(G-0%,A-100%);84(A-100%, T- AAG; | AAG;
3%):87(A-60%,G-98%);89(C-100%,T-0%):93(C- | C;T/C;C | C;T/C;T
97%,T-60%);96(C-98%,T-59%);102(G-0%,A- | /T;A;T/ | /C;AT/
100%);111(C-60%,T-97%);120(G-0%,A- CAT/C | CA;C/T
100%);121(C-60%,T-97%); 126(A-97%,T- T/AT; | T/AST;
60%);127(G-0%,T-100%); 134(A-0%,G- G:C;T/C | G;C;C/T
100%); 140(C-100%,T-1%);158(C-97%,T- T:A/G; | ;T;A/G;
60%);161(G-6%,T-100%);167(A-59%,G- C/IT,.CA | C;GAT
98%);175(C-82%,T-79%);176(C-100%,T- GIT;T/ | IG;T;T/
0%);177(G-2%,A-100%); 180(G-59%, T- C;T/C;T | C;O/T;T
98%);182(C-81%,T-80%); 189(C-54%,T- ICT/C; | ICC/T;
98%);192(C-98%, T-54%);196(C-59%, T- T/C;T;C | T;T/C;G
98%);198(C-98%, T-59%);200(C-1%,T- IT;G;C; | ;CST/C;
100%);215(C-59%,T-97%);217(A-1%,G- TAAT | AATT
100%);221(A-0%,C-100%);222(C-21%,T- T;G/A; | ;A/G;C
91%);223(G-1%,A-100%);232(G-1%,A- C
100%);233(G-0%, T-100%);237(A-0%,T-
100%):238(A-60%,G-97%):239(C-100%,T-0%);
AMPLI16 | scaffold2 | CACTTGA | TATGTTC | 42(G-0%,T-100%):43(A-2%,C-98%);45(G- T:C;G;T | T;C;G;T
90390 ACCATTC | ATCGAGA | 100%,T-0%);56(G-2%,T-98%):60(A-2%,G- GT:A/ | ;G TA;
TACTTCG | CATCAGC | 98%):65(C-0%,T-100%):66(G-87%,A- GT:AT | T;,A/GT
AACG cc 83%);68(C-2%,T-99%):;73(A-97%,G-19%);75(C- | ;T:AST; | ;T:AST;
6%,T-99%);86(A-2%, T-100%);87(G-2%,A- AAC | AIGA;
98%);98(A-1%,T-100%); 104(A-97%,G- T;G:C; | T;G/A;
20%);106(G-4%,A-100%,T-0%); 107(C-87%,T- | A;G;G; | GAG;
85%);113(G-97%,A-19%);117(C-100%,T- AAGH | GAA;
0%);118(G-1%,A-100%); 121(A-0%,G- :G:G;A; | Gi-
100%); 126(A-4%,G-100%); 127(A-98%,T- AGC; | /CGiG;
2%);128(G-2%,A-98%);129(G-98%, T- T:G:C;T | A/G;G/
2%);132(G-2%,C-18%);136(C-2%,G- :G;G;G; | ACIT;
98%);141(C-0%,G-99%);142(A-98%,G- GG:T; | G:CT/C
18%);143(G-68%,A-98%);158(G-0%,C- CCG; | T/G:G/
100%); 165(C-2%,T-98%);167(A-0%,G- A A;A/G;
100%);182(C-100%,T-1%);184(C-19%,T- G/AG:;
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97%); 186(A-2%,G-97%, T-18%); 189(G-97%,A- T;C;C/G
19%):207(G-99%,A-18%):213(G-99%, A- :G;A/G
18%):216(G-100%, T-3%);222(C-2%,T-
98%);224(A-0%,C-100%);225(A-0%,C-99%,G-
18%):236(G-100%, T-0%);237(A-97%,G-19%);

AMPLI16 | scaffoldll | GATCACA | ATTCTCT | 51(G-95%,A-21%);53(A-95%,T-21%);94(C- G:ACy- | A/G;T/

90392 CTTGCTT | CTCAGGT | 98%,T-0%);100(C-0%,T-20%);102(C-3%,G- :G:G;A; | ACiT/;

GCTCATG | CCTTCTA | 100%);112(A-0%,G-100%);181(C-0%,A- GGG | GGA;
TTT TTGC 100%):209(C-95%,T-21%);210(C-95%, T- G T/C;C/T
21%);214(C-93%,T-28%):219(A-4%,G-100%); .CIT;G

AMPLI16 | scaffoldd | TTCTACG | AAGAAGC | 37(A-45%,G-95%);T4(A-45%,C-95%);91(A- AGA/ | GiCG;

90395 CTGAATG | TTTATCG | 0%,G-100%);116(C-92%,T-56%);142(A-13%,C- | C;G;C/T | C;C;G;

TTGCTTA | TGTTCCA | 98%);143(A-0%,G-100%);158(A-0%,G- :C:G:G; | GiCA;

TAGC GAGG 100%); 183(C-100%,T-0%); 184(C-2%,A- CAG; | GGG
100%):202(A-13%,G-98%);228(C-96%, T- T/C;G
44%);229(C-3%,G-100%);

AMPLI16 | scaffoldl2 | CCGGATA | AGCGTTT | 50(C-100%,T-0%);84(A-83%,G-28%);88(A- CiAG; | CGG;

90396 ACAAAAA | ACCCTCT | 1%,G-100%);227(A-73%,G-35%); A G

CCTAACC | TTTATTCT
AACA TCG
AMPLI16 | scaffoldl | GATGCAT | TGAGAAT | 37(A-0%,C-100%):40(G-100%,T-0%);43(A- CG:G; | CGG;
90398 TTCATCG | GGGCCAA | 3%,G-98%,T-0%);44(C-0%,A-100%);46(A- AGCT | AGCT
TCTCTGT | AGAGAAA | 0%,C-100%):48(A-3%,C-99%):49(A-0%,T- T:AA; | TiG/A;
AGAC GT 100%);50(C-0%, T-100%);55(A-86%,G- T;.C;T;A | A/G;T/
37%);60(A-84%,G-38%);61(C-37%,T- :Gi=G; | GGTA
85%);63(G-0%,C-100%, T-0%);64(C-0%,T- AAA; | GT~G
100%);66(G-0%,A-100%);67(A-0%,G- CT;G; | ;AC/A;
100%);70(A-19%,T-22%);71(A-3%,G-99%.T- | G;G;G; | A;C;T;
0%);73(C-0%,G-2%,A-97%); 74(A-87%,G- CAG; | GGG/
3%,C-32%);77(G-1%,A-99%);78(C-100%, T- GC:G; | AGiC;
0%);83(C-3%, T-98%):84(A-0%,G-100%):85(G- | A;AT; | A:G;G;
100%, T-0%);86(G-89%,A-34%):88(G-100%,T- | G;G;T; | C;G;A;
0%);89(C-100%, T-0%);106(G-2%, A- G:T,.C;T | ATiG;
98%);109(A-0%,G-100%); 1 15(A-2%,G- :G;C;T; | GT:G;T
99%);127(C-99%, T-2%); 136(A-0%,G- ACGT | CTiG;
100%); 139(G-1%,A-100%); 146(G-2%,A- C;T;A;C
99%);147(C-2%,T-99%);157(A-3%,G- T
100%);163(G-98%, T-8%); 166(C-0%,T-
100%); 169(A-5%,G-98%); 1 74(A-0%, T-
100%);177(C-100%,T-0%); 1 78(C-2%,T-
100%); 179(A-0%,G-100%); 183(C-97%,T-
11%);185(C-0%,T-100%); 190(G-3%,A-
99%);203(C-100%,T-0%);208(C-1%, T-100%);
AMPLI16 | scaffold5 | CAGTGGG | TTTTGAA | 37(C-0%,T-100%);64(C-99%,T-7%);90(C- T;C;CA | T;C;CA
90400 TCTCTCT | GATACGG | 99%,T-11%);92(G-0%,A-100%);100(C-92%,A- | ;C:C;T; | ;C/AC;
ACGTCTC | GAGTGGT | 26%);102(C-100%,T-0%);127(A-6%,T- CGC; | T;CG;C
TAT GGAT 99%);128(C-99%, T-6%);145(G-100%, T- CAA; | ;CG/A;
0%);162(C-100%,T-0%);165(C-100%,T- CCTT | AC/T,C
2%); 166(A-87%,G-43%);175(G-0%,A- T:G:C; | /TC/T;
100%);177(C-98%,T-14%);196(C-90%,T- CA A/T;C/T
32%);200(C-32%, T-90%);203(A-42%,T- :G;A/C;
87%);204(C-42%, T-87%):219(A-2%,G- CA

99%):226(C-87%,A-41%):234(C-99%,T-
6%):237(G-0%,A-100%);




NY/T XXXXX—202X

AMPLI16 | scaffoldl | TCGCGTT | GGAACTA | 37(A-1%,G-100%);49(A-1%,C-100%);52(C- G;C;T;-; | G;C;T;-
90401 CTCTCCT | ATACCGG | 1%,T-100%);62(G-18%,A-20%);66(G-87%,A- G;-AA | /AG/A;
TATACCA | CCGGATT | 34%);70(A-18%,G-20%);77(A-93%,G- ;GT,T;, | G-A/G
ATAC AC 20%);86(C-9%,A-98%);91(A-18%,G- A;T;C; AGT,
99%);92(A-18%,C-1%,T-98%);93(C-18%,T- A;GT; T;A;T;C
99%);94(C-18%,A-99%);100(C-15%,T- C;G;G; AGA/G;
99%);102(C-100%,T-0%);105(C-2%,A- GA;T; T/C;T/C
100%);111(G-92%,A-26%);113(C-21%,T- AGT, :G:G;G;
92%);120(C-90%,T-24%);124(C-19%,G- CA;G;, | ATA;
99%);126(A-1%,G-100%);129(G-100%,T- A;T;A,; G;T;C;
3%);133(C-1%,A-100%);135(G-3%,T- C A/C;G;
99%);136(C-3%,A-100%);137(A-21%,G- A;T;A,;
97%);143(G-0%,T-100%);144(A-8%,C- C
100%);146(A-84%,C-37%);153(C-8%,G-
100%);155(C-1%,A-100%);156(A-1%,T-
100%);157(G-1%,A-99%);158(C-99%,T-0%);
AMPLI16 | scaffoldd | AAAGCAA | CTAGTCA | 36(C-100%,T-0%);37(A-0%,G-100%);45(A- C,G;T;T | C,G,T;T
90403 TAATCTG | TAGCCAA | 0%,T-100%);51(C-0%,T-100%);54(C-0%,T- ;T.G;G; | ;T;G;G;
TGCCAAC | CGCTTTC 100%);55(A-0%,G-100%);62(A-0%,G- G;A;C; G;A;C;
GAAA TTTG 100%);63(A-3%,G-98%);66(G-0%,A- G;A;C; G;A;C;
100%);68(C-100%,T-0%);72(A-1%,G-98%,T- G;C;G; G;C;G;
3%);84(G-1%,A-99%,T-0%);99(C-100%,T- T,T;C;C | T;T/C;,C
0%);105(A-0%,G-100%);111(C-100%,T- AAGA; | CAA,
2%);112(A-0%,G-100%);120(A-0%,G-0%,T- C G/A;C
100%);126(C-17%,T-97%);130(C-100%,T-
1%);146(C-100%,T-0%);153(G-0%,A-
100%);156(C-0%,A-100%);161(A-89%,G-
26%);171(A-0%,C-100%,T-0%);
AMPLI16 | scaffoldl | CTCGCCA | GTCAATT | 36(G-98%,A-12%);46(C-100%,T-0%);50(C- G;C;C; A/G;C;
90404 AACGGGT | CCTGTGT | 100%,T-0%);64(G-100%,T-3%);74(C-0%,G- G;A;C; C;G;A;
TAAACC ATACCAT | 0%,A-100%);76(C-100%,T-0%);89(C-97%,T- C;,C,C,C | G,T/C;,C
GGTG 12%);102(C-100%,T-0%);103(C-100%,T- ;G;T,C; | ;CCiC;
0%);105(C-99%,T-1%);106(C-100%,T- C;G/A; T;C;T/C
0%);109(G-1%,T-99%);113(A-0%,C- CT;G;T | ;G/A;C;
100%);115(C-98%,T-12%);117(A-89%,G- :G:G;G; | T;GT,G
100%);122(C-100%,T-0%);127(C-0%,T- AT;GT | ;G;G;A;
100%);137(G-100%,T-0%);142(A-0%,T- AIGA; | T,GT,G
99%);143(A-2%,G-98%);147(A-0%,G- A;G;T; IAGAGA,
100%);148(G-99%,T-1%);149(G-0%,A- G;A/G; | GT;G;
100%);150(C-0%,T-100%);151(A-0%,G- ATAT | A/GA;
100%);153(G-0%,T-100%);156(A-97%,C-0%,G- | ;T;C;A; | T;A;T;T
92%);157(A-100%,T-0%);161(C-0%,A- T;A;C; ;CAT,
100%);164(A-0%,G-100%);165(A-0%,C-3%,T- G;G;A; | ACG;
97%);166(A-2%,G-98%);167(G-90%,A- T;G;C;C | GA;T;
100%);169(G-0%,A-100%);184(G-0%,T- /T;G G;C;,C/T
100%);185(G-0%,A-100%);186(C-3%,T- ;G
98%);187(C-3%,T-98%);190(G-1%,C-99%,T-
2%);193(G-1%,A-99%);195(A-0%,T-
100%);202(G-0%,A-99%,T-1%);208(C-98%,T-
3%);209(A-1%,G-100%);210(C-1%,G-
99%);214(G-0%,A-100%);218(C-0%,T-
100%);219(A-1%,G-99%);222(C-99%,T-
1%);225(C-85%,T-100%);233(C-0%,G-100%);
AMPLI16 | scaffoldll | GCGAGGT | CGGAGTA | 38(C-0%,T-100%);40(A-89%,G-33%);42(G- T;AA; T,G/A;
90407 GTATATA | TCATAGT | 0%,A-100%);46(G-89%,T-33%);48(A-5%,G- G;G;T; A;G/T;
TGTAGAC | TTACTGA | 100%);49(A-1%,T-100%);65(G-89%,A- G;C;C; G;T,G/
GTGA CGCT 33%);69(G-5%,C-100%);72(C-100%,T- G;AC; | ACC
5%);73(G-90%,A-33%);74(A-89%,G-32%,T- A;C;C; A/G;A/
1%);75(C-100%,T-5%);77(C-2%,A-100%);84(C- | A;T;T;C | G;C;A;
100%,T-5%);86(C-100%,T-0%);87(C-2%,A- ;CG,GT; | CGCAT
100%);90(C-1%,T-99%);107(C-1%,T- A;CG; ;T,C;C/
100%);114(C-100%,T-1%);117(C-96%,A- C,T.C.A | A;G;T;
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17%);122(G-99%,T-2%);126(G-2%,T- ;CT;T; A;C;A/
99%);128(G-1%,A-100%);132(G-0%,C- T G;C;T/
100%);133(G-89%,A-32%);137(G-2%,C-98%,T- A;C/A;
7%);138(A-32%,T-89%);140(C-89%,G-1%,A- A;C;T;T
32%);149(G-11%,A-98%);168(C-100%,T- ;T/C
1%);173(C-3%,T-100%);196(A-0%,T-
100%);209(C-33%,T-89%);
AMPLI16 | scaffold5 | ACGGTAT | ACATACA | 44(A-100%,T-0%);50(C-99%,T-4%);57(C- A;CA; A;CA;
90408 GGTGGTA | CAGGAGA | 1%,A-100%);59(C-4%,A-99%);67(C-100%,T- A;C;G;- | ACG;
CAAGAAA | GAAATGA | 1%);68(A-6%,G-98%);73(A-23%,C- CGAT, | C/-CA;
TAGA ACGA 12%);104(A-1%,C-100%);111(A-100%,T- GG T/G;G;
0%);120(G-28%,T-89%);127(A-0%,G- G/C
100%);142(G-89%,C-28%);
AMPLI16 | scaffold2 | TTGGATT [ GATAGGC | 39(C-6%,T-99%);40(A-9%,T-97%);44(C-2%,T- | T;T;T;C | T;T;T;C
90409 TACGATT | AATTTCC | 98%);54(C-100%,T-0%);56(C-100%,T- :C.T:G; | ;CT.G;
GAAGACA | ACCTTTC 1%);64(C-0%,T-100%);65(A-4%,G-97%);68(G- | A;A;G; A3AG;
GCAG CTTC 4%,A-97%);71(G-2%,A-99%);78(A-3%,G- C,G;T;T | T;G;T;T
98%);80(C-78%,T-35%);89(A-1%,G- :C,G;C; | ;GGG
100%);93(A-3%,T-100%);95(C-2%,T- C,T,C,C | T;T;C;C
98%);96(A-2%,C-98%);97(G-97%,T-3%);99(C- CT:A; | CTA;
98%,T-2%);101(C-90%,T-26%);102(C-3%,T- CA;T;C | CAT;C
97%);104(G-1%,C-98%);106(C-97%,T- ;T;T;C; ;T;T;C;
3%);109(A-1%,C-98%);112(C-1%,T- T.G;T;G | T;G;T;G
99%);114(A-100%,T-1%);116(C-97%,T- :G:C;G; | ;GGG
1%);119(A-98%,T-1%);123(G-1%,T- T,C,T;C | T;C,T;C
99%);126(C-100%,T-0%);128(C-2%,T- :G:C;G; | ;GGG
98%);129(C-3%,T-98%);132(C-100%,T- T:A;C; T:A;C;
0%);133(C-3%,T-98%);134(A-0%,G- G,C;T;T | G,C,T;C
100%);135(C-0%,T-100%);136(G-100%,T- ;T;C;C; ;T;G;C;
3%);141(A-3%,G-97%);142(C-100%,T- C;C;G; C;C;G;
1%);148(A-1%,G-99%);156(C-0%,G-1%,T- A A
99%);158(C-98%,T-3%);160(C-3%,T-
98%);166(C-100%,T-1%);169(C-2%,G-
98%);175(C-99%,T-1%);178(A-0%,G-
100%);181(C-1%,T-100%);184(G-1%,A-
99%);188(C-99%,T-1%);196(A-2%,G-
98%);197(C-98%,T-2%);199(A-1%,G-2%,T-
97%);205(C-28%,T-87%);208(C-1%,T-
100%);211(C-89%,G-26%);214(C-100%,T-
1%);223(G-1%,C-99%);224(A-1%,C-
100%);226(A-1%,G-100%);231(G-0%,A-100%);
AMPLI16 | scaffold2 | GAGCACA | CAACACA | 34(A-0%,G-100%);38(A-1%,G-100%);48(A- G;G;G; G;G;G;
90410 GACGGCG | GCATCAT | 6%,G-100%);71(G-98%,C-16%);72(C-97%,T- G;T/C; G/C;T/C
AGATTAT | CGCCAAG | 82%);75(A-68%,G-99%);76(A-100%,T- G/AA,; (G/AGA;
T 1%);83(C-0%,A-100%);101(C-0%,T- A;T;C,C | A;T;C;
100%);102(G-1%,C-100%);103(A-0%,C-82%,G- | /G;- G;G/T;
92%);106(G-68%,T-25%);107(C-99%,T- /G;C;-; C;-/T;-
1%);109(C-0%,T-18%);111(C-3%,A- AT/ | IATIG;
97%);112(C-15%,G-18%,T-68%);113(A-1%,C- G/C;T/ G;T/A;
80%,G-80%,T-15%);114(A-71%,T-98%);115(A- | A;C/T; C;T/G;
2%,C-92%,T-80%);117(A-80%,G-69%,T- G/AA,; A;T/G;
31%);118(G-0%,A-100%);120(G-29%,T- T/-A/-; | A/IG;A/
69%);126(A-69%,G-19%,T-0%);127(A-69%,T- A/--C/- | T,G/-C;
19%);131(A-3%,C-0%,G-18%);133(A-0%,C- ;G/-,G/ T/G;A;
80%);134(G-68%,T-18%);143(C-0%,G-88%,A- A;G;G; G;G;A;
82%);145(C-0%,G-100%);148(A-0%,G- A;C;G/- -
100%);154(G-3%,A-100%);166(C-100%,T- - /G;G/-;
2%);167(A-8%,G-97%);169(A-1%,G- /G;C;G; | C;G;C/-;
99%);172(A-0%,C-100%);174(A-1%,G- - -
100%);179(C-98%,T-0%);180(C-0%,T- /C;T;C/- | /C;A/-;-
100%);182(A-0%,C-97%,T-1%);183(C-0%,A- T/-,G/l-; | /1G;C;T/
18%,T-89%);184(G-99%,T-0%);187(C-85%,T- T/C,A/T | A;T/C,
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83%);188(G-0%,A-95%,T-68%);189(C-95%,T- ;C/T;G; | G/AG/
68%);192(C-1%,G-93%,A-20%);193(A-1%,G- T/G;A/T | T;AAT
68%,T-97%);194(C-2%,A-78%,T-80%);195(G- ATG; |GG T
6%,A-98%,T-0%);196(A-6%,C-0%,G-2%,T- G,T
99%);198(A-0%,G-100%);203(A-0%,G-
100%);218(C-1%,T-100%);
AMPLI16 | scaffold5 | CAAGTTC | CTCTTAC 52(C-99%,T-3%);55(G-100%,T-0%);82(A- C;G;G; C;G;G;
90416 CAGAGAC | TACCACC | 0%,G-100%);83(A-2%,G-100%);86(A-3%,G- G;T;C; G;G/T;
GATGCTT | ACGACGA | 36%,T-86%);105(A-1%,C-99%);116(G-86%,T- G;A;T; C;T/G;
TTAG TG 38%);125(A-86%,G-39%);133(A-39%,T- C;C;G; G/AA/
86%);150(A-3%,C-99%);159(C-100%,T- A;T;G; T,C,CA
0%);163(G-88%,A-39%);166(A-100%,T- A;C;C; /G;A;T;
0%);167(C-0%,T-100%);176(G-93%,T- G;G;C; G/T;A/T
27%);177(A-93%,T-27%);186(C-89%,A- C;C;T;G | ;C/A;C;
39%);187(A-0%,C-100%);188(G-88%,A- ;T;G;G G/A;G;
39%);190(A-1%,G-100%);191(C-100%,T- C;C;T/C
1%);201(G-1%,C-99%,T-3%);203(C-88%,T- ;TG T/
39%);204(A-1%,T-100%);209(G-100%,T- G;G/A;
1%);211(G-39%,T-88%);221(G-93%,A- G
28%);232(A-2%,G-100%);
AMPLI16 | scaffoldl | GCGTGAA | ATGGTCT | 41(A-3%,G-98%);56(G-2%,A-98%);59(A-0%,G- | G;A;G; G;A;G;
90417 AACTTGA | TATGAAC | 100%);60(C-35%,T-81%);65(C-0%,G-2%,A- T;AT,G | T;AT;G
GTACCCA | TCCCTTG | 98%);67(A-35%,T-81%);71(C-40%,G- T;GA; | T;GA;
C GAAA 60%);75(G-2%,T-98%);80(C-1%,G- C,T.G,T | CT;G;T
100%);84(G-2%,A-98%);86(C-98%,T- T;GA; | T;GA;
2%);93(A-0%,G-1%,T-99%);94(A-35%,G- G;C;G; G;C;G;
79%,T-3%);95(A-1%,T-100%);96(C-1%,T- AT;T;C | A,;T;T,C
100%);98(A-2%,G-98%);99(G-2%,A- :G:C;G; | ;GGG
98%);101(A-1%,G-100%);105(A-1%,C-98%,T- A;C;G; A;C;G;
0%);106(A-1%,G-100%);108(G-0%,A- AT,GT | AT;G;T
100%);110(G-1%,T-60%);112(G-1%,T- :GT,G; | ;G T;G;
99%);119(C-98%,T-18%);124(A-2%,G- AAT; AAT,
98%);125(C-100%,T-0%);126(A-1%,G- A;T;G; A;T;G;
100%);153(G-38%,A-63%);155(A-40%,C- C;G;G C;G;G
61%);157(A-2%,G-98%);162(G-0%,A-
100%);166(G-1%,T-99%);168(A-40%,G-
60%);171(G-0%,T-99%);173(A-1%,G-
98%);179(G-1%,T-98%);180(G-99%,T-
1%);185(A-98%,T-1%);188(G-0%,A-63%,T-
1%);190(C-1%,T-99%);191(G-0%,A-
100%);194(C-2%,G-38%,T-61%);198(A-38%,G-
63%);206(C-99%,T-1%);211(A-2%,G-
98%);214(A-3%,G-100%);
AMPLI16 | scaffoldd | CAAAAGT | ATTGTTA | 40(C-100%,T-0%);48(C-1%,T-100%);54(C- C,T,;T;T | C,T;T;T
90418 CTGGTGG | AGCCTTA | 2%,T-98%);55(C-0%,T-100%);60(C-2%,G- ;G TS T; ;G TS T;
TATGGGA | AAAGTCG | 98%);63(A-0%,T-100%);66(C-1%,T- T,C,G; T,C,G;
ATG TCGC 100%);69(C-0%,T-100%);87(C-100%,T- A;G;C; A;G;C;
1%);99(A-2%,G-100%);105(C-1%,G-0%,A- G, T;T;,C | G;,T;T;C
100%);108(A-3%,G-100%);111(C-98%,T- ATST, ATST,
2%);121(A-0%,C-1%,G-99%);122(C-1%,T- C,T;T;C | C,C/-;T;
100%);124(C-0%,T-100%);126(C-100%,T- ;T,C;G; | CT,C,G
0%);129(G-0%,A-100%);130(A-1%,C-0%,T- AAT, AGAC/
99%);131(C-13%,T-95%);132(C-99%,T- C;C;T;C | T;C,C;T
1%);136(C-47%,T-68%);137(C-0%,T- GTEA; | GG C/
100%);138(C-100%,T-0%);139(C-2%,T- T,G;T;C | T;A;T;G
100%);140(C-100%,T-1%);141(A-5%,G- ;T T;C; ;T;C;T;
100%);142(G-0%,A-100%);143(G-8%,A- C;C;T T,C,C;,C

70




NY/T XXXXX—202X

97%);146(C-19%,T-92%);148(C-100%,T- ;A/T
0%);152(G-0%,C-100%);153(C-0%,T-
100%);156(C-99%,T-1%);157(G-100%,T-
0%);159(C-27%,T-92%);160(G-0%,A-99%,T-
2%);161(C-0%,T-100%);162(C-0%,G-
100%);163(C-0%,T-100%);164(A-1%,C-
100%);166(C-0%,T-100%);167(C-0%,T-
100%);168(A-1%,C-98%,T-2%);169(C-100%,T-
0%);182(C-100%,T-1%);185(A-18%,T-96%);
AMPLI16 | scaffold10 [ CTCGACG | CCCGAGA | 39(G-98%,T-2%);42(C-0%,G-100%);50(G- G;GA; | GGA;
90419 TGGTAGA | GTAGCGC | 3%,A-98%);54(A-1%,G-100%);57(C-100%,T- G;C;T; G;C;T;
TGAGCC AGATTAT | 0%);63(A-0%,T-100%);66(A-0%,G- G;T;G; G;T;G;
G 100%);72(A-3%,T-100%);75(A-4%,G- G;A;T; G;A;T;
96%);87(A-1%,G-99%);92(G-0%,A- C;T;G; C;T;G;
100%);96(C-1%,T-99%);98(C-100%,T- G;CA; G;C;A;
0%);104(C-0%,T-100%);106(A-0%,G- AT, T;G | A;G/T,T
100%);111(C-1%,G-99%);112(G-1%,C-99%,T- :G:GA; | /AG;G;
0%);114(G-1%,A-99%);117(G-26%,A- G;C;G; G;A;G;
90%);128(G-18%,T-96%);132(A-22%,T- C;A;G; C;G;C;
94%);141(A-0%,G-100%);153(G-100%,T- G:AA; | G/AG;
0%);156(A-1%,G-100%);165(G-1%,A- G;C;C G;A/G;
99%);168(A-0%,G-100%);171(C-99%,T- A;G;C;
1%);177(A-0%,G-100%);183(G-0%,C- C/T
100%);186(A-93%,G-21%);197(C-2%,G-
100%);200(A-1%,G-100%);201(A-90%,G-
30%);204(G-9%,A-98%);210(A-1%,G-
99%);211(C-100%,T-11%);234(C-94%,T-26%);
AMPLI16 | scaffold2 | CTTGCTG | AAATTGC | 38(C-0%,T-100%);39(A-2%,G-100%);41(G- T;G;A; T;G;A;
90422 TTGTTGT TAAGACT | 2%,A-98%);42(C-96%,T-4%);43(G-1%,A- C;AA; C;AA;
TCATGAA | GTGCTTG | 100%);44(C-4%,A-99%);51(G-4%,A- AAG; | AG/A,
ATCG TACG 98%);52(A-94%,C-1%,G-24%);53(C-9%,G- T;C;T;C | G;T;T/C
95%.,T-6%);56(C-1%,T-100%);57(C-90%,T- AGAC | STCA,
27%);58(C-4%,T-99%);59(C-97%,T-2%);60(C- G;A;C; A;C/A;
1%,G-4%,A-98%);61(G-1%,A-99%);62(C- G;GA; | GAC
87%,G-1%,A-30%);63(A-1%,G-99%);64(G- C;T;CA | T/G;G;
0%,A-98%,T-3%);65(G-2%,C-98%,T-1%);66(A- | ;A;T;T;, | A;C;C/T
5%,G-89%,T-24%);67(A-5%,G-97%);68(G- G;AT; ;CAC/
2%,A-99%);69(G-2%,C-96%,T-1%);70(A-2%,C- | C;G;G; A;T/A;T
23%,T-92%);71(A-1%,C-97%,T-4%);73(G- A;G;G; | /CC/G;
1%,A-99%);74(A-91%,C-26%);75(C-2%,A- G;C;C; A;C/T;C
29%,T-88%);78(C-29%,T-88%);82(G-88%,C- C,C;,C;C | ;C/G;G;
29%);96(G-7%,A-95%);99(C-29%,T- :G:G;G; | A'GG;
89%);102(C-100%,T-0%);108(A-2%,G-89%,C- G;C;G; G;C;C;
26%,T-2%);114(A-0%,G-100%);117(G-0%,A- A;CG; C;,C,C,C
100%);120(A-0%,G-100%);132(A-2%,G- C;A;C; ;A/G;G;
99%);135(A-0%,G-100%);147(C-98%,T- G;G;T; G;G;C;
3%);150(G-1%,C-100%,T-5%);152(C-100%,T- AAA G;A;C;
1%);153(C-95%,T-10%);157(G-0%,C- G;C;A;
100%);158(A-0%,C-100%);162(G-91%,A- C;G;A/
22%);168(A-5%,G-97%,T-2%);174(A-3%,G- G;T/A;T
98%);176(A-3%,G-98%);177(C-99%,T- /AA/T;
1%);179(C-2%,G-98%,T-4%);180(C-2%,G- A
3%,A-96%);181(A-0%,G-3%,C-98%);182(A-
0%,G-100%);184(G-2%,C-98%,T-1%);185(G-
1%,A-99%);189(C-100%,T-0%);191(A-1%,G-
99%);193(G-94%,A-17%);200(G-5%,A-19%,T-
91%);202(A-93%,C-2%,G-2%,T-18%);203(A-
92%,G-2%,T-19%);207(G-2%,A-98%);
AMPLI16 | scaffoldl5 | TTCAAGA | AATGCAC | 43(C-98%,T-2%);46(G-84%,T-20%);63(C- C;G;C; C;T;C;C
90423 CCATGCT | AGGATAG | 98%,T-5%);99(C-64%,T-83%);108(C-91%,T- C/T,C,C | ;T;C
GTAAGTT | AGGAGAT | 14%);121(C-100%,T-0%);
TGTC AGAG
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AMPLI16 | scaffold2 | CAGACAG | GATAGCC | 39(C-19%,T-93%);47(C-0%, T-100%):49(G- T.T;GT | T,T;G;T
90424 GAAAAAC | TTTTCAA | 100%,T-0%);53(C-0%,T-100%);54(A-19%,G- GAC; | GALC
AGCAATA | ACTTCGT | 93%);62(C-12%,A-97%):64(C-99%,T-4%);70(C- | C:A:A; | C:AA;
TGGA TCGC 100%, T-0%);71(C-0%,G-12%,A-97%);73(C- CCTA | GCT;
1%,A-100%);96(C-60%,G-56%);111(C-99%,T- | :G:G:T; | A;G:G;
1%);112(C-1%,T-99%);114(G-19%, A~ TATC | T,T;A;T
93%);120(A-10%,G-97%); 162(A-16%,G- .C
95%);178(G-16%,T-95%);181(C-3%,T-
99%);182(A-95%, T-16%);185(C-16%,T-
95%);186(G-16%,C-95%,T-1%);
AMPLI16 | scaffoldd | CAATTGT | CGTCGTA | 74(G-94%,A-25%);105(C-25%,T-94%);106(C- | G;T;C;C | G/A;T/
90425 AAAGATA | ATACTCT | 94%,T-25%);107(C-100%,T-1%);111(C- .CT/IC; | ¢;T/CsC
GTTGCGC | GGATAGT | 100%,T-7%);123(C-72%,T-85%);129(A-49%,G- | A/G:T; | ;C;C/T;
AAGG CCTC 95%);130(A-1%,C-24%,T-94%); 141(A-94%,G- | A;T:G | G;T/C;
25%);159(C-1%, T-100%); 186(G-94%,C-24%); A/GT;
C/G
AMPLI16 | scaffoldl5 | TAGGGCT | CATAAAA | 43(C-99%,T-1%);48(C-23%, T-94%);52(A- CTG; | GT/CG
90426 ACGGAAA | CTCGAAA | 1%,G-99%);54(A-94%,C-92%):59(A-0%,G- A/C;G; | A/CG;
ATGCTGT | TGCTGGG | 100%);61(C-100%,T-83%):62(C-83%,A- T/C;C/A | C/T;C/A
GATA AAGT 100%);76(G-83%, T-100%):77(A-0%,G- :GIT;G; | ;T/G;G;
100%);78(C-83%,T-100%);82(C-94%, T- C/T;T/C | T/C;C;T
43%);89(C-94%, T-23%);90(C-99%,T- .C;GA/ | /1C,C;G/
1%); 100(A-93%,G-93%); 101(A-93%,T- GA/TT | A;T/AT
93%);106(A-23%,T-94%);116(C-0%,G- G:TiG; | /AG;A/
100%); 1 19(A-23%,T-94%); 121(G-94%,A- A/GC; | T;A/G;
23%);125(A-84%,G-99%);126(C-94%,T- G:G:G; | A/G;C/
23%);135(G-94%,A-22%); 136(G-94%,A- G:C/G; | T;G/A;
22%);156(A-1%,G-99%); 160(G-100%, T- T/G:G/ | G/AG;
0%);161(C-86%,G-100%);163(G-43%,T- AGT; | GC/G;
94%);173(A-83%,G-100%);184(G-100%,T- C;G;C;T | T;A/G;
0%);197(G-1%,T-99%);201(C-100%,T- IAAG; | GiTiC;
0%);204(A-1%,G-100%);205(G-0%,C- T/~T/- | GiCA/
100%);207(G-1%,A-92%, T-94%);214(G-1%,A- T;A;G;
99%);215(A-0%,G-100%);217(A-22%,T- Al
84%);218(C-2%,A-22%.T-83%); /T;T/-A
AMPLI16 | scaffoldll | CAAGTCT | GTCCCTT | 46(C-100%,T-0%);52(A-90%,C-25%);76(C- CAT,C | GA/CT
90427 TCAAGAG | GAAAGAT | 25%,T-90%);81(G-0%,C-100%);85(A-2%,C- CT:C; | /C:CiC;
CTGTACG | CCTTACC | 100%);97(C-25%,T-90%);105(A-0%,C- GAC; | T/IC,CiG
C AGAA 100%);117(A-3%,G-100%); 122(A-91%,G- CCGA; | ;G/AA
25%);124(C-90%,A-25%);133(G-0%,C- GGG | GGG
100%);138(C-100%,T-3%); 148(G-0%,A- AGA/
100%); 149(C-100%,T-0%); 156(G-90%, A- GG
25%);158(A-0%,G-100%);
AMPLI16 | scaffoldd | ATGGCTG | CGAGGAA | 54(C-99%,T-3%);58(C-100%,T-0%):60(C-0%,T- | C;C;T;T | C;C;T;G
90428 TTGAGGA | GATGAGT | 100%):61(A-0%,G-100%,T-42%);64(G-0%,A- | /G;AA; | ;AA;G;
AGTTAGA | GTTACAT | 100%):67(G-1%,A-100%);70(A-1%,G- GTG; | T:G:A;
ATTT CGAT 99%);73(C-1%,T-100%);74(A-0%,G- AGTT | GTT;T
100%);90(G-0%,A-100%,T-0%);95(G-98%,T- | ;G/T;T/ | /G;T;C;
2%);97(A-2%,G-0%,T-98%); 100(A-0%,G-2%,T- | G;C;T; | T:G:G;
98%);103(G-93%,T-63%);104(C-5%,G-42%,T- | G;G;A; | A;A;T;T
97%);105(A-1%,C-100%);108(C-2%, T- ATT;G | ;A/GA;
99%);109(G-100%,T-1%); 1 10(A-0%,G- IAAG; | GiTA;
100%);113(G-1%,A-99%); 1 14(A-98%,T- CITA; | GAA;
2%);115(C-1%,T-100%);118(G-2%,T- GAA; | CITA;
98%);119(A-94%,G-61%,T-0%);120(C-0%,G- | C/T;G/ | G;T;G;
1%,A-99%):122(A-2%,G-99%); 124(C-43%,T- | A;G;C/ | C;CiA;
100%); 125(G-0%,A-100%); 126(A-0%,G- T;G:C;C | AG;T;
100%);127(G-1%,A-100%); 128(C-1%,A- GIAA; | CGCT
100%); 136(C-91%,T-61%);139(G-42%, A- G;T/C;C | iC;T;G;
100%); 140(A-2%,G-100%); 141(C-42%,T- :GA/C; | AGiC;
100%); 147(C-2%,G-98%); 148(C-100%,T- T:.C;T;G | G;C;T;C
1%);151(G-2%,C-98%);152(G-43%,A- AGC | A
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100%); 160(G-6%,A-99%); 1 64(A-6%,G- G:C;T,C
99%);165(C-55%,T-95%);167(C-98%,T- A
2%); 169(A-3%,C-0%,G-98%);173(A-49%,G-
0%,C-97%);178(C-5%, T-99%); 180(C-99%, T-
5%);187(C-0%, T-100%); 188(A-4%,G-99%,T-
0%);194(G-0%,A-100%); 196(A-1%,G-
100%);200(C-100%, T-1%);202(A-0%,G-99%, T-
1%):204(G-0%,C-100%);208(G-2%,T-
98%);210(A-2%,C-98%);211(G-6%,A-99%);
AMPLI16 | scaffoldl | CCCTTICT | CATCAAG | 36(G-97%,A-17%):38(C-1%,T-100%);41(C- GT;T/IC | A/G:T;
90429 TGAACAC | ATCGAGG | 94%,T-80%):45(A-78%,G-96%):49(C-16%,T- :G/AT; | CIT;G/
TTTGAGA | AATATAG | 97%):54(A-1%,G-100%):69(G-14%,A- G:AG/ | ACIT;
CGAA CACG 98%);77(A-89%,G-92%); 78(A-99%, T- AAG | GAG/
12%):92(C-1%,G-100%);95(C-100%,T- GGG | AAG
0%);102(C-99%, T-3%);110(C-100%,T- A/CG/ | CCCiC
1%); 1 15(A-40%,C-96%);129(G-46%, A- AGG; | ;AGG;
95%);196(A-0%,G-100%); 198(A-2%,G- CiG:A; | CiG:A;
100%); 199(G-1%,C-100%);201(A-1%,G- G G
100%):212(G-2%,A-100%):215(A-2%,G-100%);
AMPLI16 | scaffoldl0 | GGAGAAG | AAGTAGT | 64(C-8%,A-96%);66(C-2%,T-100%);71(G- ATC; | ATC;
90432 GATTCGT | GAGTGAG | 2%,C-100%);103(G-1%,A-100%);135(C- ACiii | AiCimimim
TGGAGGA | AGGAATA | 100%,T-0%);174(C-0%,G-16%);182(C-14%,T- | ;C;T :C;T
TAAC GAGC 2%);184(G-10%,A-9%);192(C-95%,T-
12%):200(C-12%,T-95%);
AMPLI16 | scaffoldl4 | GACTITG | ACCCAAA | 43(G-2%,T-100%):48(G-92%, T-21%);52(A- T;G:T;C | T;G:T;C
90433 AATATGG | GAGAAAC | 14%,T-95%);60(C-97%,T-9%);65(C-1%,T- TAA; | TAA;
TTGACGA | AACATAC | 99%):66(C-3%,A-100%);68(G-1%,A- T,T;AG | T;T;AG
GCAG ACTG 99%);71(C-22%,T-92%);74(C-3%,T- CT:A; | iCTA;
100%);77(G-6%,A-96%);83(C-1%,G- GC;CT | G:C;C;T
99%);89(A-4%,C-100%);95(C-24%,T- T;C;G; | T:CG;
91%);98(A-96%,G-10%); 104(G-100%, T- T:G:C; | T;G:C;
0%);107(C-97%,T-10%);1 10(A-3%,C- GCT;T | GCT;T
100%);119(A-1%,T-100%); 122(A-1%,G-0%,T- | ;T T
99%);125(C-100%,T-1%);131(C-0%,G-
100%);137(C-0%,T-100%);143(C-0%,G-
100%); 147(C-98%,T-3%);149(G-95%,C-
16%);170(C-96%,T-13%);176(C-1%,T-
99%);194(C-0%, T-100%);203(A-1%,C-11%,T-
95%):;
AMPLI16 | scaffold2 | ATGGTTT | CCTAGTG | 39(G-0%,T-100%):42(C-3%,T-100%);51(C- T.T;C;G | TiT;CG
90434 TGTGTAG | AACACCA | 99%,T-1%);58(A-1%,G-99%);59(G-99%,T- GTiC; | :GiTiC
AGTTATT | GACAATG | 1%):61(C-0%,T-100%);64(C-99%,T-2%);67(A- | T;G:G; | T:G;G;
GCCG AGAT 1%, T-99%):68(G-99%, T-1%); 70(A-0%,G- CGC; | GT/GiC
98%,T-1%);72(C-99%,T-3%);76(C-0%,G- ACi-+- | 3AC/G;
91%,T-20%);81(A-0%,C-98%);82(G-1%,A- T:GA; | -/GyT/-
99%);83(C-91%,G-21%);89(C-5%,G- GG:C; | /CT;G;
20%);92(C-0%, T-24%);93(C-24%,T-0%):98(C- | T;T;C;G | AG/A;
1%, T-100%);99(A-3%,G-100%); 100(G-2%,A- | ;C;G;T; | G;T/C;T
98%);103(G-93%,A-20%); 107(G-100%,T- T:.C;T;G | iT;CG;
0%);110(C-89%, T-32%);112(C-0%,T- :G:G;T; | CG:GT;T
100%);116(C-1%,T-99%);131(C-100%,T- T:GT:A | ;CG/T;
0%);137(A-0%,G-100%); 140(C-100%,T- .C;G G;G;G:;
0%);164(A-0%,G-100%);173(C-1%,T- T;T;G;T
99%);176(C-1%,T-99%); 183(A-1%,C- :AC;G

99%); 194(G-24%,T-90%);196(C-0%,G-
100%);198(A-1%,G-100%);200(A-1%,G-
99%);201(C-0%, T-100%):204(C-1%,T-
99%):205(A-1%,C-1%,G-99%):209(G-8%, T-
97%):211(A-99%,T-1%);212(C-97%,T-
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8%);213(A-1%,G-99%);
AMPLI16 | scaffoldll | GGATCTT | GAGCCAC | 35(A-0%,G-100%);39(C-1%,A-100%);45(C- G;A;T; G;A;T;T
90438 TAATGAC [ CACCATT | 56%,T-100%);66(C-90%,T-26%);74(C-100%,T- | C;C;T;G | /C;C;T;
TGGGAGA | CGAGAAT | 0%);98(G-0%,T-100%);117(A-1%,G-99%,T- :GGA; | GG;G;
CGC ATC 1%);123(A-1%,G-99%);126(A-3%,G- T:A;C; A;T;G/
99%);129(G-3%,A-100%);132(C-6%,T- G;C;C; A;C;G;
100%);156(A-93%,G-25%);159(A-0%,C- A;G;C; C;CA;
100%);161(A-1%,G-100%);165(C-100%,T- C G;C,C/T
3%);171(C-100%,T-0%);173(G-0%,A-
100%);180(A-1%,G-100%);189(A-0%,C-
100%);195(C-90%,T-72%);
AMPLI16 | scaffoldl | ACCATTG | GCTCGCA | 37(A-0%,G-97%);38(G-1%,C-70%,T- G, T/C;T | G,C/T;T
90440 AAGAAAG | TGTAGTG | 76%);39(C-70%,T-76%);57(A-96%,T-2%);60(A- | /C;A;A/ | /CA;G;
TAAAACT | TTATCAT | 44%,C-2%,G-91%);65(A-2%,G-99%);67(A- G;G;G; G;G;C;
GCGT AGTG 2%,G-99%);69(C-96%,T-7%);70(A-0%,G- C;G;A; G;A;G;
100%);79(A-100%,T-0%);80(A-2%,G- G;T;G; T/C,G;
98%);85(C-14%,T-99%);98(A-2%,G- G,C,C;T | G,C,C,T
98%);112(G-98%,T-2%);122(A-2%,C-
98%);125(A-7%,C-100%,T-1%);131(G-1%,T-
100%);
AMPLI16 | scaffoldd | CACCTTG | GAATGAT | 38(G-7%,A-100%);54(C-21%,T-93%);62(G- A;T;C/ A;C/T;
90441 TTGGAGA | ATACTCT | 82%,C-75%);83(A-0%,T-100%);85(G-0%,T- G;T.T;T | G/C;T;T
CAGGTAG | TGACTTG | 100%);110(A-24%,T-91%);121(A-91%,G- AT;G; | S T/AA/
AG CCGC 24%);127(G-18%,T-97%);140(C-0%,G-91%,T- T,;G;G; G;G/T;
24%);148(G-24%,T-91%);149(G-91%,A- C;G;A; G/T;G/T
24%);150(C-3%,G-100%);151(C-91%,A- G;G;A; ;G/A;G;
24%);153(G-97%,A-18%);179(G-0%,A- A;AC; C/A;A/
100%);180(A-0%,G-100%);183(G-91%,A- ;- G;A;G;
24%);186(A-91%,G-24%);187(C-1%,A- A/G;G/
99%);188(A-91%,G-0%,T-24%);191(C-99%,T- AA;T/
4%);193(G-100%,T-0%);214(C-3%,T-24%); A;C;G;-
/T
AMPLI16 | scaffoldl | GGAGAAA | GCCTGAA | 48(A-0%,G-100%);57(G-0%,A-100%);62(C- GAG/ | GAG/
90442 GAACATT | ATTTCAA | 87%,G-62%);65(G-0%,T-100%);73(A-0%,G- C;T;- C;T,G/-;
TGATCCT [ CGTGGCT | 61%);74(G-0%,A-61%);75(C-0%,T-61%);81(G- | /G;- A/-;-/T;-
GCTT ATAT 0%,A-61%,T-0%);92(G-0%,C-100%);93(A- IAT/-A | /A;CA/
87%,G-62%);103(C-87%,G-62%);107(G-0%,C- /-,C;G/ G;C/G;
100%);123(C-87%,T-62%);136(G-87%,T- A;G/C; C;C/T;T
62%);137(C-88%,G-61%,T-0%);145(A-0%,G- C;,C/T,G | /G;C/G;
100%);155(G-0%,A-100%); /T;G/C; | GA
G;A
AMPLI16 | scaffoldll | GATGCTG | ACAATCT | 40(C-99%,T-9%);45(C-100%,T-0%);46(G- C;CA; T/C,C;A
90443 GGAGTGG | TGTGTCT | 0%,A-100%);59(A-0%,G-98%);64(C-98%,T- G,C,CT | ;G;C;T/
GATCAG ACCCATT | 1%);68(C-93%,T-18%);70(C-0%,T-96%);71(C- ATC, | CT;AT
TTGT 3%,A-96%);72(A-2%,T-98%);74(C-99%,T- C;G;C; ;GGG
0%);78(C-99%,T-14%);81(C-2%,G-94%,T- G;G;G; C;G;G;
11%);83(C-98%,T-2%);87(A-0%,G- T.T;T;T | G,T;T;T
100%);88(A-2%,C-1%,G-98%);92(C-0%,G- ;G;C;T; | ;T;G;C;
100%);93(G-1%,T-100%);95(C-2%,T- GA;T.T | T.GA;T
96%);105(C-2%,T-98%);106(C-2%,T- ATT;- | T;G/A,
100%);120(G-99%,T-1%);121(C-100%,T- :CT;C; | A/T;T;-
0%);130(C-0%,T-100%);131(A-2%,G- A;C.G; /T;C;T;
98%);153(A-99%,T-5%);155(G-5%,T- T,G C;A;C;
96%);158(C-0%,T-100%);159(A-86%,G- G;T;G
34%);161(C-2%,A-14%,T-96%);162(C-2%,T-
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99%);165(C-2%, T-16%);171(C-99%,T-
1%); 172(G-2%, T-98%); 1 73(A-0%,C-

100%); 176(A-98%, T-2%);177(G-2%,C-96%, T-
5%);178(A-0%,G-100%);181(C-0%,T-

100%); 183(A-3%,C-1%,G-97%);

AMPLI16 | scaffold3 | CTTGACG | CAATTCT | 79(G-1%,A-100%);82(C-2%,A-98%);100(G- AALA; | ALAA;
90446 GCTTCTT | ATCATTA | 0%,A-100%);103(G-12%,A-98%);108(C-49%,T- | A;T;G;T | A;C;G;
TGAATGT | CCACACC | 66%);109(A-6%,G-99%);115(C-0%,T- :G:GA; | T;GG;
GAT GCAA 100%);117(A-0%,G-100%);127(A-0%,G- T;C;A; A/G;T/
100%);139(G-22%,A-97%);163(C-25%,T- G;A;G; | CGC/T;A
94%);166(C-94%,T-25%);167(G-0%,A- C;G;G; :G;A;G;
100%);169(A-0%,G-100%);172(C-0%,A- A;C,G C;G;G;
100%);175(A-2%,G-98%);186(C-100%,T- G/A;C;
0%);187(A-0%,G-100%);190(A-0%,G- G
100%);193(G-30%,A-89%);199(G-0%,C-
100%,T-0%);207(A-0%,G-100%);
AMPLI16 | scaffoldl | TCCTACA | CGAAGGG | 43(A-4%,G-100%);45(C-99%,T-1%);48(G- G;C;,C;T | G,C,C;T
90447 GTGGCGA | AGCTTTT | 6%,C-100%);53(C-96%,T-85%);54(A-39%,G- /C;G;C; | /ICA/G;
ACTAAAT | GTCGTC 99%);55(C-100%,T-4%);57(G-1%,A- AAA; | GALA,
GTAA 100%);60(G-1%,A-99%);61(G-6%,A- T;A/G; A;T;A,;
100%);63(C-0%,T-100%);66(G-53%,A- G;GA/ | G;GA;
99%);73(A-5%,G-100%);77(A-0%,G- G, T;A;T | T;A;T/C
100%);80(G-43%,A-100%);82(C-11%,T- /C;G;G; | ;G;GA,;
100%);83(G-1%,A-99%);84(C-93%,T- G/A;C; C;A/G;
91%);88(C-1%,G-100%);93(A-0%,G- A/G;G; | G/AG;
100%);96(C-0%,G-50%,A-100%);103(C- G;C;A; C;A/G;
100%,T-1%);104(G-91%,A-95%);117(G-96%,A- | T;G;A; T/C;G;
21%);124(A-5%,G-100%);126(A-6%,C- C;,G/A; A;CG;
100%);127(A-97%,G-19%);129(C-22%,T- C,G,G/ | CG;,G/
96%);132(A-1%,G-99%);136(A-100%,T- C;A/C,; C;C/A,;
6%);141(C-100%,T-1%);148(A-44%,G- ACT/C | AC;T/C
100%);149(G-0%,C-100%);156(G-99%,T- :G:GT; | ;GGT;
1%);160(G-95%,C-68%);162(A-93%,C-72%,T- C;A;T; C;A;T;
0%);166(G-1%,A-99%);167(A-1%,C- G;T/C;T | G;C;T/C
99%);171(C-71%,T-94%);184(A-0%,G- /C
100%);194(G-100%,T-1%);196(C-8%,T-
99%);200(C-99%,T-1%);202(G-1%,A-
99%);213(C-1%,T-100%);217(A-1%,G-
99%);218(C-100%,T-43%);230(C-90%,T-95%);
AMPLI16 | scaffold2 | TAGAAGA | TCAAGGC | 39(C-97%,T-6%);48(C-80%,T-32%);51(C- C;C;-;A; | C,C/T;-
90452 TTAGGAC | CAACGAG | 23%,T-16%);52(C-0%,A-100%);53(C-0%,T- T, T;T;C | /T;A;T;
TCGGATG | ATCAATA | 100%);66(G-6%,T-95%);80(G-1%,T- ATC, | TLT;CA
CTTG ACTT 100%);86(C-100%,T-0%);87(C-0%,G-0%,A- T,T;C;T | ;G/T;T/
99%,T-1%);92(C-0%,G-16%,T-94%);93(C- ;G:A;C; | GT;T,C
75%,T-35%);99(C-0%,T-100%);100(C-1%,T- G;-GA | T/GT/
99%);110(C-99%,T-3%);112(G-21%,T- CGT,T, | GAC/
89%);114(G-89%,T-17%);116(C-0%,A- C;G;G; T;G;-
100%);117(C-75%,T-35%);121(A-15%,G- T;T;A;C | /G;G;A;
90%);151(A-0%,G-35%);152(A-0%,G- T/C,T;T
85%);156(C-0%,A-100%);157(A-0%,C-94%,T- /C;C;G;
17%);161(G-0%,T-100%);164(C-35%,T- A/G;T;T
75%);186(A-1%,C-100%);191(A-0%,G- ;AC

100%);196(C-1%,G-93%,A-16%):197(C-1%,T-
99%);199(C-0%, T-100%);202(G-23%,A-
84%):208(A-1%,C-100%);
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AMPLI16 | scaffold5 | CTTTCTG CTCGTGA | 36(C-100%,T-0%);59(G-1%,A-100%);77(C- C;A;T; C;A;T;C
90457 GATGATA | ACTCTCC 1%,T-100%);84(G-90%,C-31%);85(G-100%,T- G;G:A; | /IGGA;
TTGATGG | CAAATCG | 2%);87(A-100%,T-2%);95(G-0%,A- A;C.CT | A;CA/
CGAC AG 100%);96(C-100%,T-0%);103(C-93%,A- T;A;C; | C,C/TT
29%);105(C-29%,T-93%);111(A-9%,T- C;A;T; A;CC;
98%);119(G-2%,A-100%);121(C-100%,T- AAT, A;T;A/
0%);122(C-100%,T-0%);129(C-4%,A- G;T;G; G;A;T/
100%);138(C-0%,T-100%);142(A-93%,G- C;G;T;-; | CA/G;
29%);149(A-100%,T-0%);156(C-29%,T- A;T;,C C/T;T/G
93%);160(G-93%,A-29%);165(C-29%,T- ;C,G/C;
93%);166(G-93%,T-29%);170(A-0%,C- T,C/-;G/
100%);174(G-93%,C-29%,T-0%);176(C-0%,T- A;T;T/C
100%);179(A-0%,C-29%);181(A-93%,G-
29%);211(C-10%,T-100%);232(C-91%,T-29%);
AMPLI16 | scaffoldl | CCTTGAT | CTTCTTT 56(A-100%,T-0%);58(G-0%,T-100%);59(A- A;T;A/ A;T;G/
90460 CATCTTG | GTCGTAC | 90%,G-60%);60(A-100%,T-0%);61(C-0%,T- G;A;T; AAT,
ACAAACC | GACTCGT | 100%);63(A-82%,G-73%);74(A-0%,C- G/A;C; G/A;C;
TGAG GTAT 100%);86(G-1%,A-99%);92(G-2%,A- AAC, AAC,
98%);101(A-0%,C-100%);104(G-99%,A- G;AA; G/AA,;
12%);107(G-1%,A-100%);113(G-0%,A- AGA; | AAG;
100%);119(G-2%,A-98%);122(A-2%,G- C;G;T; A;C;G;
98%);125(G-1%,A-99%);128(C-100%,T- A;T;C;C | T;A;T;C
2%);129(A-0%,G-100%);140(G-0%,T- 1G;G;T/ | ;G/C,G;
100%);152(G-0%,A-100%);153(A-9%,T- C;G;T/C | C/T;G;C
100%);158(C-100%,T-2%);164(G-82%,C- ;CAG; | /TCA;
72%,T-0%);173(G-100%,T-2%);176(C-70%,T- A;A/G; G;A;A/
84%);181(A-1%,G-100%);190(C-73%,T- A;A;G; G;AA;
83%);196(A-2%,C-98%);201(G-0%,A- T:A;G;T | G;T;A;
100%);204(A-1%,G-99%);209(G-0%,A- G,T
100%);211(A-85%,G-70%);212(A-100%,T-
0%);213(A-100%,T-0%);216(A-0%,G-
100%);218(C-0%,T-100%);220(A-98%,T-
2%);224(A-2%,G-98%);226(C-0%,T-100%);
AMPLI16 | scaffold4 | GTCTTTC GATTCGT | 33(G-90%,A-22%);35(C-22%,T-90%);73(A- G;T;A/ G/A;T/
90462 GAGGACA | TGATAGA | 44%,G-96%);96(C-20%,T-92%);132(C-17%,T- G, T;T;G | C,G;T/C
CGATAGC | CCATGAT | 94%);135(A-4%,G-98%);150(C-21%,T- T;G ;T/C;G;
A ACGC 91%);177(C-1%,G-99%); T/C,G
AMPLI16 | scaffoldd | AACTCGT | GGACGAC | 36(A-43%,T-97%);38(G-2%,T-100%);45(A- T/A;T;G | T.T;G;G
90464 TGGGCAT | TTCTGTT 3%,G-99%);62(A-0%,G-100%);70(C-1%,G- :G:GA; | G AG;
GAAGAAT | GACTACA | 100%);73(A-100%,T-0%);75(A-1%,G- G;C;,C/-; | Ci---G
TCTA TCAA 100%);76(C-100%,T-2%);81(A-0%,C-49%,G- -/T;- ACA
20%);82(C-12%,T-58%);84(G-49%,A- /G;T/G;
20%);91(G-81%,T-65%);92(A-81%,G- G/A;C;
65%);158(C-100%,T-0%);160(G-10%,A-99%); A
AMPLI16 | scaffold5 | TTGAAGC | GACGCTA | 39(C-22%,T-2%);41(G-1%,A-22%,T-2%);52(A- = A | Cl-A/-;
90467 AGTCAAG | GGGAAAT | 91%,G-22%);86(A-7%,T-13%);91(A-0%,G- =ACC; | G/A;T/-;
AGTTGGT | CTTACAG | 30%);94(C-22%,T-2%);103(G-4%,A- T.C,T;T | -
CAAG TTTG 100%);109(G-0%,C-100%);123(A-1%,C-90%,T- | ;C;AA; | /G;C/-;
23%);124(A-1%,T-100%);125(C-90%,T- C;C:C; A;C;C/T
23%);126(C-23%,T-90%);131(C-30%,T- G;A;C; ;T;C/T;
89%);132(A-7%,C-99%);137(A-90%,T- C;T,C T/C,C/T
23%);145(A-89%,G-23%,T-7%);160(C-90%,T- ;CT/A,;
23%);162(C-99%,T-7%);166(C-89%,T- A/G;C/
30%);177(C-7%,G-99%);178(A-89%,G- T,C,T/C
30%);181(C-99%,T-7%);183(A-2%,C- ;G;G/A;
99%);188(G-11%,T-97%);200(C-98%,T-11%); C;C;G/T
;C
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AMPLI16 | scaffoldl1 | TTGATTT | CAGCGGA | 49(C-0%,G-2%,A-99%);51(C-0%,G- AGA; | AGA;
90468 CTGGTGC | ATGTCTT | 100%);52(C-0%,A-99%,T-0%):55(G-2%,C- CiG;G; | C;G:G;
ATTCCTT | ATCAACG | 99%);56(A-5%,G-100%);57(A-1%,G- C;G;T;C | CG;T;C
ATGG AAAT 100%);60(A-0%,C-100%, T-0%);63(G-99%, T- :G;CA; | :G:CA;
1%);73(C-10%,T-97%);75(C-100%,T-0%);76(A- | T;T;C;T | T;T;C/T
5%,C-1%,G-99%,T-0%);77(C-100%,T- ACC | STiG/A;
0%);81(G-0%,A-100%);84(C-1%,T-99%):87(C- | G;A;C; | C:C;G;
0%, T-100%);90(C-96%, T-23%); 105(C-0%,T- ACC; | AGA;
100%); 108(A-92%,G-28%, T-0%);120(C-99%,T- | G:A;C; | C;C;G/T
2%);134(C-100%, T-5%);137(A-1%,C-0%,G- GT,TiT | ATIC;
99%);138(G-0%,A-100%); 142(C-100%, T- .C G;T;C/T
0%);143(A-99%,T-0%); 144(C-99%,T- T;C
2%);145(C-99%, T-2%); 146(C-0%,G-89%, T-
30%);147(G-1%,A-99%);151(C-94%,T-
26%);152(A-0%,G-100%); 154(C-0%,T-
100%);155(C-13%,T-98%);157(C-0%, T-
100%);158(C-99%,T-0%);
AMPLI16 | scaffoldl2 | ACAAACA | GCACGAA | 39(C-64%,T-81%);57(C-64%,T-1%):61(G- C/T: C/T:-
90469 TACAGAG | GATAATC | 65%,T-3%);67(A-1%,G-99%);77(A-4%,G- IC;Gl~ | /Cs-
ACAAGAG | AGAGGTA | 99%);88(C-48%,T-91%):89(A-4%,C-0%,G- G:G:C/ | /G;G;G;
GGAA GGAT 97%);105(G-1%,A-99%);113(G-97%,A- T:GA; | TiGA;
9%);115(A-97%,G-9%);119(G-97%,T- G:AG; | A/G:G/
9%);140(C-99%, T-2%); C AGIT;
C
AMPLI16 | scaffold]2 | CTCTTCG | ATCTCAA | 48(A-0%,T-100%);81(G-0%, T-100%);82(G- TT;AA | T,T;AA
90472 TCGTCGT | ACTATCG | 0%,A-100%);84(G-0%,A-100%);85(C-0%,T- T;C;G; | T:CG;
CATCATC | GATAGAC | 100%);90(C-100%,T-0%);95(C-51%,G- GCA; | GCA;
ATC TCGC 60%);96(A-1%,G-99%);98(C-99%, T- C;G;T;C | CG;T;C
1%);104(G-1%,A-100%); 105(C-96%,T- GCT; | :GCT;
11%);107(A-1%,G-100%); 108(C-0%,T- AAT; | AAT
100%);109(C-100%,T-1%);111(A-0%,G- GCT; | GCT;
100%);115(C-100%,T-0%); 1 16(C-0%, T- GCA; | GiCA;
100%); 121(A-100%, T-0%); 126(G-1%,A- CGAT; | GAT;
100%);127(C-1%,T-100%);136(C-3%,G- GC:G; | GiCA;
98%);137(C-99%, T-1%);147(G-1%,T- A A
100%); 156(A-1%,G-100%); 163(A-0%,C-
100%); 166(G-28%,A-75%);167(C-100%,T-
1%);168(C-0%,A-100%);170(C-0%, T-
100%);172(A-1%,G-100%);174(C-100%,T-
0%);175(G-91%,A-10%); 190(G-0%,A-100%);
AMPLI16 | scaffoldl2 | TTAGCAT | AAATTCT | 36(A-1%,G-100%);37(G-0%,A-100%);51(G- GAA; | GAA;
90473 GCATACA | GAGTTCG | 4%,A-99%);56(G-100%,T-1%);59(G-0%,A- GAA:- | GAA:-
AAGCATG | AGCTTCT | 100%):65(G-1%,A-100%,T-0%);68(A-1%,G- =i | /Gi/T-
GTAG CTGG 29%);69(G-1%,T-30%);70(C-30%,T-1%);71(G- | A;T;C;T | /Cs-
1%,C-30%);76(A-1%,G-28%);77(G-1%,A- CT:C; | /C;G/--
29%);78(A-99%,T-0%); 79(A-28%, T-89%):80(C- | A;CiA; | /A:AA/
98%, T-1%);82(G-29%, T-90%);84(C-98%, T- CG:G; | T;CT/G
2%);89(G-3%,T-99%);90(C-99%,T-1%):91(G- | T;T;T;G | ;C;T;C;
1%,A-100%);94(C-100%, T-0%):96(G-0%,A- AAG; | AiGA;
100%);97(C-100%,T-3%);98(C-1%,G- AGA; | CGG;
99%);102(A-5%,G-100%); 104(A-5%, T- TATG | T;T;T;G
100%); 106(A-7%, T-98%);107(C-2%,T- :G:GiT; | sAASG;
98%);111(G-99%,T-1%);116(A-98%,T- AGA; | C/AG;
7%);124(G-0%,A-100%); 128(A-11%,G- T;AC;C | ATTIAT
100%); 130(A-93%,C-26%);131(A-0%,G- G:T:C; | 3G:G;G;
100%, T-0%); 133(G-1%,A-100%,T-7%);134(C- | C;T;G; | T;AC;
7%, T-100%); 135(A-98%,T-7%); 136(C-1%,T- ATCC | ATTA;
100%);137(A-2%,G-98%); 140(A-1%,G- :C:G:C; | C;CiG;
100%); 145(A-1%,C-1%,G-100%);149(C-3%,T- | G;G;G | G/T;C/T
100%);150(G-8%,A-97%, T-0%); 153(A-2%,C- T/CT/
98%);158(G-2%,A-98%);161(C-1%,T- G:GiA;
100%);164(C-2%,G-0%,A-98%); 165(C-100%,T- T;C;C;C
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0%);172(C-100%,T-0%);173(A-2%,G- ;G;C;G;
100%);176(G-27%,T-90%);178(C-97%,T- GG
19%);182(C-89%,T-30%);183(C-15%,G-16%,T-
91%);185(A-2%,G-98%);187(A-100%,T-
0%);189(C-0%,G-5%,T-99%);197(G-0%,C-
98%);198(C-100%,T-1%);199(A-2%,C-98%,T-
2%);221(A-2%,G-100%);222(C-98%,T-
2%);223(A-1%,G-98%,T-2%);225(A-5%,G-
99%);232(A-0%,G-100%);
AMPLI16 | scaffold10 | TTCTTCCT [ ACTTTCG | 36(A-0%,G-100%);38(C-100%,T-0%);42(G- G;C;A; G;C;A;
90474 CTTGGTG | ACTACAA | 6%,A-99%);45(C-1%,G-2%,A-97%);48(C- AGA; | AGA;
ACCTTGT | CGTAGAT | 0%,G-100%);51(G-0%,A-100%);54(A-0%,C- C;CA; C;CA;
ATT CGAT 100%);59(G-0%,C-100%,T-0%);61(C-1%,G- AGG; | AGG/
1%,A-99%);62(G-1%,A-99%);65(A-3%,G- AAT; A AGA,
100%);68(G-96%,A-12%);72(A-98%,T- G;T;-;T; | T/A;G/
4%);74(G-0%,A-100%);75(A-32%,T- C;A;C; A;T;C/-;
86%);77(G-86%,A-31%);79(A-1%,C-4%,T- G;AA; | T/IC,CA
99%);80(G-0%,C-9%,T-23%);81(C-29%,T- G;AA; ;CGA;
89%);82(C-100%,T-0%);85(G-0%,A-100%,T- A;T;A,; A;GA,;
0%);86(C-100%,T-0%);87(A-3%,C-0%,G- C;G;T;C | A;AT,
100%);88(G-2%,A-100%);90(A-99%,T- ATA; | ACG;
4%);91(A-3%,G-100%);92(C-2%,G-3%,A- AAC T,CA;T
97%);93(G-10%,A-98%);95(C-1%,A- G;T;A; AGAGA;
100%);96(C-9%,T-97%);98(G-0%,A- G;A;G; | GGT;
100%);99(C-100%,T-1%);100(A-0%,G- C,CG; A;G;A;
100%);101(C-1%,T-99%);105(A-1%,C-99%,T- A;C G;C;C;
0%);108(G-2%,A-99%);111(C-4%,G-0%,T- G;A;C
99%);120(G-1%,A-100%);123(G-2%,A-
100%);126(G-4%,A-98%);129(C-97%,T-
4%);132(A-4%,G-97%,T-1%);135(C-23%,T-
90%);144(A-100%,T-1%);150(A-0%,G-
100%);153(G-1%,A-99%);156(A-0%,G-
100%);159(C-100%,T-1%);165(C-100%,T-
0%);174(A-0%,G-100%);180(G-1%,A-
99%);183(C-100%,T-0%);
AMPLI16 | scaffoldd | TTGCTAT | GCATCTT | 38(C-100%,T-2%);40(G-97%,C-16%);41(A- C;G;A; C;C/G;
90475 GCACTGT | CCAAATT | 97%,G-16%);42(C-16%,T-97%);45(G-97%,A- T;G;G; A/G;T/
AATTTGT | ATACCAG | 16%);50(G-97%,C-16%);56(A-97%,T- A;C;C; C;A/G;
AGGC TGCT 16%);70(C-97%,T-13%);80(C-97%,G- C;CA,; G/C;A/
16%);81(C-97%,T-16%);90(C-97%,T- C;,G;G/ | T;,C,C/G
16%);106(A-97%,G-16%);135(C-99%,A- AAG; ;T/C;T/
15%);138(C-0%,G-100%);141(G-44%,A- T;G;G; C;G/A;
96%);149(G-1%,A-100%);181(G-91%,A- G A/C;G;
27%);182(G-27%,T-91%);183(G-91%,A- AAA/
27%);208(G-91%,A-27%);235(A-3%,G-100%); G;G/T;
A/G;G/
A;G
AMPLI16 | scaffold5 | CGAAGCA | TCCAGAT | 38(A-9%,G-99%,T-1%);42(G-2%,C- G;C;G; G;C;A/
90476 GAGATAA | TGCTCAC | 100%);56(G-99%,A-12%);65(G-0%,T- T,GA;T | GT;G;
TGAACTT | AATACCT | 100%);69(A-2%,G-100%);95(A-89%,G- GGG, | G/IAST,
GGG ACAT 37%);96(A-0%,T-100%);97(C-95%,T- A;C;C; C/T,C/T
30%);109(C-90%,T-40%);121(G-98%,T- G;C;G; ;G/IT;A/
23%);122(A-96%,G-32%);123(C-99%,T- T;-T;C; | G;C/T;C
12%);145(C-100%,T-3%);156(G-91%,C- AA ;C/G;C/
37%);172(C-97%,T-15%);174(G-97%,A- T;A/G;T
15%);212(G-15%,T-99%);225(G-5%,C- /G;-
31%);226(C-0%,T-100%);227(C-97%,G- /C;T;G/
29%);228(A-100%,T-1%);229(A-87%,G-41%); C;A;G/
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A
AMPLI16 | scaffoldd | CATTGTC | CGTAATT | 41(A-0%,C-8%,T-95%);50(C-100%,T- T:.CGAT | T;GA;T
90477 ATTCCTT | GTCGGAC | 2%);53(G-8%,A-95%);59(C-0%,T-100%):62(C- | ;G;C:G; | :GT/C;
CCTGGTC | GTGTTGT | 8%,G-95%,T-0%);68(C-92%,T-29%);71(A- T;G:C;T | GT;G;
AAAG G 0%,G-100%); 74(C-6%,T-96%);83(A-0%,G- GGG | OTiGA
100%);89(C-100%,T-0%);92(C-0%, T- T;C;CC | /CC3T;
100%);96(A-0%,C-100%);98(C-91%,A-28%,T- | :G:T;G; | C;C/T;C
2%);101(C-100%, T-0%);116(C-0%,T- GT,T:A | ;G;T;G;
100%); 1 19(A-2%,C-100%);122(C-95%,T- TT:A; | GT,T:A
25%);128(C-100%, T-0%); 146(A-1%,G- G/AT, | T/CT;
100%); 149(C-5%,T-96%); 158(A-3%,G-99%,T- | G;C;C; | A;G/A;
1%); 16 1(A-0%,G-100%); 164(C-2%,T- GC:G; | T;G;CiC
100%);178(C-2%,T-98%);179(A-100%, T- G/~AC | ;G:CiG;
0%);184(C-31%,T-90%);186(C-0%,T- :G;T/C; | Al=A/G
100%); 189(A-96%, T-4%): 190(A-77%,G-77%,T- | A;T;C;C | ;C;G;T/
0%);191(G-5%,T-98%); 193(A-0%,G- AT/AT
100%);194(C-100%,T-0%);202(C-100%,T- /C;C;C/
2%);203(G-98%, T-2%);204(C-95%,T- T
8%);205(C-5%,G-98%):207(G-53%,A-
28%);210(A-86%,G-35%);215(A-0%,C-98%,T-
5%);216(A-0%,G-100%);218(C-41%,A-35%,T-
80%);219(A-86%,C-8%,T-28%);229(C-25%,T-
95%);232(C-100%,T-0%):235(C-96%, T-24%);
AMPLI16 | scaffold5 | GAGACGG | GAATATT | 80(A-1%,G-100%):87(A-90%,T-35%);89(G- GAG; | GAT;
90478 GTTTATG | AGCTGGC | 98%,A-12%);111(C-90%,A-36%);112(A-1%,C- | C;C;C; | G/A;C/
TAGAAGG | GTCTGAA | 100%);113(C-95%,T-16%);116(A-100%,T- AGA; | AGOT
AAGA AGTG 1%);117(G-1%,C-100%);125(G-1%, A- GGG | AGA;
100%);127(C-1%,G-100%); 130(A-2%,C- C;G;T;- | GiCC;
99%);134(A-1%,C-100%);141(C-100%,T- G:i~TiC; | C;G/C;T
0%);153(G-92%,C-34%);154(C-0%,T- GAG; | +/TiG
100%);165(G-1%, T-34%);167(A-0%,G- AAG | ICT/G
99%);171(C-22%,T-12%);175(G-34%, T- G/C;G;
92%);177(C-92%,G-34%);182(A-1%,G- A/G:G;
100%); 186(A-98%,G-11%); 187(A-15%,G- AAG
100%); 194(C-0%,A-100%);226(A-100%,T-
1%):227(C-0%,G-100%);
AMPLI16 | scaffoldl | GGTCAAG | GAGGCTA | 44(A-60%,G-54%);108(C-15%,T-93%);124(C- | A;T;T;T | G;C/T;C
90479 GTGGAAG | CCATCAG | 24%,T-92%);130(C-0%,T-100%);132(G- :G:A IT;T;G;
AGAAAGA | TTTTCAG | 100%,T-0%);144(A-93%,C-15%); A/C
CTTA AATG
AMPLI16 | scaffoldl | GCATCAT | GGATGTT | 36(G-1%,A-65%);:37(A-1%,T-65%):39(C-0%,A- | Al=T/-; | Al
90480 GATCTGA | TCGCTTC | 63%):40(C-1%,G-99%);41(C-1%,T-99%):42(A- | A/~G:T; | /T;A/~G
GCGTCTA | TCCTGTT | 0%,C-99%);43(C-7%,T-99%):49(A-1%,G- C;T;Gl~ | iT;CT;-
TTTC ATAC 54%,T-14%);52(A-2%,G-99%);72(C-100%,T- | G;C:G; | /G;G;C;
2%);88(A-1%,G-99%);97(G-42%,A- AGG; | GAA/
96%);100(G-92%,A-27%);108(C-99%,T- CAT; | GCA;
10%);112(A-99%,T-4%):115(C-6%,G-10%,T- | G:A;G/ | T;GA;
97%); 120(A-2%,G-99%); 124(G-10%,A- AAA | GIAA;
99%);125(A-84%,G-70%);133(G-7%,A-97%,T- | CA:C; | AsA;A/
4%);135(C-53%,A-94%);139(G-0%,A- ATT,C | GATT
100%); 141(C-99%,A-12%);142(G-4%,A- IT,CGA | ;COTiC;
99%);151(C-0%, T-100%);158(C-0%, T- G/A

100%);169(C-70%, T-84%);176(G-5%,C-
100%);193(A-97%,G-21%);
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AMPLI16 | scaffoldl | GCTGAGA | AGGACAA | 32(A-10%,C-2%,G-2%,T-94%);35(A-83%,C- T;A;T,C | T;A/C;T
90483 CAAGTTC | CCTCAGA | 33%);41(C-2%,T-98%);44(C-45%,T-91%);47(C- | /T;C/T; ;T T;C;
GTCGTGA | CAACGAC | 49%,T-91%);50(C-95%,T-11%);53(C-98%,T- C,C;T/C | C,T/C;A
3%);56(C-58%,T-88%);59(G-88%,A-24%,T- ;GAC; | /GAC
1%);62(G-1%,A-100%);65(C-100%,T- AAC; | AG/A;
1%);71(G-1%,A-99%);74(A-91%,G-25%);77(G- | C/A;T; C;A;T;
2%,C-97%,T-1%);80(C-44%,G-6%,A-89%,T- AGC; | AsGiG
2%);83(C-1%,T-100%);92(A-95%,T-5%);95(A- | C;A;G; C;A;G;
2%,G-98%);113(C-100%,T-0%);116(C-100%,T- | G;C;G; G;C;G;
0%);125(G-1%,A-99%);128(A-2%,G- AT, G/ | AT;A/
98%);140(A-9%,G-95%);143(C-99%,T- AG;G G;G;G
1%);152(G-100%,T-0%);155(G-0%,A-
100%);158(C-2%,T-98%);161(G-74%,A-
74%);173(A-1%,G-100%);182(A-5%,G-96%);
AMPLI16 | scaffold5 | CATCACT | CTGGAAG | 40(C-100%,T-0%);42(G-37%,T-81%);44(C- CT;T;.C | C;G:T;
90485 ATTCAAC | GTCCTGT | 0%,T-100%);84(C-82%,A-35%);88(A-3%,G- ;GGG | AGHA;
TTTCACT | AGATCAT | 99%);89(C-84%,A-33%);100(G-84%,A- ACG; | AJAC
GCCA TCAT 33%);114(G-1%,A-100%);118(A-1%,C- A;G;C; C,C,G;T
100%);161(G-81%,C-36%);172(A-82%,C- T ;T
35%);211(A-9%,G-97%);213(C-82%,T-
30%);221(G-0%,T-100%);
AMPLI16 | scaffoldd | ATGATTG | TCATCCT | 41(A-33%,G-76%);42(C-33%,T-76%);63(A- G;T;G; G;T;G;
90487 TGATGCG | GAACACT | 0%,G-93%);65(C-62%,T-39%);73(C-99%,T- C,C;T;G | C,C,T,G
ACCTATG | GATTACC | 3%);83(G-0%,T-100%);103(A-0%,G- ACT; | A CT,
ACTA CATT 100%);111(G-7%,A-98%);112(C-75%,T- C;T;C;G | C,T,C;G
34%);121(C-7%,T-98%);124(C-93%,T- :GAC |G AC
8%);133(C-0%,T-100%);135(C-100%,T- ACG; | ACG;
0%);138(G-100%,T-0%);149(A-0%,G- AT G,T
100%);151(G-38%,A-70%);157(C-100%,T-
0%);170(G-38%,A-73%);188(C-99%,T-
3%);208(A-0%,G-100%);214(A-80%,G-
28%);215(C-1%,T-99%);
AMPLI16 | scaffoldd | GGGGTAA | AATATCA | 38(G-0%,A-100%);43(A-0%,G-100%);48(G- A;GA; | AGA;
90488 AGGAGTA | GAGGAAA | 0%,A-100%);67(C-0%,T-100%);73(C-3%,T- T,T;G;,C | T;T,G;G
TATCATG | AGCAGCC | 100%);81(A-3%,G-100%);82(C-94%,G- ;T,G;C;- | /C;T;G;
ACCC GATC 16%);89(G-0%,T-99%);90(G-100%,T-0%);92(C- | ;- A;A;T | C;-/C;-
100%,T-0%);102(C-22%,T-0%);107(G-1%,T- T;G,G/ | /T;ABA;
22%);114(G-9%,A-97%);124(A-100%,T- AAA; | T;TGG
0%);125(A-0%,T-100%);138(A-0%,T- G;T;C IAAA/
100%);143(A-1%,G-100%);144(G-80%,A- G;G;T;
71%);153(G-0%,A-100%);162(A-88%,G- C
21%);164(C-0%,G-100%);174(G-0%,T-
100%);180(A-3%,C-98%);
AMPLI16 | scaffoldll | GCCTCAA | GTCAACT | 36(A-99%,T-1%);38(A-1%,G-99%);59(G-1%,A- | A;G;A; | A;GiA;
90492 AATTTCC | TTCTCTTC | 99%);60(A-99%,T-1%);62(G-2%,C-98%);63(G- | A;CA; | ACA;
TGTTCTG | CCCAAAG | 2%,A-98%);64(C-99%,T-1%);70(C-100%,T- C,C,C;T | GC,CT
ACTT ATG 0%);72(C-100%,T-0%);78(A-1%,T-99%);84(C- ;CGGA; | CGA;
100%,T-0%);91(G-99%,T-1%);95(C-1%,A- C;G;C; C;G/A;
99%);97(C-99%,T-1%);98(G-95%, A~ G;C;G; C;,G/A;
28%);102(A-1%,C-99%);104(G-95%,A- G;G;G; | C,G/A;
28%);112(C-100%,T-1%);113(G-93%,A- C;,G;T; A/G;G;
30%);114(G-93%,A-30%);116(A-0%,G- G;C;A; G;C/G;
100%);123(C-1%,G-99%);125(C-93%,G-28%,T- | T;T;T;A | G;T;G;
2%);126(G-99%,T-1%);136(C-1%,T- ;GA;C; | CG/A;
99%);137(A-1%,G-99%);138(C-99%,T- A;CA; T/C;C/T
1%);141(A-93%,G-30%);144(C-30%,T- G;A;C; SA/TSA,
93%);147(C-31%,T-89%);154(G-1%,A-30%,T- T;T;A;G | G;A;C;
93%);157(G-1%,A-100%);159(A-1%,G- ;T TS T, C/A;T/IC
99%);163(G-1%,A-100%);164(G-1%,C- AT;GT | ;AGA;
100%);165(A-95%,C-28%);166(C-93%,T- ;G;C;T; | C/T;C/T
30%);167(G-1%,A-100%);168(G-99%,T- T ;CIT;A;
1%);172(C-1%,A-99%);179(C-93%,T- G;T.T;C
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30%);182(C-30%, T-93%); 184(C-28%,T- IT;A/T;
95%);189(C-0%,A-100%);191(G-100%, T- T/C;G/C
1%);193(C-1%,T-99%);199(G-0%, T- :T/C;G;
100%);200(C-30%,T-93%);203(A-95%,T- G/C;T;T
28%);204(C-28%,T-95%);205(A-1%,G-95%,C-
26%);206(C-28%,T-95%);208(G-99%, T-
1%);212(C-95%,G-28%);218(C-0%,T-
100%):219(C-1%,G-1%,T-99%);
AMPLI16 | scaffoldl | TCCTATT | ACGCGTC | 39(A-97%,C-23%);40(C-0%,T-99%):43(C- ATT,G | CATT
90493 ATGTTTA | TAGACTA | 1%,T-100%);44(A-0%,G-99%);47(C-86%,T- CIT;A/ | G;C/T;
CAAGGGG | ATCATCT | 68%):83(A-67%,C-0%,G-90%);123(C-100%,T- | G:C;A; | GiC:A;
ATGGT TACC 0%);127(G-0%,A-100%);135(A-1%.,G-100%); | G G
AMPLI16 | scaffold7 | CCATGTA | TAGAGGA | 38(C-100%,T-1%);42(C-100%, T-0%):44(C- C,CGT | GGGT
90494 TGTTTTC | CTCATCA | 1%,G-100%);48(C-0%,T-100%);49(C-0%,T- T:AG; | T:CG;
CATCTTC | GTACACG | 100%):50(A-54%,C-54%);54(G-100%,T- GTC; | GTiC;
CTCG ACTA 1%):60(G-100%, T-2%):63(G-1%,T-100%):65(A- | G;A;G; | G:A;G;
0%,C-100%);84(G-100%,T-0%);90(C-2%,A- GGT | GiGiC
99%);103(C-0%,G-100%);104(A-1%,G-
100%); 108(A-1%,G-100%); 109(C-54%,T-54%);
AMPLI16 | scaffold2 | AATGTCT | CGAACGA | 37(A-6%,G-100%):39(C-100%,T-0%);42(C- GC;C; | GGG,
90495 TCTTCCT | AGTCCGA | 100%,T-1%);48(G-99%,T-1%);49(A-98%,G- GATT | GiG/A;
CTTCTGA | AATAACC | 22%):57(C-0%,T-100%);61(A-6%,T- ACC | TTAC
CAGG TTG 100%);67(G-0%,A-100%);73(C-97%,G-16%,T- | T;G:A/ | /GT/C;
10%);79(G-6%,C-100%, T-88%):82(A-1%,G- G;C/T,C | GiG/A;
100%, T-10%):85(A-97%,G-96%):95(C-100%,T- | /T;A/G; | C/T;T/C
90%);97(C-95%, T-97%);98(G-97%, A- CiG:C; | ;G/AC;
95%);99(C-100%, T-8%);103(A-1%,G- AGG; | GiGA;
100%);105(C-100%,T-8%);112(G-1%,A- AGG; | GiGA;
100%); 142(A-0%,G-100%); 145(A-0%,G- AGA; | GITG;
100%); 148(G-9%,A-100%);151(C-1%,G-97%,T- | T;.C/T | AsGiA;
16%); 154(A-0%,G-100%); 158(G-0%,A- T;C/T
100%); 163(A-3%,G-100%); 172(G-2%,A-
100%, T-0%); 177(A-0%, T-100%); 178(C-
100%, T-88%);
AMPLI16 | scaffoldl4 | CGGCAAT | AACCGAC | 43(C-91%,T-27%);44(G-0%,C-100%,T- C;C,CiC | O/T,CiC
90497 GAAGGAT | GATAACC | 1%):49(C-100%,T-0%);50(C-100%,T-1%);51(A- | ;G:G;C; | ;C:G:G;
AAAGTTC | TAAACAA | 11%,G-96%,T-1%);57(A-1%,G-100%);58(C- T;C;G;C | C;T/C;C
TTGT AAGC 100%, T-1%);62(C-16%,T-97%);63(C-99%, T- TTG; | /TiGiC;
17%):64(A-12%,C-0%,G-97%);67(C-100%,T- | C;C;C; | T;T;G;T
0%);71(C-1%,T-100%);89(C-1%,T-100%):90(G- | G;C;C; | /C;C;C;
100%, T-0%);101(C-99%,T-17%);116(C- C;CCT | Gioc;
100%,T-0%); 117(C-98%,T-10%): 119(A-1%,G- | ;C A/CC;
100%);179(C-100%,T-0%);200(C-98%, T- C;T;C
10%):213(C-91%,A-26%,T-1%);218(C-100%,T-
0%);227(C-100%, T-1%);229(A-1%,T-
100%);239(C-98%,T-10%);
AMPLI16 | scaffoldl2 | CTTGTTT | TTTGAAG | 41(A-6%,G-99%):42(G-0%,T-100%);50(A- GT:G; | GTiG;
90499 GATGGTG | CATGGGT | 6%,G-99%);55(G-0%,A-100%);61(C-72%,T- ATT;C | A;C/TSC
ATGTGTC | TTGGCAC | 66%):63(C-71%,T-66%);71(A-72%,C- :G;T;G; | /T;A/C
ATGG 66%);83(A-0%,G-100%);103(G-0%,T- T;C;G; | GT;G;T
100%);104(C-0%,G-100%); 109(A-5%, T- G:GC; | :CGiG;
100%);121(C-100%,T-5%); 125(A-6%,G- GT:G; | G:CG;
99%);135(A-5%,G-100%); 137(C-5%,G- CT;T;,C | T/C;G/
100%); 140(A-5%,C-100%);145(G-100%,T- ACG; | ACIT;
0%);147(C-72%, T-66%); 148(A-72%,G- T;G:T;G | G/T;G/T
66%);149(C-66%, T-71%);156(G-71%,T- :C;T {C;A/C;
66%);157(G-72%,T-66%); 166(C-100%,T- T/C;G/C
5%);185(C-72%.A-66%);189(C-96%,T- .CIT;G;
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100%); 190(A-1%,G-0%,C-98%,T-1%);193(C-
99%,T-1%);196(G-1%,A-99%): 199(G-0%,A-
100%);205(C-2%,T-98%):213(C-100%, T-
0%);214(A-1%,G-99%):215(C-1%,T-
99%);216(A-1%,G-99%);217(C-0%,G-0%,A-
99%,T-0%):219(C-100%,T-0%);220(A-1%,G-
99%);221(C-29%, T-88%);222(G-1%,T-
99%);223(A-1%,G-0%,C-98%,T-0%);224(A-

11%);193(C-72%,G-66%);202(C-70%,T- T/C;G;C
69%);203(A-0%,G-100%);205(A-0%,C-70%,T- /T;T
69%);209(A-0%,G-100%);238(C-69%,T-
70%);241(C-0%,T-100%);
AMPLI16 | scaffoldd | CAACAAC | CACAATT | 35(A-0%,G-100%);43(C-99%,T-3%);46(C- G;C;- G;C;-
90503 TGACGTA [ GCATCCA | 0%,G-78%,T-0%);47(G-0%,A-77%);48(C-0%,A- | /G;- /G;A/-;
CGTCTCT CTCGTTT 100%);49(G-0%,A-100%);53(G-86%,C- INAA; | AA;G/
TG AGTA 77%);54(A-86%,T-77%);57(A-3%,G-27%,T- G/C;A/ C;A/T;
0%);58(G-77%,T-86%);61(G-100%,T-0%);66(A- | T;-;T/G; | G/-T/G;
50%,G-30%);68(A-3%,G-99%);70(A-3%,G- ;- G;G/-,G
99%);71(C-99%,T-9%);73(G-50%,A-30%);74(C- | /A;G;G; | ;G;C;-
1%,A-100%);78(C-0%,T-100%);79(G-86%,A- ;- IAAT,
77%);80(C-95%,T-27%);94(C-96%,T- IG;AT; | G/A;T/
50%);95(G-0%,A-100%);97(G-83%,A- G/A;C; C;CA;
78%);100(G-100%,T-4%);101(C-100%,T- T/C;A,; G/A;G;
4%);104(C-27%,T-95%);109(G-50%,A- G/A;G; C;T/C;A
96%);122(C-0%,T-99%);134(A-7%,T- C;T,G/ ;T T;G;
100%);135(A-0%,G-100%);138(C-90%,T-69%); | A;T;T;G | C/T
;T/C
AMPLI16 | scaffold7 | TAAAGAT | TCTTCAG | 43(A-6%,G-98%);57(A-97%,T-7%);66(G-0%,C- | G;A;T; G;A;C;
90508 GCAACGG | AAGTATC | 52%,T-55%);77(C-100%,T-1%);90(A-6%,C- C;G;T; C;G;T;
GAGAGCT | CTGAGCA | 0%,G-97%);105(C-0%,T-100%);114(A-100%,T- | A;G;G; | A;G:G;
AG ATGT 0%);122(C-0%,G-100%);154(A-1%,G- T,C,C;G | T;C/A;T
100%);176(G-6%,T-98%);178(A-8%,C- ;G A /C;G/A;
99%);188(C-74%,T-40%);206(G-74%,A- G;A
40%);225(A-0%,G-100%);234(G-0%,A-100%);
AMPLI16 | scaffold12 | GAGGAAG | AAACAGC | 37(A-90%,G-31%,T-0%);42(G-100%,T- A;G;C; A/G;G;
90509 TGGCATA | CGTCACA | 0%);46(G-1%,C-100%);48(C-100%,T-1%);49(A- | C;G;C; C;C;G;
CGAACAT | ATCATCA | 1%,G-100%);52(C-100%,T-0%);53(A-0%,G- G;C;G; C;G;C;
TAGG AG 100%);55(C-99%,T-4%);56(A-0%,G- G;A;C; G;G;A;
100%);58(G-100%,T-0%);64(G-0%,A- G;C;G; C;A/G;
100%);67(C-100%,T-0%);68(G-95%,A- AAG; C;G;A;
17%);69(C-100%,T-1%);70(A-0%,G- T,C,CA | A;G;C;
100%);73(G-1%,A-100%);74(G-2%,A- ;G;C;G; | G,CA;
98%);76(G-100%,T-0%);79(C-54%,T- C,T;C;C | G;C,G;
62%);81(G-2%,C-98%);82(G-0%,C-100%,T- ;CAG; | CGT,CC
0%);85(G-0%,A-100%);92(A-0%,G- T.G;G;T | ;C,G;G;
100%);93(C-100%,T-1%);94(A-0%,G- ;TT;G; | T/C,G;
100%);95(G-8%,C-99%,T-0%);102(G-2%,T- G;T;C;T | G,C/T;T
100%);110(C-100%,T-0%);115(C-99%,T- T,G;G; | ;T;G;G;
2%);120(C-100%,T-0%);130(A-60%,G- A;C;G; T,C,T;T
56%);131(A-1%,G-99%);132(C-48%,T- G;G;C; ;GG A,
72%);133(A-3%,G-100%);139(A-0%,G- C;AA; C;G;G;
100%);142(C-42%,T-75%);145(C-2%,T- T,C,G;T | G;C;C;
98%);147(G-1%,T-99%);151(A-1%,G- GAC | ALAT,
99%);157(A-1%,G-99%);160(G-0%,T- G, T;T;,C | C;G;T;
100%);163(C-100%,T-3%);171(C-1%,T- ;CCT, | GAC,
99%);174(A-2%,T-99%);175(A-0%,G- AAT, G;C/T;T
100%);176(A-1%,G-100%);178(G-1%,A- G,G ;C,C,C;
99%);181(C-99%,T-1%);183(A-1%,G- T;A;A;T
99%);184(A-4%,G-99%);188(A-0%,G- ;GG
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0%,C-99%);225(C-100%, T-0%):226(A-1%,G-
7%, T-98%):228(G-8%,A-99%);229(A-99%,T-
0%);232(A-1%,C-7%,T-98%);233(A-0%,G-
100%);238(A-6%,G-100%);

AMPLI16 | scaffoldl | GGGCAAC | GAGAAAT | 43(A-0%,C-79%,G-73%);44(C-0%,T- C/G;T; G/C;T;
90510 AGGGTTG | GTGGCGC | 100%);62(A-100%,T-0%);67(C-1%,A- A3A;G; A3AG;
ATGATTA | AATATTA | 99%);70(A-0%,G-100%);73(G-0%,A- A;T;T;C | A;T;T;C
GAAT GACA 100%);80(C-1%,T-100%);85(C-0%,T- ;T,G;G; | ;T,G;G;
100%);89(C-100%,T-0%);96(G-0%,T- A;G;G; A;G;G;
100%);109(A-1%,G-100%);112(A-1%,G- T;G;C;C | T;G;C;C
100%);122(G-0%,A-100%);124(A-1%,G- ;C/AT/- | A/CT/-
100%);125(A-1%,G-99%);127(A-1%,T- ;T;C;G; | ;C/T;C;
100%);131(A-1%,G-100%);133(C-100%,T- A;C;G/ G;A;C;
1%);141(A-3%,C-99%,T-4%);146(A-81%,C- T,C,C/T | T/G;,C;,T
67%,T-8%);149(A-3%,T-72%);152(C-21%,T- AA/G; | AG/A;
96%);155(A-3%,C-100%);158(C-1%,G-100%,T- | A;T;A;T | AT AT
0%);163(A-100%,T-8%);167(C-100%,T- AGA AGA
0%);169(G-81%,T-72%);170(G-0%,C-100%,T-
0%);172(C-43%,T-93%);173(C-0%,A-
100%);179(G-79%,A-73%);182(G-0%,A-
100%);186(C-1%,T-99%);187(A-100%,T-
1%);188(C-1%,T-100%);189(C-1%,A-
100%);194(G-1%,A-100%);
AMPLI16 | scaffold7 | GCCAATC | GCATCCA | 37(C-100%,T-0%);39(C-0%,T-100%);40(C- C,T;C,G | CGT,C,G
90513 TTTGTAA | GCGTCCT | 100%,T-0%);41(A-8%,G-99%);42(G-8%,A- AAT; | A/GA;
AAGTTGC | CAAAATA | 100%);44(G-8%,A-99%);46(A-0%,T- AAA; T;A/G;
ACAA TAC 100%);50(G-8%,A-100%);51(G-8%,A- G;C;T;C | G/A;G/
100%);52(G-8%,A-100%);53(G-66%,C- ;G;CC; | AG/C;
50%);62(C-68%,G-0%,T-46%);64(C-0%,T- G;G;T; T;T;C;G
100%);89(C-100%,T-1%);98(A-0%,G- G;A;T; ;C,CG;
100%);101(C-100%,T-3%);110(C-100%,T- A;AC; G;T;G;
1%);119(G-100%,T-0%);123(C-0%,G- T.T;A;C | A;T;C;
100%);126(G-0%,T-100%);127(G-100%,T- :G;C,G; | A, CTT
0%);137(C-2%,A-99%);140(C-3%,T- A;C;C; ACG;
100%);143(A-54%,C-54%);144(C-2%,A- G;A;G; C;G/A;
99%);146(C-100%,T-0%);147(G-2%,T- CA G/A;C;
99%);149(C-3%,T-100%);152(G-2%,A- C;G;A;
99%);155(A-2%,C-99%);156(G-99%,T- G;T/C;
2%);160(A-1%,C-99%,T-1%);161(A-9%,G- A/G
99%,T-2%);163(G-9%,A-100%);165(A-0%,G-
2%,C-99%);169(C-100%,T-0%);170(A-0%,G-
100%);176(G-0%,A-100%);182(G-99%,T-
8%);185(C-94%,T-20%);188(G-20%,A-94%);
AMPLI16 | scaffoldd | TGAAATG | GATTCGA | 45(A-0%,T-100%);49(G-0%,A-98%);55(A- T;- T;AA;
90514 TCCTGAC | GAAGACT | 100%,T-0%);56(C-91%,G-62%);57(A-94%,G- IAAG/ | CIG;A/
AATAGAT | GGGATGA | 19%);66(C-100%,T-0%);118(G-46%,T- C;A;C;- | G,Cs-
CGGT GGAT 20%);119(G-88%,T-64%);127(G-91%,A- /1G;T/G; | /T;T/G;
62%);129(C-0%,T-100%);134(A-0%,G- A/G;T; A/G;T;
100%);171(G-93%,A-19%);173(G-0%,A- G;G;A; G;A/G;
100%);181(A-93%,G-19%);197(G-100%,T- A;G;C A;G/A,
0%);206(C-93%,T-19%); G;C/T

5




NY/T XXXXX—202X

AMPLI16 | scaffoldd | GATTCTC | GAAAATT | 41(A-87%,T-65%);50(G-85%,A-67%);51(G- A/T,G/ | A/T;G/
90523 TCCCCTG | CCTTTGA | 0%,A-100%);56(G-87%,C-65%);98(A-85%,G- AACT | AAG/
TGACGAA | CATGCTT | 67%);102(A-0%,G-67%,T-85%);105(C-67%,T- G;A/G; | C,G/A;

TC GAGC 85%);110(A-85%,G-67%);115(C-85%,T- G/T;T/C | T/G;C/T
67%);137(G-91%,A-23%);143(G-85%,A- AIGT/ | S A/GST/

67%);149(C-87%,T-65%);166(C-3%,T- C;G;A/ | C,G/A;

99%);187(G-3%,T-99%);195(C-65%,T- G;T/C;T | G/A;C/

87%);196(A-85%,G-67%); ;T T/C, T, T;T;T

A/G /C;G/A

¥ 1: A% AMPL1690209 17+,

¥ 2: A% AMPL1690209 17+,

“40 (C-94%, T-6%) ;
A E GZFRCTERAS GCA_041682555.1 IS H RN Filgaaf BN 1) FAESMAESR, HAEE 40 Mg &
W, TR 94%M0 6% IS AT REUN 3194 TFIEEAIE S CRIT; RAIH HFI /N T T 5%IISM B R .
“CG” Fn&Etw Al “T011” R RFIFTRIIE 40 FAIEE 166 A 55048 F 1 m

SN CHI Gy MR “TO11” fE AR, FfE B 1E NS E 4 RN SEE.
3 SHRIE LAE 2, nTUSSHERREHY. SHATIRE-LHFIra il & .
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X
(FRHE)
R TR

an A S E 2 WL R AR .
B.1 #MmifEH

FAPDA$% 7R 55 F A IR i 5 0 RS i B B 22, 40 B3/ 855 7 LB 3 0 o ) B 22 35 5700
REEHETHEMA, BUEAMFER0.5-1gm R, RAELEH,
B.2 DNA i2HX

SR FE 2w AR R AR A B D 2 DN A SR BG4 B e B 2 4 2 DNA, BRI T

a)
b)
¢)
d)
e)
f)

g)
h)

)

)

E:

) 3G A AL B O E R I E AR SR 5, A 400 uL 28 LP1 #1 6 pL RNase
A(10 mg/mL), Jitim#E% 1 min, ZEHHE 10 min.

O 130 uL ZE303 LP2, 7843 E], WiEmdR% 1 min.

12,000 rpm 0> 5 min, ¥ EIEREHHEOE T

TN 1.5 AR il LP3 (i BTIE oA B R B AT K A8 SERIFE M RGIRET 15
s, UBLHT AT REZs HILZLRITTE

B b — 2B TSR ER T IO — N B A CB3 A (R B NI ), 12,000 rpm
B0 30s, fRIBEPRWE, WRBHAE CB3 N REEE F.

I BAE CB3 HiA 600 L Eyt PW  (FHETNSER A 25 SN TR ZEE) 5 12,000
rpm 0 30's, R, WA CB3 AIREE .

HEBRELED.

B PR CB3 R AE T 1, 12,000 rpm 250 2 min, IR W CB3 % IR E $sy
B, AV R R B A R B A (PR

PR FAE CB3 B N— AT RSO H, ] W B S %) (8356 B 53 n 50 L Pefi el TE,
FIRUE 2 min~5 min, 12,000 rpm &0 2 min, ERATRILE R B O F . FEICT-20°CUKAA
PLE7 DNA F&fi# .

DNA it FZr60aE I 5E 35 JZG01 F1 JZGO2 ft) DNA ¥ E 260 nm 5 280 nm Abf)
WG, 23N 1.96 A1 1.97. 7 260 nm 5 230 nm LAV ELAE 2510 1.84 1 1.76;
HY 4 uL DNA 7E 1% B e bEEER L ik, A DNA 4752 5%, 281K B.1 fs; Bl
uL DNA F Qubit % 't & &4 52 JZG01 A1 JZG02 ff) DNA K FE, 43734 27.6 ng/uL 1 20.8ng/uL

EA.1 JZG01 F1 JZG02 B DNA H K E

A AR AT AT aEbsE, BT E LR BRI HI29100 bp, 250 bp, 500 bp, 750 bp, 1,000
bp#12,000 bp-
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B.3
B. 3.

%E PCR ¥ 85 EHE
1 % EPCRI 1%
KRN T A 2 B 8GR ST 2 EPCRY M 5 U EM E, ZAFN G IULEL G 720 B rh A

A&, & H%80%EE, HAaulin ¥ hulin &g ft.

H1FIZG01'5)2G02/) 2 EPCRY 14 5 S FEM i SR iR 58 4 —FF, PR, BREFRIUEMT, F im0

JZGO1 {1 SESR AR AT WA

B. 3.

B. 3.

B. 3.

86

1) FECHIZE PCRYMIAR. £ PCREFIA 4 uL £ A1 FZ E PCR 5IMIRAY (54519
W02 uM) | 4 uL FEfh JZGO1 FIFEAIZH DNA. 10 pL GenoPlexs 3xT Master Mix il 12 uL
K, WRFHIRE .

2) ZEPCRY MMM, £&EPCRYMWFEF: 95°C, 3min; (95°C, 20s, 60°C, 4 min) x154
P 72°C, 4min. RMNZENR G, K152 H PCR Y IE~Y).

2 ZEPCRY =44k

3) [\ B.3.1 IR HIZ E PCR Y=Y RN 12 uL (B.3.1 13K H) 30 uL £ & PCR ¥ =K
0.4 f%44%1) GenoPrep DNA Clean Beads, E#% B )G, HIL#HE 5 min.

4) F PCREE THEIIEE LM REER, B 2 RETE.

5)  FARASE _EIETREHN 1.5 mL BB, B B EK

6) [l LiEW A 18 ul (B.3.1 F13R15 4 30 uL £ E PCR ¥ #7411 0.6 5 4AF7) ) GenoPrep DNA
Clean Beads, ZE% RS, FEILEFE S min.

7)  FAWLIZER AR, BB VEETE . FRRES N0 IRE BIEW, FRE, WREER.

8) JMA 40 pL GenoPlexs BW10 Buffer, &VFHiER, ZiRFHE 5 min. ML ZERIREEER, B2
WIS . R AR IO B3E, 3 B3, EiEk.

9) JIA 100 uL 80%Z.FE (BLECEHLA) , FRBMRAS /N0 2e 0k il 8 S B Xk -

10) FiRHE, HZELREHERTE, Bhidt, REALFZ HE PCRY ).

3 EEENFXENE

11) [a] B.3.2 F3R1S 21k ) 2 B PCR ¥ 34 =49, MMA: 10 uL GenoPlexs 3xT Master Mix~ 2 uL
W5 uM 1 P5 primer. 2 pL ¥#KEH 5uM 1] P7 barcode primer (5|96 & FF 5 2 TR0,
FEfh JZGO1 26 TEAS 7 51 9 GGTTGTCTAG) 116 L /K.

12) G BCHIEF B R BAR R R G R SRR 0, W R AR P T PCR XB: 95°C, 3 min;  (95°C,
15s; 58°C, 15s; 70°C, 30s) x8 ME¥H; 72°C, Smins

13) JRMNZEH G, BIFJEAT 30ul B 5 JZGO1 H i Bl S % .

4 SBEMNFCESN

14) 17 B.3.3 H3RA5H 8 i 7 SCEE RN 24 ul (B.3.3 HHERAEY 30 pl Rl &5 SO 0.8 544
1) GenoPrep DNA Clean Beads, /22, FIREHE 5 min.

15) PGS 2R iRk, B2 IEETE . /NI T, 7 03, MRk,

16) A 40 pL GenoPlexs BW07 Buffer, jmjig¥%].

17) HWRES 2R Bk, B IR WETE . FIREs N0 Rk L, 8 2 Ek .

18) JIA 100 pL 80% M CGWECHLAD , AR/ INO LR HiG. SENE, B2 OEER T,

19) JMA 35 pL 10 mM Tris-HCI (pH=8.0) , 7/ &iFHEk, EiRFHE 5 min. K OE B TH
b, WePREER, B LISWIERE S R 15 mL B0, SREAbEnEENF 0 E. 3k
PSR ali b e 8 B SO P B T S S B0 B E T-20°C FRAF

20) ROEEN T SCERRE . B 1 L A4k ) S S SR A Qubit % 8 B AURINERTS 1Z2Go1 Al
JZGO2 HIHFE 537 36.4 ng/uL A1 32.3ng/uL. HU 4 pL 240 i il S 7 SCPEAE 3% F0 B i b
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B E K . AR ) el B T SCEE SR T SRR AE 400 bp oA, JoRH W AR BE 2% A
SRR E (BIB2) , FES

pricpric
01 02

& B.2 #£5 JZG01 F#E5 1Z2G02 BY S8 250 F S K E]
G BAEDEKENEAT ARG T2, Kl NE Lo FEK/ANGH8100 bp, 250 bp, 500 bp, 750 bp,
1,000 bp#i12,000 bp.
21) FEEN T SCERSE . 4 BBEER 1ZG01 FIEES, 12ZG02 % 100 ng, EHiRAI L, R1G L
WLIRA PSP
B.4 SEENRF
B.4.1 _EHUEAMFXELM
K 08 T AR PR A e I A B3 H SRAS ) _E LR A SR AT AR
1) KA Qubit %N E BN E EALE ST SRR 35.8 ng/uL. ZAFSHEE CUERAE
91 pmol, ARG FTHAZITE 1 pmol EHLIRA T SCEX M A F . 1 pmol LALEA T 3L

ﬁ%ﬁimgﬂﬁ%ﬁﬁ%@xam%,ﬁ¢,mmiﬁ&&5§mmwﬁﬁ,ummim

VRN S JE N R A 264 ng, TR AR N 264/35.8 = 7.4 uL.
2) M 7.4uL EHURAWFSCEE, H TE Buffer #h78 2 & 4FH 48 uL 5 T PCR & 394X | 95°C7E M 3
min, A SCERNE=Y),
B.4.2 ICETM=BEIRL
P w1 AR P R AR B BB T SRR T Bk

3) FEVKERECH] 12.1 pL FREEE N, A 11.6 ul 19 Splint Buffer 1 0.5 uL ) DNA
Rapid Ligase.

4) ) PR REEE R BRI B4 RIS RISCEASYE Y)W 6 IR, FRIR 3s, BRI
ORI B IR G, 37°CHRR 30 min, R1FHRBEALTH.

B.4.3 EgYIEL
XM= EATBEY), AT LA AR
5) {EUK EBCH 4.0 L FIEGUIH A SO, Hr AL E 1.4 uL () Digestion Buffer A1 2.6 uL ) Digestion

Enzyme.

6) B UIWAL SN IR I B.4.2 G BB IME S, IAEE Y 6 I, BER 3's, BRSO
W SRR 2R, 37°CR M 30 min.

7y RMZEW)E, M 7.5 uL Digestion Stop Buffer, REREW 6 K, BHK 3 s, BEEFES O SONR
W R E, JAFEEVIHAL S B BB .

8) CRBEUIHAL 5 I B EEMAL M AL BT 1.5mL B0 .
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B. 4.

B. 4.

88

4 BEIMEFHIALL
XF RBEIME AT A4, PATEL T AP

9) #2730 min HUH DNA Clean Beads & T =i, FHATR T EH RS .

10) WZHY 170 uL DNA Clean Beads % B.4.3 3R1FFIES VI LG KB BEL = rh, RS IRAR FR 520K
2010 REFTEARY), Fea— RO L BT A AR SR FT N 1.5 mL & 0E .

11) =@ E 10 min.

12) BEEF G, K 1.5 mL B0 B TH04E, B E 2 min~S min EIRAETE, FHBRES/NOIREGE
E3 Lif.

13) f#FF 15 mL B0 E T2 E, Ii 500 pL Bt mlHii 80% £ BEEpe i Bk [ & BE, /N0
BIFFE L.

14) EEBTE (13) , REWTE NI,

15) fr¥F 1.5 mL B0 E THIZE E, 77 1.5 mL 088 &,
T,

16) ¥ 1.5 mL .08 ML 28 EEUR, I 22 pL TE Buffer 7547 DNA Pefii, RS E0AT
2/ 10 IREBFEERE] .

17) Zi& F### 10 min.

18) Wm0, ¥ 1.5 mL EPEE TR L, #E 2 min~5 min A ETE, K 20 uL _LiERE
BA2HN 1.5 mL EP &, RIGAMLIIR =Y. S =l fE-20°CORFE A — 1 H

19) FRALP=Hp)sAe . 4852 747 Qubit® ssDNA Assay Kit Il SEHLF 4 (5% DNA) K
FE4 2.5 ng/uL, %0~ A XEATHE ISP fmol YK FE R 18.9 fmol/pL.

20) FALPHIKE C (fmol/pL) = 22N _ 305928 _ 489 finl /L,
5 SEENRF
9 /AR S sVl D F=/p ik U111 Wil 7 N R b X m=ibih== o/ A 8

21) MR F A ) el B A7) & AR B DNB il 425 7. DNB R A BRI, TE 220k
A DNB & 128, B TUK&E 120 0.5 h, RS, EARRIRGSHREGIRS S s )5,
HEEOE TUKE L&

22) H0 0.2 mL PCR %', fEUK LACH| 40 uL WS MR AHIA R, HA s 2.1 pL B E ssDNA

(3l SCPE ssDNA = W‘;‘;ﬁf;; == 18:(;:5/1@ =21uL) . 17.9 uL ) TE ZZ3h¥F1 20 uL ff) DNB
1l % B R

23) B (22) HHASHIR G RIERIRG 2B GRS, B0 5s, BT PCRAUH 95°C, 1 min;
65°C, 1min. 40°C, 1 min#14°C, 10 min.

24) EUH DNB BEBHEAGW I (LOE TUKEL, HEELS5s, ETKEL&H (52% DNB %
AERAT L (LO)E TR, 1527 KE] R AlhEE B .

25) 4 (23) H PCR UL E] 4°CJ5HUH PCR A, B0 5s; fEUK EANA 40 uL DNB ARG 1
F1 4 uL DNB EEBHE G 1 (LC) , %R, &0 5s, SLRIET PCRAXH, fE 35°CHvas
24K 30°C, 25 min #1 4°C, 10 min; PCR AX[FI A 4°CJ5, SZRIHIA 20 pL DNB # b4z
W, FH R DS A8 KT IR S] 5~8 IR (WIZIFE G BRI ZIRET) , FRIGHI 4% 47 () DNA 4K ER

(DNB) .

26) DNBIKEME . M Qubit® ssDNA Assay Kit 7£ Qubit %4 & B AN _EAG I 2547 1) DNB 3K
JE°8 20.7 ng/ uL. #4545 1K DNB 7] & T 4°CLRAF 48 /N .

27) DNB Jin#. HUH DNB In#kgzafii 1 1 DNB JN#Zg iR 11 (an/k 3 DNB In#kgesfil 11 B
ghmh, IR S FFSRIZWRG L) 1~2 B B YR ERERE, MY BOFAERD
BTK&G ERlb)E, WEmED SsiRs, EEEOEE TikaE L&,

e

i S SEREEN 32 & 15 WP
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28) f£ 0.5 mL A7 FP L] DNB A & : 50 uL ) DNB BI# 2% 1. 50 uL ) DNB Hnak g2
W 11, 1uL ff) DNB %A 8R4 I (LC)M 100 L (REE KT 8 ng/ul) #4547 () DNA 44K ER
(DNB) 5 FHRE DR SKZRIBIRE] 5~8 Ik (WO RS SRIZIWRET) 5 4°CLRAF45F -

29) HER DRI, BRI, H IR KB IR 3~4 /NiE (BB R AT — R H B T 2°C~8°C
UKAEMRA) Ja, BT 2°C~8°CUKAH & s 1 AT ENEIVR SIS 3 Kk, SREH A & T 1E w0
Jis BiEAAGRIZIS) 10~20 K, BHZEBFIF AR IS 2, JGHZ TR 17
SR 18 Sk FTHRFIE AR, (8 To e 4R A K

30) $2AT 1 h BUH dNTPs {4 VR ANTPs VAR 11, =EiAC/E B K L 4°C& ;s InEERT &
AR a B 5 s IRE), MEEEO (BOREEAITD JEMEH; #HMEE DNA B4
BRI G, BT UK BB 4°C&H, IFERT R RS 4~6 K.

31) AHHTEEH) 1 mL SRR R 1 S 2 S LA G B R B — N B Y 2em HIINEE
fUALs 75 1 SFLAZH A 0.96 mL ANTPs VA VRIIAT 0.96 mL DNA KA HE G 78 2 5 FLAL
M 2.04 mL dNTPs JEE 111 1.02 mL DNA B4 BHRA W 4N E 1% B3 0B 1
SR SIREALEE (DI LA RO B, BRI FE R .

32) MF GRS AP CE A S b, XCFRAEPM, 0 88 58 10~20 &k, PR EHRE S 10~20
U AR LA R PR v AL BE W, B AR ZRARE S 1 S AL R L N R S —8, B
PRUERFI 73R T

33) fi A LB 15 5 FLAYE I A 200 L B 28 #2 HX 200 L MDA 585 B R &N\ £ MDA
AT S BURIRST 4~6 K, HHFEMRE], PRI 15 549, IAR#hfR
BRI, A MR 5 Bl 7R A _EATLRT & TR

34) EALIF . M-20°CUKAR U S 38R &, K8 N EH, IRF B34S, T8
fE0T, —FRAAEKEE M, 55— T4 P AWM, RFESRBUE, KK WF
& L ARV A RE KLY R aRmA T d i, FEHE
BRI RERD , % TR, B EmE s, WAL EE LM, —LEAE
HM, PR EFEA, WFEMEE A W B LA N AR E, R SRS
ENAENG &, HE T IUAE L AL RN 32T, ME A&, SR AT DA [E R B
KR,

35) FTHFRAFIAEAR T, $a MRS SR AR FE R 7 ), FEHER G i PR A R R R e, B3
HER AR AN PR e AN s TRONZE N DNB A7, RPAAREAR .

36) TERUMEAE A b W7, BN SEOE U, N DNB g5, EBRNT TR
“FCL PE1507, mith “F—27, Bt EAE “AANE ID” CARRE, FTHRAAfese], (#
FA SRS AR T 7 AR i S R AR S B, SRHAAIeRe [T s “8 )y ID”
JE T FSCAKE, FTHF AT, AfEAF LR SRR E R S0UE BN TLiRE,
s CHFR7s FRPSERE, s SRR, I T AR D B A AL .

B.5 MFHIEIRSY
o B CRR A R 2R TR RS B A, 3 3R B A 4 BRE A Z2G220608001 FTEE i
JZ2G221224005.

TSR SR B PP A=, DRIk, A AR (R B AN P B A0 38 T ) 0 S el 5 77 41 e,
FE il JZG220608001 1) 1E [0) A1 2 18] Wl F7 7 81 A7 T80 SC A 1) 44 B 23 3 D 12G220608001_1.1q.gz Al
JZG220608001 2.fq.gz; Ff fih JZG221224005 f 1E [ A1 [7) W F# 5 1 A7 80 SC 4 19 4 Bk & il
J7G221224005_1.fq.gzM1IZG221224005 2.fq.gz-

B.6 MIFHEELRS
Gkt 455 2% 3 K 4 Genbank & 3k 5 5 GCA_041682555.1, r#44Dan3.fha.

B L A ABowtie2 (AT 2.1.0, F#bE:  https://bowtie-bio.sourceforge.net) , 75E1Z%EK
R R 5] i) AR EHtbowtie2-build A1 41 EL ST i Ebowtie2 .
5
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ELinux & [N L R 67447 bowtie2-build Dan3.fna Dan3.fha, W44 mESEERA LT .

FELinux & 94 A BLF v 247 : bowtie2 —q —p 2 —x Dan3.fna.fna -1 J2G220608001 1.fq.gz -2
JZG220608001_2.fq.gz —S JZG220608001.sam, ¥ 51IZG22060800 1 (113 7 £ 4 Lt 21 4 14 25 £ ]
Wl K, 4 “-q” RN 2lastqhé s S8 “p 27 RRKHANRIEMILRT: S8 “~x
Dan3.fna.fna” $55E tbXISHIERAF5]; S5 “-1 12G220608001 1.fq.gz -2 J2G220608001 2.fq.gz”
& %€ A i JZ2G220608001 (1) Wl /77 45 W S fF s S 40 “ S JZG220608001.sam 7 # Lb X} 4 R fi N\ E
JZG220608001.sam X /FH .

FLxt &5 R FHISAM (The Sequence Alignment / Map format, J74I XA #6207, SAMICAF:
% A PELN 1 B Whttp://samtools.github.io/hts-specs/SAMv1.pdf.

YT, KRR TIZG221224005 F030 2 B0 EL X ) 44 4 5 FE R 4H .
B.7 MFHIERELH

A R B RIS R KA AL E SERC A iAES B RN A LA E E A, WA %5 A
BE T azbmic i sl

SN PRICAL S A BREIBE , VENIZERCAL S S5 B, #£5MJZG220608001 1
FAANPRICAL ST T 5 EUNTIRS

1% LR 77k, 3R151Z2G220608001 BT A bric Az & sa 54,  1HHIZ2G220608001 Fr1c A 4 i~ 15 78
FEAEBC = (T91+ 2RO 7B 35 A5 B+ + 55350 R0 15 1 78 56 155 80)/350=3783.61% .

HFCi1>5001%, HEFEFIZGO IR ICAL 5 )T 14 78 o6 5 BB+

FEABRICAL SFTE FE R Fr B R TR — NS L DAY, GE AR i A a5 R AR 25457 35 R 284 fg )
R B . B, FRB.1CAFEMIZG2206080017E A 1H ) 55 2 MNPFRRICAL 4 F BT 25 45 3[R 7Y
F 3 e SL e e BEECH &

FBA S TANEE A L BRI B 0 7 A B (R 9473746> 20%%,  HI5E RERIZG220608001 1% bric for
TR HARIOAE . AR UKCH]E BE SR ZG220608001 ) B A ARiC AL s 75 A AR IC AL M.

811 B i J2G220608001 F BIT A 5 H AR e A7 05 B E N 3504, TFERS AR id AL SR LI R, =
350/350=100%

H TR >95%, HIERERIZG220608001 FIAS: H AR iC A7 55 ) EAg A 4% o

FH T FF 5 JZG220608001 F bR 18 A7 A5 B~ 34 78 5 35 BRI G H A i A7 s B LR 4B 320 & %, ) 5 B b
JZG220608001 Fr)l - H5 48 it & A% o

Y ERET I, FIERE T IZG221224005 (30 Fr B it B A i o
#<B. 1 #fhJZ6220608001 H FE 2/ MNPHRIE AL UM P B e it 45 5%

90
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FPs | A B H S R Y

CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCAC
. GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTACTCGTCGATGTG,
4737 |GGTTCCAGCGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGA
AACAAGGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCAC
5 GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTAATCGTTGATGTG
3268 GGTTCCAACGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGA
AACAAAGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCAC
3 GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTACTCGTCGATGTG,
12 GGTTCCAGCGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGA
AACAAAGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCAC
GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTAATCGTTGATGTG
GGTTCCAACGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGA
AACAAGGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCAC
s GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTACTCGTCGATGTG,
4 GGTTCCAGCGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGGGA
AACAAGGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGATGGTTCGAGCAC
6 GGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTAATCGTTGATGTG
3 GGTTCCAACGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGA
AACAAAGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGAGATCGGTGGTGGTTCGAGCA
CGGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTACTCGTCGATG
TGGGTTCCAGCGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCG
AGAAACAAGGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT

E: D SNSRI FHI NS, A S R R 5 2 AR F P 5 RGBT SRR -
B.8 #RiCfimsral

P RE S IZG220608001 52N bR ic A7 55 1 25 A6 35 R RS (gl e i B8 B d s M HES), e as ik B.1
s P A BB H 2 AL FE R A, BIRB.A 5 N ZEAL LRI B RR O - 2 FE R Y, HoAih 25
o FE RV FR R IR EE v JE R

THERB A5 N2 M RS AL 3E TR B ) 2 BEBCE 5 32 284 35 RV AL e B B3 H O B
3268/4737 = 0.69. HTIZHLEKT0.2, AKATHEH LR E M A 48 I DR A, DRI PR B iZ kS A
FERH,

RSB 1 HAt A 5 AR e BOB H 5 2S5 008 R R e v BB H B BB . 3R
RN TAET0.2, PR IS & FF I ek S (o B A A

T SR AR BT R B B IR ZE A7 FE TR 2H B FE 51 TZG220608001 2524 b ic A7 5 R FE R B, 18K
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCACGGTC
GGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTACTCGTCGATGTGGGTTCCAG
CGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGAAACAAGGTGGAA
ATAACGGAAGCTTTAGCGAATTTCATCAT/CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGAT
CTGGGATCGGTGGTGGTTCGAGCACGGTCGGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCA
TCTCCTGTAATCGTTIGATGTGGGTTCCAACGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACA
GTGGTGAAGGCGAGAAACAAAGTGGAAATAACGGAAGCTTTAGCGAATTTCATCAT.

A 7k, FRAE5FEIZG220608001 FIFE §1TZG221224005 ) BT bric Az s i JE R AL
B.9 ItEIRMEHEUE

FEih J2G221224005 55 2 AMbnicr s JE R Ay .
CAGCTGTATTCCGAATGCCATGGGCGGTAAAGGATCTGGGATCGGTGGTGGTTCGAGCACGGTC
5

7 2
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GGGTCGTAGGCTGCTGCGCCGGTGTAATCCGCTGCATCTCCTGTAATCGTIGATGTGGGTTCCAA
CGCTTGCTGGGCGTATGTCGTGATTTCTCCATGAACAGTGGTGAAGGCGAGAAACAAAGTGGAA
ATAACGGAAGCTTTAGCGAATTTCATCAT, H|EH 5 J2G220608001 55 2 AMpric A7 i 1 3 A
ANF] CZ S Ik AR R K (03 5t )

UK TE B 5 1ZG220608001 5 FF i1 12ZG221224005 1 Ny = 349/ L IS A7 s, BEANSE RIS
PSRRI R EEZR .. GitFEmIZG220608001 58 5112G221224005 1 46 H R 4H 55 PR AU o AT f] 25
SERRRCAL S I Hny = 2671, % AL EONS2A

ﬁﬁﬁ%Mmmwmuﬂﬂanmm%%ﬁ%ﬁﬁﬁm:%xmm:gxmw;

ij
76.5%.

B.10 ZREIA

0 5 S R it Ed34 ER | R
Fs o o g
FE g E4 s FESh G P2 s frA% | hras (GS)

1 17G220608001 T022 17G221224005 1012 349 82 76.5% ASTE] A

92



