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Bobadilla (2002)

Tyzzer (1910)

Tyzzer (1912)
Alvarez-Pellitercet al. (2004)
Levine (1980)
Brownsteinet al.,(1977)
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Reference Location  No.of No. of Significant risk factors Odds ratios
cases controls (95% CI)
Robertsoret al., Melbourne 201 795 Eating uncooked carrots 0.6 (0.4-0.9)
2002 Swimming in public pool 2.7 (1.9-3.8)
Children<6 at home with diarrhoea 7.4 (4.0-13.8)
Persons>5 at home with diarrhoea 1.8 (1.1-2.9)
Animal contact in home 0.6 (0.4-0.8)
Calf contact away from home 2.9 (1.5-5.7)
Drink unboiled water from river, lake 1.5 (0.8-2.7)
or dam
Robertsoret al., Adelaide 134 536 Eating uncooked carrots 0.6 (0.4-0.9)
2002 Swimming in public pool 1.2 (0.8-1.9)
Children<6 at home with diarrhoea 8.6 (4.8-15.6)
Persons>5 at home with diarrhoea 3.7 (2.2-6.2)
Animal contact in home 0.6 (0.4-0.9)
Calf contact away from home 5.1 (1.5-17.3)
Drink unboiled water from river, lake 3.1 (1.5-6.5)
or dam
Royet al.,2004 USA 282 490 Contact with persons (>2to 11 yr 3.0 (1.5-6.2)
old) with diarrhoea
Contact with calves or cows 3.5(1.8-6.8)
International travel 7.7 (2.7-22.0)
Freshwater swimming 1.9 (1.0-3.5)
Eating raw vegetables 0.5 (0.3-0.7)
Chronic medical condition 2.2 (1.2-4.0)
Hunteret al.,2004 b  Walesand 427 427 Travel outside of UK 5.7 (2.9-11.2)
England Case contact 4.6 (2.4-8.7)
Touch cattle 3.9 (1.4-10.0)
Toileting child<5 years 1.9 (1.1-3.2)
No. of glasses unboiled water 1.1 (1.0-1.3)
Eat ice cream 0.5 (0.3-0.7)
Eat raw vegetables 0.5 (0.3-0.8)
Eat tomatoes 0.6 (0.4-1.0)
Gohet al, 2004 Cumbiria, 152 466 Drinking cold unboiled tap water 1.4 (1.14-1.71)
England Visiting farms 2.02 (1.04-3.9)
Pintaret al.,2009 Ontario, 36 803 Swimming in a lake or a river 2.9 (1.2-7.4)
Canada Drinking municipal water 2.4 (1.04-5.7)
Having a family member with 2.9 (1.3-6.4)
diarrhoeal illness
Valderrameet al., Colorado, 47 92 Swallowing untreated water from 8.0 (1.3-48.1)
2009 USA lake, river or stream
Exposure to recreational water 4.6 (1.4-14.6)
Contact with child or diapers 3.8 (1.5-9.6)
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(a) The genome C. hominis C. parvum

Size (Mb) 9.16 9.11
No. of physical gaps 246 5
No. of contigs 1413* n.a.
(G+C) content (%) 317 30.3
Coding regionst
Coding size (Mb) 6.29 6.80
Percentage coding 69 74
(G + C) content (%) 32.3 319
No. of genes 3,994 3,952
Mean gene length (bp) 1,576 1,720
Gene density (bp per gene) 2,293 2,305
Genes with introns (%)% 5-20% 5%
Hits nr§ 2,331 2,483
Percentage hits nr§ 58 63
Intergenic regions
Non-coding size (Mb) 2.87 2.32
Percentage not coding 31 25
(G+C) content (%) 30.3 25.6
No. of intergenic regions 4,003 3,960
Mean length (op) 716 585
RNAs
No. of tRNA genes 45 45
No. of 5S rRNA genes 6 8
No. of 5.85,185 and 285 5 5

(b) The proteome

Total predicted proteins 3,994 3,952
Hypothetical proteins 2,779 2,567
Gene ontology
Biological process 1,239 n.d.
Cellular component 1,265 n.d.
Molecular function 1,235 n.d.
Structural features
Transmembrane domain 786 n.d.
Signal peptide - 421 n.d.
Signal anchor 221 n.d.
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C. andersoni C. felis Cervine genotype C. meleagridis C. baileyi

Cgd2_80 E
Cgd2_ 2430 E

Cgd6_200 E
Cgd6_5020 E E
Cgd8_2370 E
Chro.20156
Chro.50317
Chro.50330
Chro.30149 E
Chro.50457
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C. hominis  C. parvum Anthroponotic Rabbit C. meleagridis

C. parvum genotype
C. hominis 0
C. parvum 77 (1.72%) 0
AnthroponoticC. parvum 78 (1.75%) 5 (0.12%) 0
Rabbit genotype 12 (0.27%) 75 (1.68%) 76 (1.70%) 0

C. meleagridis

157 (5.50%) 144 (5.05%) 144 (5.05%) 155 (5.50%)
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MW 1l 2 3 4 56 7 8 910

illustra
GenomiPhi kit 1500 bp

500 bp

Mw 1 2 3 4 56 7 8 910

REPLI-g kit 1500 bp

500 bp

MW 12 3 456 7 8 910

GenomePlex kit 1500 bp
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For each kit, yield was determined by calculatihg amount of DNA in the final
reaction volume (10l for illustra GenomiPhi kit, 201 for REPLI-g kit and 75 | for
GenomePlex kit). Yield range was calculated basethe highest and lowest sample
concentrations. The level of amplification was deiieed as a ratio of concentrations
between template and WGA DNA for each sample. mcal yield of illustra
GenomiPhi kit was in the 0.7-79 range, corresponding to 6-60 fold-amplification
(Table 4.2). The highest yield was 18 achieved from lowa DNA, giving over 180
fold-amplification. The typical yield of GenomePIl&it was 4.5- 46 g range and the
level of amplification was in the 10-70-fold. FévetREPLI-g kit, the yield was in the
0.6-2 g range, corresponding to 50-160 fold amplification
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>|r ref |¥M 626615.1] E Cryptosporidiun pervun Iowa II signal peptide, repeats, gene
anchored to telomere (cgd2_4380) partial mRNA
Length=1434

GENE ID: 3373705 cgd2 4380 | signal peptide, repeats, gene anchored to telamere
[Cryptosporidium parvum Iowa II] (10 or fewer PubMed links)

Sort aligmments for this subject seguence by:
E walue Score Percent identity
Query start position Subject start position

Score = 1205 bits (€52), Expect = 0.0
Tdentities = 652/652 {100%), Gaps = 0/652 (0%)
Strand=Flus/Plus

Query 1 AGGGETGEACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCARACCATTATTIGAGTIGT 60
Ny
Sbjet 244 AGGGGTGGACCTAGRTGCTCARGRGCCCCGCATCCTAGACTCCRARCCATTATTGAGTGT 303

Query 61  TCAGARACAGRATTCARCTGATGGAGGTAGCAATACTGCARGTCRACCARATGGCAGATIT 120
II\IIII\\III\\III\\IIII\IIII\IIIIHIII\\IIIHIIII\IIIIHIII\
Sbjet 304 TCAGRRACRAGRTTCRRCTGRATGGRGGTAL (GTCRRCCRRATGGCRAGRT 363

Query 121 TTARATCCAGGATATGGTTCACGACCAGETTCAACACGTGGTCCRACTTTAGGGCTATIT 180
II\IIII\\III\\III\\IIII\IIII\IIIIHIII\\IIIHIIII\IIIIHIII\
Sbjet 364 TIARRTCCAGGATATGGTTCACGRCCAGGTTCRACACGTGGTCCARCTITAGGGCTAT 423

Query 181 ACTAGATCACGICCAGTTTITCCRACTCGTAGACCATATTCAGGRATTTTGCTTACCTICT 240
II\IIII\\III\\III\\IIII\IIII\IIIIHIII\\IIIHIIII\IIIIHIII\
Sbjet 424 ACTAGATCACGTCCAGTTTITCCRACTCGTAGACCATATTCAGGRRTTITITGCIT 483

Query 241 AGTGGTTCGARGTCCTCTGCTCTITTCAAGCAGATTTGGACARRAGCCATCAAGTTCICAT 300
II\IIII\\III\\III\\IIII\IIII\IIIIHIII\\IIIHIIII\IIIIHIII\
Sbjet 484 AGTGGTTCGRAGTCCICT CITTCRAGCRAGATTTGGACARARGCCATCRRGTTCTCAT 543

Query 301 TCTACRAGTACAGGAACTCGTGCTCTACARAGCGGTGTAGGAAGCAGATTITITGAGICCE 360
II\IIII\\III\\III\\IIII\IIII\IIIIHIII\\IIIHIIII\IIIIHIII\
Sbjet 544 TCTACRAGTACAGGRACTCGTGCTICTACRARGCGGTGTAGGRAGCRAGATTTTIGAGTICCRE 603

Query 361 GGATATGGITCARGACCAGGITCRRCACGIGGTCCARCTITAGGGCTATITACTAGRTICE 420
FELLEEEEEEET e b e e b e e i bbb e bbb e el
Sbijct 604 GGATATGGTTCARGACCAGETTCRACACGTGGTCCARCTITAGGGCTATTITACTAGRATCE 663

Query 421 CGTCCAGTITTTCCAACTCGTAGACCATATTCAGGARGTTITGTITACTICTAGCAGTITIT 480
LR e e e e e e e
Sbjct 664 CGTCCAGTTTITCCRACTCGTAGACCATATTCAGGARGTTTGTITACTICTAGCAGTITIT 723

Query 481 AGATCTTCIARTGCITCAGACGGATCAGEAGATTCGTCATATAGTICTCGTITTACAGGT 540
Ny
Sbjet 724 AGATCTTCTARTGCTTCAGRACGGATCAGGAGATTCGTICATATAGTTICTCGTTITACAGGT 783

Query 541 ACAGGAACTCGIGGITCACAAGGCGGTGTAGGAAGCAGATTITIIGAGTCCAGGATACGET 600
PERLEEREEEE e bbb e bbb i bbb el
Sbjct 784 ACAGGAACTICGIGGITCACARGGCGGIGIAGGAAGCAGATTITIIGAGTCCAGGATACGGT 843

Query 601 TIACARCCAGGTICAGCACGCGGTCCARCTITGGGECTATTTACTAGRTCAC 652
[N NN nnay,
Sbjct 844 TTACRACCAGGITCAGCACGCGGTICCAACTITGGGGCTATTTACTAGATCAC 835

>~.ref XM 626615.1 E Cryptosporidium parvum Iowa II signal peptide, repeats, gene

anchored to telomere (cgd2_4380) partial mRNA
Length=1434

GENE ID: 3373705 cgd2_ 4380 | signal peptide, repeats, gene anchored to telomere
[Cryptosporidium parvum Iowa II] (10 or fewer PubMed links)

Sort alignments for this subject sequence by:
E walue Score Percent identity
Query start position Subject start position

Score = 355 bita (192), Expect
Identities = 194/195 (99%), Gaps
Strand=Flus/Flus

4e-95
0/195 (0%)

Query 1 AGGGGTGGACCTAGATGCTCAAGRGCCCCGCATCCTAGACTCCARACCATTATTGAGTGT 60
NNy
Sbjct 244 AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCARACCATTATTGAGTGT 303

Query &1 TCAGARACAGRTTCARCTGATGGAGGTAGCAATACTGCAAGTCRAACCARATGGCAGATIT 120
e s MAAMAMHSSB ML
Query 121 TTAARTCCAGGATATGGTTCACGACCAGGTTICRACACGTGGTICCRACTITAGGGCTATTT 180
e so UMMM I VRMIGIII, o
Query 181 ACTAGATCACGCCCA 195

TEETEETETT
Sbjct 424 ACTAGATCACGICCR 432
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1 | ATGGGTAATA GTTTALATGT TYITTTTGCT ATTTTTCTAG TTGTTTTTCT TAATTTTTTG GGGTTACALA CTTTTTTTAL TACCAGAAAT GTTGARAGCH
101  ATTTATTTTT AATTTTAAAT TCTTATCCAT CATTCATTARL GCTTGGAGGA ATAAATGGTA GAGRAGGGAG TTCTAGTGGL TTTTCGTCTG GAGGTAGACH
201 TGGTTCATTG CAAGGAGGAT CATTAAGAGL TAGTGCGCGT TC'U\( GGGTE GACCTAGATS CTC UIGAGCC CCOGCATCCTA GACTCCALAC CATTATTGAG
301 TGETTCAGAAL CAGATTCAAC TGATGGALGGT AGCAATACTG CAAGTCAACC AAMATGGCAGA TTTTTARLTC CAGGATATGG TTCACGACCA GGTTCALACAC
401  GTGGTCCAAC TTTAGGGCIA TTTACTAGAT CACGTCCAGT TTTT:ICAJ‘ACT CGTAGACCAT ATTCAGGAAT TTTGCTTACC TCTAGTSGTT CGAAGTCCTC
501 TGCTCTTTCA AGCAGATTTG GACRARAGCC ATCAAGTTCT CATTCTACLA GTACAGGAAC TCGTGCTCTA CAAAGCGGTG TAGGARGCAG ATTTTTGAGT

CCAGGATATG GTTCAAGACC AGGTTCAACL CGTSGTCCAL CTTTAGGGCY ATTTACTAGA TCACGTCCAG TTTYTCCAAC TCGTAGACCA TATTCLGGLAL
701 GTTTGTTTAC TTCTAGCAGT TTTAGATCTT CTARATGCTTC AGACGGATCA GGAGATTCGT CATATAGTTC TCGTTTTACA GGTACAGGAL CTCGTGGTTC
801 ACRAGGCGGT GTAGGAAGCHL GATTTTTGAG TCCAGGATAC GGTTTACRAC CAGGTTCAGC ACGCGGTCCAL ACTTTGGGGq TATTTAC TAG ATCACGCCCR I
Q01 |CCTCTTC’ hL CTCGTAAACC ATATTCAGGA AGTTTGCTTA CTTCTAGCAG ATTGAGTTCT TCTAATGCTT CAGGTGGATT AGGACAATCG TCATCTAGTT
1001  CTCGTTTTAC ALGTACAGGA CCTCAAGGAC CATATGGAAC TTCAGGASTT GGTACACCGT TGGGCCACTC TGTTTCACCT GAAGGAALAC CACAAGGTTT
1101 ACTAGCTAGA GGATATATAA CATCAAATTG TCCACGTGGT ATTCCAGSTG AGCATCGAGT AGATGTTACT AGTAACGGTT CTTTGATATG CTGTTATTGT
1201 TATAATAGAT GTGATCATGA AGGTTTTAAG CCACCAAGAC GRACAACAAC AACRACAACL CAATCACCAC CATATTCTTC TAGGGGGTAC CTGRCATTAG
1301  ATTGTCCACT TGGTACCCCAL GGTGECATC GCTTAGATGT TGATAATTCT GGUGTCTTAT TTTGCGCTAC TTGTGGTARLC AGGTTTAGTC ATCAAGGGTG
1401 CCCACCACCG AAAMTACCGT TATGCCGAAL ATAR

h
5 )HD=B*H  H=4

100 bp

«—  — «— <

Cops-1 gene

PCR products

Primer combination C. parvum C. hominis

Cgd2_4380 F/R 650 bp 200 bp
450 bp
200 bp

Cgd2_4380 FF/FR 1434 bp No

Cgd2_4380 2F/2R 650 bp 450 bp
450 bp 200 bp
200 bp

Cgd2_4380 FF/2R 900 bp 650 bp
650 bp 450 bp
450 bp

Cgd2_4380 FF/flanking_3R 1500 bp 1300 bp

. >D6 -
55 + 6
5 + 16
6 054 -

Cpd2_43B0_FE
Cpdi_d3E0_Fe
Cod2 43R0F
ced2_4380R

0o

Czd2_4380_ZF
Cpd2_d4380_3R
Ced2_4E80_flanking_38 - 158 -
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Cplopa-1
ChCopa-1

Cplops-1
ChCopa-1

Cplopa-1
Chlops-1

CpCopa-1
Chiopa-1

CpCopa-1
Choops-1

Cplopsa-1
Chiopa-1

Cplopa-1
Choopa-1

Cplopa-1
Choopa-1

Cpcope-1
ChCopa-1

, >C60

A*?

(1)
{1}

(61}
(61}

{121}
(1213

{178}
{191}

(238)
(241}

[258)
{291}

(358)
[2a8)

(418}
[359)

(478}
(41%)

V]
1 l &0

MENSLEVFFAL FLAWFLNFLGLOTF FNTRNVESNLFLI LNSYPEFIKLGG INGREGES SG
HGHSLIVFFYIFLVYFLHPLGFOTFFNTGHVESHLFFL LNEYPEFI KLGGIKGREGSSHNG

61 120
FEEGGRHGELOGGSL SRGGPRCSRAPH IIECSETD HGR
FPESOOESSFOGREL smsncsmmﬁrmcsma PTCR
121 180
FLEPGYGESRPG- - - SERGPTLGLFTRERFVFPTRRPYSGILLTSSGSKE SRFGOKE
FEHPGCOLOPGPR GPTLELFTRERPTI PTREPYSCILLTSCELRSSRLSSRLOKAS
181 240
f=t= FLEPOYOSRPGSTRGPTLOLFTRERFVFRFTRRFYSOSLFT
SESHSTSV FLEPGYGSRPGSARGPTLGLFTRESPTLPTRRPYSGSLLT
241 300

EESFRESHASDGSCDESYSSRFTGTCTRGSQGGVESRF LEPETGLOPGSARGPTLGLFTR
SE5LESSNASGULAOSSYSERFTSTOTOO DY GTSONRFES - - - = === s == s o m e

301 360
SRPPLETREPYSCSLLTESRLESSHASCololS 88 SRPTS TCROGPYCTEGVETELANS
----------------------------- BGRREES - - « = =« = = = = « = VTEGAGTAS GOS
361 420
VEPEGKPCGLLAR SHCPRGE HGS CYNRCDHEGFEPPRETTT
VESERIEQG SHCPRGT DOEHEY NGSLEK CYCYIRCDHEGEKPERRTTT
421 480
TTTOS PEY SSREY LTLOCPLET POEHRLEVDNS VL FCATCOHEPSHOGC PPEKI PLORE
TTTOSPPYSSREYLTLDCPLOTPCEHRLIVTSDGVLFCA SHOGCPPPEIPECRK
481

“‘I"_

55 + 55 +/

7 Myristoylation motif “MGNSLNV”
gEg Signal peptide (1-24)
ff: Transmembrane domain (5-27)

—» Cleavage site (24)
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Calculated codon frequency
(codon usage bio tool)

Percent codon used by
(Fayer, 1997)

Amino acid Codon Number (%) within C. parvum E. coli
Cgd2 4380 gene sequence codon usage codon usage
Phe TTT 25 (5.3%) 63 50
Gly GGA 29 (6%) 37 9
Gly GGT 30 (6.3%) 50 37
Leu TTG 11 (2.3%) 23 12
Leu TTA 16 (3.4%) 35 10
Asn AAT 16 (3.4%) 68 40
Pro CCA 33 (7%) 62 19
GIn CAA 13 (2.8%) 80 30
Arg AGA 22 (4.7%) 70 4
Arg CGT 13 (2.8%) 17 43
Ser AGT 19 (4%) 17 13
Ser TCA 30 (6.3%) 33 11
Ser TCT 21 (4.4%) 34 18
Thr ACA 18 (3.8%) 42 12
Thr ACT 19 (4%) 47 19
Val GTT 10 (2%) 54 28
Tyr TAT 12 (2.6%) 73 53
/| >+65 N )? 5 )HD=B*
/
DAB # % /
, #t @@A% |/
)*?

- 167 -



, >B6
5 0 40

50 kD¢

37 kDa

25 kD¢

o/7

N

+C6

IPTG inductiot

1h 2h  3h 4h
2 o
[ 17

5h

-
e

5a Bt B i 0 20

- 168 -

>*

b
.

8)+

07



>
1 4 K) 8)+5 0
40 #, >@% : 1 $
5D= 1
#, >Q@%
# 1 1
%
+
/
2+0+(: *&* (
5 +
)C=
, > +* I !
'8 "(
, ot
7 7
/ /| +
I ) +=l@** '8 "(
#E-D>*]*>% ( += 1
) 78" 7
E 1
( (
)@ |/
8" I @+
.

- 169 -



A b~ O

> @65

K)
K)

75 kD¢

50 kD¢

5D=
1

%

>

RE_

8)+

-170 -

#8)+5 0 40
5 0 40
5D=



>gi| 66358674 | ref| £P_626615.1| signal peptide, repeats,
MGNSLNVFFAIFLVVFLNFLGLOTFFNTRNVESNLFLILNSYPSF IELGGINGREGE 33 GF 33 GGRAGSL
QGGELRIE ARSRGGPRCIRAPHPFRLOTIIECSETD S TD GGENTASQPNGRF LNP GYGIRPGSTRGP TLGL
FTRSRPVFPTRRPYSGILLTSSGEESSALSSRFGORPS35HS TS TGTRALQSGVGSRFLIPGYGSRPGST
RGPTLGLF TRSRPVF SENASDGEGDISYIERF TGTGTRGEQGGVGERFLEPGY
GLOPGSARGP TLGLF LTSSRLISSNASGGLGOSSS L)
GTPLGHSUSPEGKPQGLLAPGYITSNCPRGIPGEHRVDVTSNGSLICCYCW%TT
QEPPYISRGYLTLDCPLGTPGEHRLDVDNSGVLFCATCGHRFSHOGCPPPEKIPLCRE Tyle_l

Tyle-2

gene anchored to telomere [Cryptosporidium parvum Iowa IT]
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C. hominis C. parvum
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DAPI
9E1
DIC
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Mean number of parasites per field

140
120
100
80
60
40
20

No antibody

Mouse IgG 9E1 (0.1 mg/ml)
(0.1mg/ml)

Coculture conditions

9E1 (1 mg/ml)

> +A6

-182 -




2+0+(2 % % & * T % % $ %

% $% *8( &*
4 8)+5 0 40 4
) )+ 9
/
54 &
7
5 + /
#, > +B% (
>* . 4 K)
/
(A" -
/
< A> -
0]
#, >+B% / )>* -
>* o
/
>*
5 +

- 183 -



%$

7 %$

8 (
&*

> +B6
) 8)+5 0 40

75 kDa—

50 kDa™
37 kba—

25 kDa—

75 kDa—
50 kDa—

37 kD¢

25 kD¢

- 184 -

@'+



| @'+ >* -

E
5 +
8)+5 0 H40
$
2+1 %
/ ! 5 +
5 +
054
)**
5 )HD=B* /
/ 55

%
#5 YHD=B*H), )4%

55 + /

5 )HD=B*H)4

/
5 YHD=B*

054 5 )HD=B*H),

5 +
55 +

%

_:(
#5 +% "
5 )HD=B* ,

)4
1&>%)

4

K)



5 )HD=B*
" 5 )HD=B*, 4 054
/
I 054 H#HC>> Y% 5
5 + 1
S =1 054
"0 )
"0 /
#*? B= D?%
5 =
/ 55 +
/
5= /
5= 55 +
/ AB B?
5 )HD=B*  ( 55 + 55 +
+*+ "0
E
+ "0 +>
5 )H)D=* +"0 =
#5 =00 -

- 186 -

"0 -(
JHD=B* , 4

/

"0 054
*% A>7
"0
_:(
+)C=
+ "0 +=
/



55 +
=<

5 )HD=B*,, 5

5=

#5 +H
+H

054
DY5

55 + =<
55

054

AB

H4%
H4

-(#

054

)**@

- 187 -

><

054

55

5 YHD=B*

F"7

)*=% |



#: 1%
#, | )**+ 0 +@@+ /
+@BB%
2/
| | 7 2
# ./ DB> - !
1
#0 )**=% :/
5 + 0 8("/ /
# % /
5 ’ #8 )ErE 0
# 8 12 )%
/ 5 +
| 5 +
_( 1
5 5 +
1 @) 1
1
" O(7 9 /
1

- 188 -



/ 5 )HD=B*

+A )? E +A ++
#CD A?% )*?
(
(a/ #H7
)**+ 5 +@@C% / , #+@ @A%
1
-(
4:( 1
/ 4:( #4  K)
8)+5 0 40% 1 >*
- 1
5 + / $
1
/
( 1
1 5 +
1
#9 )*+* 4
+@BC%
5 +
/ @'+
! E

- 189 -



5 YHD=B* E

I @'+ /
2
/
/) # ! %
55 + /
1
1
I 5 + 1
/ 5 +
5 ) / @'+
(
5 +
I )
/
5 )HD=B*
/ 5 + 9
9
> - 4 K) 1 8)+

- 190 -



5 0 H40 /

9 >*
/
O
/
5 +
@'+ ( 1
9 / >* -
5 + o/
I 5DA #DA -% : #+H+@@@% 5DA
/ 5 DA
5 DA 9
!
#: +@@@% ( 5 DA
5 +
>* -
/
_>* - 1
5 + /
5 +

-191 -



242 $ %

E 5 + 054
/
/
/
/ #55 +%
/ 5 +
5 + 054
8(/
5 + 1
( @'+
I I
I
/
5 +
/ 55 + 1
4:(

-192 -



- 193 -

>*



4)
% *$ K

#33% % %3

- 194 -



3 %4

44 % * $

1 H[>7%

#l
)**@%

A+(+( * & % 7

#( )*D R D% 7 |

=">7? /

#0 *> R )*D%

& 4 8("/

7 [+

( 054
(1 @*?

- 195 -



3 %4

2 /
/ 1
R #)**D%
)D*
/
O
/ 2
# ( 1%
(
/
#9
)*A% ( B@
5 - A)
>B D? 0 o4
/ 2
5
1

#9 VA% ( 8("/
4+(+- 9% 7 * 3
/

6 AB "0 AB =7? #C+%



3 %4
/ "0
#" +@@@% "
"0 054 4,80
1 "0
| 2 #CD)?%
"0
$
1
4:( #$ )*@% /
"0
1
8( / 3
#5 )@
% /
/ # %
70C*
/ 70C*
70C*
#31 7 )*+*% /

#)**>0% "

70C*

-197 -



3 %4

# O )*@% /9 70C*
# ) @% $ #)**B%
( 70C*
!
HE 5 )% 3 1 7  #+%
# % ¥ % /
1
70C*
/
1 E
$
/
054

- 198 -



3 %4

#5

7 #)*+%

4+(+0 3
9%

(2 1

)**C% |

#)**B% /
97( (

%

#)**B%

%

)**B $ )**A% $
%
/
31
1
C*
#5 =%
% $ *
_:(
#"
#97(%
!
D%
0 97(

- 199 -



3 %4

(. @*@?
(0 A
4 054 =*
- -(
$
#
70C*% -(
97 ( =( 054
054
#
#0 )*B% - 97(
97(
1
4+(+1
( @A?
!
/
#R )**D
( )*D%
#l
9  )*C%
#0 y*> R )*D% $
- #5 =%
2
#5 +%
#5 +% 054

- 200 -



3 %4
/
/
1054
4+(+2 > (?
/ 5
5 +
/
/ /
1 #" (7"% F*7
#; )**@ )**:%
+
)*+% 7
"(7C "(7A
#'4(% #
/ S
5 +

- 201 -



3 %4

1
#7 @* D* 5 +=> 5) /4(05+% #9 9 )*C%
/
E @**
# +@@B% /
! !
#: 1% #, ! )>**+ 0 +@@+ / +@BB%
-/ | |
7 2 # 2 DB > -
!
1 #0
)**:%
5 + C>>
)** 054
-(
/
)** 5 +
054
3 /
/
5 =
/ 55 +

- 202 -



3 %4

5= /
5= 55 + +) C= /
AB B?
5 )HD=B* 1&>*) -( 054
2 / 1 5 +
(
55 + -:(
/ 55 +
$ ><
/ 55 + 55 +
5 +
/
#55 +%
/
5 )HD=B*
4+(+4 * . % (%
/ 55 + -(
1 -
1 -
o7 9 /
5 . HO@AY%
-(
4:( 1
(
4:( 64 K)
8)+5 0 40 / $
1
I ( 1

- 203 -



3 %4

1
#9 )+ 4 +@BC%
# 7 %
4+(+5 8 ( *  &* (
( 5 +
!
I / I
I
! E
| @'+ /
I )
# I % 5 +
/ 1
1
! 5 + 1
5 + |
" I
#9 9 )™*C% @'+

- 204 -



3 %4

! 1
D5+
#, )*C%
/ 5 +
$ ! D5+
@'+ 5 +
( 5 +
@'+ 5 ) /
@'+
( 5 )HD=B*
/)
@'+ !
# ! )**A% [/
5 +
5 +
4+(+6 $ ( %
5 +
@'+
!
>* -
/ /
5 +
@'+ (

- 205 -



3 %4

4+- $ % *#$$% D %,

- 206 -



3 %4

0
70C* (
5 + 70C*
5 +
1
1 5 +
5 +
5 + 054
4,80
4,80 054 1 "0
5 +
#8( 0%
5 +
&
! ,
054 " 1
5 +
>* -
5 + 1

- 207 -



3

% 4

- 208 -

8(



"/

- 209 -



3 %4

- 210 -



-211 -



%

+ 1§ $ - .5 4 % "3 $ 04 /
. B)*+% 9 #97(%
0 (05#+%6)A =C
) !E " -l .-
! #*B% 5 E (8#=%6=*) C
= 1§ * /I . 5 4 5 4 ' $ 04
5 )*+*
& %
+ ( n 7 Kk L
8
3
I$:* 8 5 ( - 4 5 0 4%
/ +
) 0 )*+ * 5 &
3 1$;* 4 5 0 4%
/ +
- E )**@
E
3 1~
$ - 8 4 5 4
5 0 4% / +
D E )** @
E 5
4 5 7 4
9 0 $ 31$;* 8 $
/ ! +
> +>  $ 4 9 ) @ 1
7
3 1% * 4 5 0 $
/ +

-212 -



-213 -

_ M@

**B

& 5 +6
k 3

&.



- 214 -



* 6 4 8("/ +%? (
)JA)  ++A
Accession C. parvum Gene annotation Best Query Number of Sequence
Number gene name C. hominis % identity length (bp) identical coverage
target nucleotides (%)
AAEE01000002 cgd6_5320 hypothetical protein with similarity to many plasmodium proteins Chro.60073 0 2811 19 0
AAEE01000013 cgd2_80 ABC transporter family protein, 2x AAA domain Chro.80487 0 4431 35 1
AAEE01000007 cgd5_330 hypothetical protein Chro.70096 0 3504 23 0
AAEE01000007 cgd5_1000 hypothetical protein Chro.60190 0 2112 20 0
AAEE01000010 cgd5_4500 possible vacuolar protein sorting associated protein (VPS) Chro.10424 1 1200 19 1
AAEE01000002 cgd6_660 secreted pepsinogen like aspartyl protease having a signal peptide Chro.60138 1 1902 34 1
AAEE01000008 cgd4_1740  possible HSMGG motif (esterase?) Chro.80330 1 3078 51 3
AAEE01000009 cgd4 1330 NADPH-dependent FMN FAD containing oxidoreductase , transcripts identified by EST Chro.60070 1 2460 39 2
putative protein phosphatase 2A regulatory B subunit, highly conserved but no plasmodium
AAEE01000009 cgd4_290 hits Chro.80116 1 2076 33 2
putative fucose translocator with 8 transmembrane domains, within locus of 3 paralogous
AAEE01000004 cgd3_500  genes Chro.40126 1 1185 17 1
similarity of possible bacterial origin within discrete region similar to long-chain fatty acid acyl-
AAEEO01000004 cgd3_2870 CoA synthetases Chro.00004 1 2334 37 2
AAEE01000002 cgd6_440 PP2Cc like protein phosphatase Chro.80459 1 1602 22 1
AAEE01000011 cgd8_680 large low complexity protein with repeats Chro.30010 1 3441 68 4
AAEE01000006 cgdl_110 predicted secreted protein, signal peptide, paralogs Chro.10158 1 1221 20 1
AAEE01000002 cgd6_540 Ser/Thr protein kinase Chro.10402 1 2841 54 3
AAEE01000008 cgd4_1570  hypothetical protein, possible conserved Chro.50401 1 1224 21 1
AAEE01000004 cgd3_4240 insulinase like peptidase Chro.50235 1 3342 63 4
AAEE01000004 cgd3_ 2640 hypothetical protein with conserved domain Chro.40078 1 1311 19 1
AAEE01000010 cgd5_4190 hypothetical protein Chro.20329 1 2247 38 1
AAEE01000009 cgd4_1130  PhnP like hydrolase of the metallobetalactamase fold Chro.10012 1 1065 19 1
AAEE01000005 cgd2_4380 signal peptide, repeats, gene anchored to telomere Chro.10099 1 1434 19 1



AAEE01000010

AAEE01000004

AAEE01000014
AAEE01000013
AAEE01000003

AAEEO01000002
AAEEO01000006
AAEEO01000008
AAEEO01000007
AAEE01000002
AAEE01000012
AAEEO01000007
AAEEO01000004
AAEE01000002
AAEEO01000012
AAEE01000002
AAEEO01000016
AAEE01000005
AAEE01000004
AAEEO01000010
AAEEO01000018
AAEE01000007
AAEE01000005
AAEE01000012
AAEE01000013
AAEE01000004
AAEE01000003
AAEE01000009
AAEEO01000010

cgd5_4000
cgd3_510

cgd6_320
cgd2_10
cgd8_2370

cgd6_670
cgdl_360
cgd4_1780
cgd5_540
cgd6_720
cgd4_4100
cgd5_2970
cgd3_3670
cgd6_5120
cgd4_3990
cgd6_1130
cgd6_5510
cgd2_3800
cgd3_630
cgd5_3770
cgd5_4510
cgd5_320
cgd2_2430
cgd4_4090
cgd2_100
cgd3_1090
cgd8_3150
cgd4_1510
cgd5_4490

hypothetical protein

putative fucose translocatorw ith 8 transmembrane domains, within locus of 3 paralogous

genes

hypothetical protein with signal peptide and 8 transmembrane domains, amino terminl region

conserved in plasmodium, transcripts identified by EST
hypothetical protein
adenosine kinase like ribokinase

extacellular protein with a signal peptide, clostripain like caspase/hemoglobinase domain,

notch domain and 2 EGF domains

similar to Noc2p N-terminus

ring domain protein

hypothetical protein

unknown protein

hypothetical protein

hypothetical protein

putative protein kinase CK2 regulatory subunit CK2B1

protein with two PHD Zn fingers that is probably involved in chromatin function
hypothetical protein with possible transmembrane domain near N-terminus
hypothetical protein with signal peptide

telomeric insulinase-like protease with signal peptide

hypothetical protein

hypothetical protein with signal peptide

putative arginine N-methyltransferase

hypothetical protein

carboxylesterase , lysophospholipase, signal peptide

ximpact ortholog conserved protein seen in bacteria and eukaryotes
putative Sec14d

hypothetical protein

Rrp9p/U3-55K-family snoRNP-associated protein with several WD40 repeats
hypothetical conserved protein, transcripts identified by EST

similar to undecaprenyl pyrophosphate synthetase

hypothetical protein, low complexity, limited similarity to gi

Chro.40042

Chro.30381

Chro.80433
Chro.50504
Chro.40163

Chro.70432
Chro.60406
Chro.50317
Chro.50091
Chro.50392
Chro.60053
Chro.20342
Chro.70481
Chro.40494
Chro.70342
Chro.40330
Chro.40328
Chro.60478
Chro.80019
Chro.80547
Chro.40216
Chro.10070
Chro.10042
Chro.50438
Chro.30403
Chro.50400
Chro.30367
Chro.80332
Chro.60107
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2427
1338
1188

4824
2511
1434
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3267
939
1869
759
687
1743
1827
1473
1110
948
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789
1422
873
3192
723
1374
582
759
8076
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17

38
20
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54
28
21
24
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37
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33
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40
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AAEE01000012
AAEEO01000006
AAEEO01000007
AAEEO01000005
AAEE01000011
AAEE01000002
AAEE01000002
AAEEO01000004
AAEEO01000004
AAEE01000001
AAEE01000003
AAEEO01000005
AAEEO01000003
AAEE01000016
AAEE01000009
AAEE01000002
AAEEO01000007
AAEEO01000007
AAEEO01000012
AAEE01000009
AAEE01000006
AAEEO01000007
AAEEO01000014
AAEE01000001
AAEEO01000002
AAEEO01000010
AAEE01000004
AAEEO01000011
AAEE01000009
AAEEO01000007
AAEEO01000007

cgd4_4160
cgdl_960
cgd5_3290
cgd2_3970
cgd8_620
cgd6_2530
cgd6_1810
cgd3_680
cgd3_2720
cgd7_4890
cgd8_2990
cgd2_1820
cgd8_4700
cgd6_5520
cgd4_100
cgd6_5020
cgd5_3250
cgd5_190
cgd4_3920
cgd4_90
cgdl_3280
cgd5_2260
cgd6_220
cgd7_730
cgd6_3440
cgd5_4460
cgd3_990
cgd8_210
cgd4_20
cgd5_210
cgd5_2840

possible carboxypeptidase

RING finger containing protein
transcription elongation factor TFIIS
RRM domain containing protein
hypothetical protein

hypothetical protein

hypothetical protein

cathepsin like thiol protease possibly membrane associated, putative
putative topoisomerase VIA
hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein
peptidase'insulinase like peptidase’
hypothetical protein

protein with WDA40 repeats

secreted lipopolysaccharide sugar transferase like family 8 glycosyltransferase

plasmodium conserved protein

DinB/family X-type DNA polymerase

hypothetical protein, similarity to Rrp7p

hypothetical protein

Low complexity hypothetical protein

hypothetical protein, possible G-patch domain

hypothetical protein

hypothetical protein

hypothetical protein

CG6144-like AlkB

transcription factor TFIID, TBP

hypothetical protein having a signal peptide, telomeric gene
hypothetical protein

hypothetical protein with 4 transmembrane domains near carboxy terminus

Chro.20426
Chro.20379
Chro.60122
Chro.40100
Chro.20223
Chro.70569
Chro.10285
Chro.70394
Chro.20351
Chro.30428
Chro.50389
Chro.10109
Chro.60225
Chro.40162
Chro.50507
Chro.50196
Chro.10377
Chro.20379
Chro.30486
Chro.70603
Chro.40376
Chro.60427
Chro.30092
Chro.40021
Chro.30421
Chro.20065
Chro.30338
Chro.60267
Chro.30460
Chro.50157
Chro.50091
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675
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1200
543
603
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1713
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1041
1077
531
939
924
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441
570
1023
543
588
1008
3258
7938

39
31
19
17
19
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17
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18
20
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21
17
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32
105
266
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AAEE01000012

AAEEO01000007
AAEEO01000007
AAEE01000003
AAEEO01000004
AAEEO01000005
AAEEQ01000007
AAEE01000002
AAEEO01000003
AAEEO01000002
AAEEO01000005
AAEE01000002
AAEE01000006
AAEE01000001
AAEE01000001
AAEE01000003
AAEE01000006
AAEEO01000003
AAEEO01000002
AAEEO01000003
AAEE01000006
AAEE01000002
AAEE01000003
AAEE01000004
AAEE01000004
AAEEO01000005
AAEE01000014
AAEE01000002
AAEE01000004

cgd4_4000

cgd5_3420
cgd5_290
cgd8_3690
cgd3_2660
cgd2_2250
cgd5_140
cgd6_1650
cgd8_5070
cgd6_2020
cgd2_2970
cgd6_3000
cgdl_440
cgd7_2500
cgd7_2840
cgd8_1040
cgdl_2310
cgd8_3630
cgd6_970
cgd8_4250
cgdl_3470
cgd6_1390
cgd8_4900
cgd3_4320
cgd3_1410
cgd2_4000
cgd6_200
cgd6_4980
cgd3_3760

possible ribosomal-protein-alanine acetyltransferase

cryptosporidium TRAP-C2 extracellular protein with the following domain organization: signal
peptide-Tox1-notch-TSP(13)-Tox1-notch-Tox1-notch-Tox1- notch-Tox1-Tox1-notch-Tox1(4)-

sushi(4)

hypothetical protein, 6 transmembrane domains

mitosis protein DIM1

hypothetical protein

putative integral membrane protein

ARF GTPase activating protein, putative

conserved hypothetical protein

hypothetical protein

BT1 family protein

DNA-directed RNA polymerase I, putative

ferredoxin-like protein Fd1, putative

hypothetical protein

Skp1 family protein, putative

ubiquitin conjugating enzyme, putative

hypothetical protein

unnamed protein product

Similar to CGI-126 protein, putative

hypothetical protein

hypothetical protein

fork head domain protein, putative

ribosomal protein S23

clathrin assembly protein, putative

possible similarity to RNA polymerase Rpb4

small hypothetical protein with transcripts identified by EST
hypothetical protein

cryptosporidium oocyst wall protein 8, CoCOWPS8, signal peptide
hypothetical protein

small protein with possible EF hand domains, calmodulin like

Chro.30486

Chro.50029
Chro.10356
Chro.70416
Chro.30288
Chro.10095
Chro.10023
Chro.30100
Chro.10357
Chro.80548
Chro.70455
Chro.30168
Chro.80486
Chro.80163
Chro.70611
Chro.60374
Chro.20466
Chro.80363
Chro.40119
Chro.40348
Chro.20302
Chro.60392
Chro.60195
Chro.50268
Chro.60411
Chro.40338
Chro.60138
Chro.80548
Chro.60242
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333
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AAEE01000009
AAEE01000003

AAEE01000002
AAEE01000008
AAEE01000002
AAEE01000007
AAEE01000018
AAEE01000008
AAEE01000007
AAEE01000014
AAEE01000006
AAEE01000001
AAEE01000007
AAEE01000002

AAEE01000006
AAEE01000001

AAEE01000002
AAEE01000004
AAEE01000006
AAEE01000018
AAEE01000007
AAEE01000003
AAEE01000006
AAEE01000009
AAEE01000002
AAEE01000005
AAEE01000005
AAEE01000005
AAEE01000002

cgd4_1010
cgd8_5100

cgd6_380
cgd4_2400
cgd6_930
cgd5_2430
cgd5_4530
cgd4_2290
cgd5_260
cgd6_330
cgdl_3770
cgd7_2120
cgd5_2650
cgd6_1240

cgdl_1050
cgd7_5070

cgd6_910
cgd3_2290
cgdl_430
cgd5_4550
cgd5_570
cgd8_4590
cgdl_2270
cgd4_770
cgd6_1850
cgd2_2440
cgd2_2740
cgd2_2820
cgd6_2400

hypothetical protein

hypothetical protein
hypothetical protein with signal peptide and 4 transmembrane domains, possible
apicomplexan conserved

60S ribosomal protein L31, transcript identified by EST

Dim1p-like ERMB/KSGA methylase

similar to prefoldin

hypothetical protein with signal peptide and 2 cryptosporidium-specific paralogs
hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein
hypothetical protein with predicted 3x transmembrane domains, similarity to KOG1726
(HVA22/DP1 gene product)

small conserved protein
protein with possible 2 transmembrane domains, possible ER retention signal, similar to
Sec20 is a membrane glycoprotein associated with secretory pathway

possible domain AAA, ATpase family

possible emp24/gp25L/p24 family protein, transmembrane domain, trancript detected by EST
hypothetical protein

hypothetical protein, 5 transmembrane domains near N-terminus
hypothetical protein

40S ribosomal protein S26

Low complexity protein with large Glu repeat

anaphase promoting complex subunit 10, putative

hypothetical protein

hypothetical protein

transcription factor, putative

hypothetical protein

Chro.40121
Chro.30413

Chro.10229
Chro.50110
Chro.70119
Chro.50088
Chro.20423
Chro.70304
Chro.60196
Chro.40297
Chro.10098
Chro.70293
Chro.50182
Chro.50381

Chro.50331
Chro.70226

Chro.30424
Chro.20457
Chro.70470
Chro.80514
Chro.80285
Chro.10011
Chro.10099
Chro.50438
Chro.70143
Chro.10417
Chro.80387
Chro.70453
Chro.30048
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363
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303
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16
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AAEEO01000004
AAEEO01000005
AAEE01000001
AAEE01000001
AAEE01000001
AAEEO01000006
AAEEO01000011
AAEEO01000007
AAEE01000003
AAEE01000006
AAEEO01000007
AAEE01000002
AAEE01000010
AAEE01000001
AAEE01000003
AAEE01000002

AAEE01000004
AAEE01000004
AAEE01000004
AAEE01000005
AAEE01000006
AAEE01000006
AAEE01000009

AAEEO01000004
AAEEO01000004
AAEE01000001
AAEE01000003
AAEE01000001
AAEE01000001
AAEE01000009

cgd3_2430
cgd2_4330
cgd7_2800
cgd7_4370
cgd7_4870
cgdl_3270
cgd8_580
cgd5_2160
cgd8_2140
cgdl_900
cgd5_3440
cgd6_4100
cgd5_4200
cgd7_1880
cgd8_1130
cgd6_5220

cgd3_3400
cgd3_1080
cgd3_1040
cgd2_3560
cgdl_3140
cgdl_3560
cgd4_1260

cgd3_2550
cgd3_3890
cgd7_1070
cgd8_1710
cgd7_1870
cgd7_690
cgd4_1250

hypothetical protein

hypothetical protein

ubiquitin-conjugating enzyme E2, putative
RNA polymerase Il, putative

hypothetical protein

hypothetical protein

ubiquitin-conjugating enzyme E2, putative
hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

transcription initiation factor 1A

60S ribosomal protein L44

hypothetical protein

cysteine-rich protein with zinc finger
similar to hypothetical protein, domain with limited similarity to a domain RPA14, replication
protein A (RPA), subunit RPA14

hypothetical protein

hypothetical protein

hypothetical protein with 8 transmembrane domains
P-loop nucleotide (UMP) kinase

hypothetical protein

possible tRNA-INTRON ENDONUCLEASE
hypothetical protein with carboxy terminus motif shared with DNA-directed RNA polymerase
subunit and TFIIS

60S ribosomal protein L30, pelota RNA binding domain containing protein
SnRNP core protein homolog Sm-X5. SM domain containing protein.
hypothetical protein

hypothetical protein

small nuclear ribonucleoprotein

hypothetical protein

Chro.20064
Chro.60160
Chro.20030
Chro.20066
Chro.50468
Chro.40076
Chro.80357
Chro.50015
Chro.60133
Chro.50153
Chro.10387
Chro.80087
Chro.80451
Chro.10216
Chro.80542
Chro.30098

Chro.60246
Chro.10084
Chro.70399
Chro.30110
Chro.80460
Chro.80398
Chro.40032

Chro.80053
Chro.40217
Chro.70451
Chro.70483
Chro.70265
Chro.30192
Chro.80610
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612
336
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17
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AAEE01000009
AAEEO01000007
AAEE01000003
AAEE01000008
AAEE01000004
AAEE01000006
AAEE01000008
AAEEO01000005
AAEE01000002
AAEE01000003
AAEE01000008
AAEE01000009
AAEEQ01000007
AAEE01000004

AAEE01000013
AAEEO01000006

AAEEO01000006
AAEEO01000014
AAEEO01000004
AAEEO01000010
AAEEO01000004
AAEE01000006
AAEEO01000003
AAEEO01000004
AAEE01000001
AAEEO01000007
AAEE01000004
AAEEO01000007
AAEE01000004
AAEE01000001

cgd4_1500
cgd5_3390
cgd8_1930
cgd4_2030
cgd3_2380
cgdl_1190
cgd4_2830
cgd2_3910
cgd6_4900
cgd8_3410
cgd4_3760
cgd4_1050
cgd5_200
cgd3_2340

cgd2_70
cgdl_300

cgdl_2880
cgd6_340
cgd3_2360
cgd5_3670
cgd3_1070
cgdl_720
cgd8_4560
cgd3_1420
cgd7_170
cgd5_470
cgd3_2250
cgd5_430
cgd3_2310
cgd7_1520

hypothetical protein

very large hypothetical protein

large protein with a GCN1 domain
centromeric histone h3-like protein, cse4 like
hypothetical protein

hypothetical protein

Mral/NEP1 like protein, involved in pre-rRNA processing, adjacent genes putative paralogs
hypothetical protein

acylphosphatase, putative

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein
ABC transporter, with 12 x transmembrane domains and 2x AAA domains, transcripts
identified by EST

40S ribosomal protein S21
13 kda membrane protein subunit [cryptosporidium parvum, sporozoites, peptide, 119 aa],
transcript identified by EST

hypothetical protein

putative nucleoporin, FG-rich motifs within N-terminal region
hypothetical protein

synaptobrevin like SNARE

apicomplexan-conserved protein

hypothetical protein

conserved small protein, transcript identified by EST
hypothetical protein

hypothetical protein, transcripts identified by EST

60S ribosomal protein L37A, transcripts identified by EST
70 kDa peptidylprolyl isomerase, putative

hypothetical protein

peptidylprolyl isomerase, putative

Chro.10355
Chro.50033
Chro.80225
Chro.80310
Chro.30018
Chro.70205
Chro.80070
Chro.20131
Chro.20235
Chro.70268
Chro.50015
Chro.60222
Chro.60165
Chro.50232

Chro.20017
Chro.80601

Chro.40430
Chro.50342
Chro.30276
Chro.50486
Chro.70137
Chro.80467
Chro.70144
Chro.80150
Chro.20017
Chro.30098
Chro.80242
Chro.10018
Chro.80319
Chro.40479
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534
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AAEE01000001
AAEE01000007
AAEE01000008
AAEE01000009
AAEE01000008
AAEE01000001
AAEE01000003
AAEE01000002
AAEE01000003

AAEE01000006
AAEE01000004
AAEE01000005
AAEE01000002
AAEE01000009
AAEE01000001
AAEE01000007
AAEE01000006
AAEE01000006
AAEE01000004
AAEE01000005
AAEE01000010
AAEE01000003
AAEE01000013
AAEE01000004
AAEE01000001
AAEE01000008
AAEE01000007
AAEE01000008
AAEE01000002
AAEE01000001

cgd7_4210
cgd5_3000
cgd4_1660
cgd4_890
cgd4_3840
cgd7_3520
cgd8_3550
cgd6_1790
cgd8_4050

cgdl_3410
cgd3_2770
cgd2_620
cgd6_5110
cgd4_1290
cgd7_4990
cgd5_1430
cgdl_3430
cgdl_3370
cgd3_2670
cgd2_2150
cgd5_3810
cgd8_1010
cgd2_320
cgd3_1950
cgd7_700
cgd4_3260
cgd5_280
cgd4_1810
cgd6_3490
cgd7_510

Sec61-gamma subunit of protein translocation complex, putative

hypothetical protein

small nuclear ribonucleoprotein, putative

hypothetical protein

Ank, ankyrin repeats containing protein with 9 transmembrane domains at C-terminus
hypothetical protein

hypothetical protein

hypothetical protein

ribosomal protein S29
possible domain similar to DUF392, domain of unknown function (DUF392), probable DNA
replication complex GINS protein PSF2

hypothetical protein

similar to protein translocation complex beta; protein transport protein SEC61 beta subunit
large hypothetical protein with possible signal peptide

small hypothetical protein, possible conserved

ubiquitin ligase with a HECT domain at the C-terminus

hypothetical protein

hypothetical protein

similarity to domain KOG2265, KIAA1068 protein and nuclear distribution protein NUDC
protein with UBC domain, ubiquitin conjugating enzyme E2

hypothetical protein

hypothetical protein with a signal peptide

hypothetical protein

similar to uncharacterized expressed protein

BIS(5'-nucleosyl)-tetraphosphatase (diadenosine tetraphosphatase), putative
N-acetylglucosaminyl-phosphatidylinositolde-N-acetylase

putative DNA-directed RNA polymerases |, Il, and 1l 8.3 kda polypeptide

signal peptide containing protein with 6 transmembrane domains

hypothetical protein

RNA-binding protein, putative

RNA polymerase Ill subunit C11

Chro.80306
Chro.10328
Chro.10062
Chro.70285
Chro.40438
Chro.80114
Chro.40249
Chro.60216
Chro.40360

Chro.30126
Chro.30315
Chro.50406
Chro.60590
Chro.70065
Chro.70558
Chro.60269
Chro.70011
Chro.20426
Chro.60479
Chro.10022
Chro.50472
Chro.80553
Chro.80073
Chro.20448
Chro.30199
Chro.30046
Chro.50351
Chro.40032
Chro.10322
Chro.50080
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AAEE01000004
AAEE01000002

AAEE01000003
AAEE01000009
AAEEO01000010
AAEE01000013
AAEE01000006
AAEE01000004
AAEE01000004

AAEE01000002
AAEE01000008
AAEE01000001
AAEE01000003
AAEE01000003
AAEE01000013
AAEE01000012
AAEE01000005
AAEE01000012

AAEE01000003
AAEE01000005
AAEE01000006
AAEE01000008
AAEE01000005
AAEE01000001
AAEE01000002
AAEE01000006
AAEE01000004
AAEE01000013
AAEE01000001

cgd3_370
cgd6_3710

cgd8_5360
cgd4_190
cgd5_4060
cgd2_140
cgdl_840
cgd3_710
cgd3_3730

cgd6_500
cgd4_2210
cgd7_4550
cgd8_2360
cgd8_2510
cgd2_120
cgd4_4070
cgd2_3690
cgd4_4170

cgd8_2730
cgd2_3280
cgdl_1920
cgd4_1750
cgd2_2870
cgd7_2440
cgd6_3320
cgdl_860
cgd3_3550
cgd2_350
cgd7_2770

hypothetical protein

40S ribosomal protein S30, transcripts identified be EST
hypothetical protein with signal peptide, within telomeric locus of cryptosporidium-specific
predicted secreted proteins

large low complexity protein

protein with N-terminal region ZnF U1 domain, similar to U1 snRNP-specific protein
similar to IMP4 family, transcript identified by EST

similar to GAJ protein

large hypothetical protein with signal peptide

hypothetical protein
membrane associated HD superfamily cyclic nucleotide phosphodiesterase domain
containing protein

N-terminal region similar to putative epsilon-adaptin, probable adaptin
ubiquitin-like protein nedd8 homologue, putative

hypothetical protein

Cyclin dependent kinase regulatory subunit, putative

ribosomal protein L29

hypothetical protein

WD repeat protein

hypothetical protein

multidomain chromatinic protein with the following architecture: 3x PHD-bromo-3xPHD-SET

domain and associated cysteine cluster at the C-terminus
hypothetical protein

large protein with a SPRY domain and HECT domain
hypothetical protein

similar to 40S ribosomal protein S28, no good start Met
giant membrane protein with homologs only in plasmodium
ypothetical protein

ubiquitin-like protein, putative

hypothetical protein with signal peptide

60S ribosomal protein L39, transcripts identified be EST
uncharacterized low complexity protein

Chro.40348
Chro.40296

Chro.50317
Chro.40033
Chro.80265
Chro.60522
Chro.80146
Chro.30095
Chro.30098

Chro.60068
Chro.40252
Chro.30042
Chro.30090
Chro.40307
Chro.20151
Chro.20236
Chro.20394
Chro.40476

Chro.80318
Chro.40348
Chro.10218
Chro.70464
Chro.10245
Chro.70280
Chro.10343
Chro.70152
Chro.30400
Chro.80185
Chro.70314
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315
180

786
6300
597
198
201
3963
369

5904
2733
237
192
258
207
315
11847
462

6735
375
13839
333
207
5370
321
219
3348
168
4554

27
16

70
542
50
16
17
350
32

476
238
19
16
21
17
30
1093
45

617
36
1378
30
19
526
29
20
339
17
498

23

18



AAEE01000002
AAEEO01000005
AAEE01000003
AAEE01000004
AAEE01000006

AAEEO01000001
AAEE01000002
AAEE01000002
AAEE01000003
AAEEO01000006
AAEE01000008
AAEE01000003

cgd6_1940
cgd2_3870
cgd8_1510
cgd3_3810
cgdl_1400

cgd7_2530
cgd6_2630
cgd6_4310
cgd8_4420
cgdl_1770
cgd4_2050
cgd8 1610

hypothetical protein

putative ABC transporter with 2x AAA and 11+ transmembrane domains
large protein with possibly 18 transmembrane domains

similar to clathrin adaptor complex, small subunit

hypothetical protein
large membrane protein with signal peptide and transmembrane domain near carboxy
terminus

hypothetical protein

hypothetical low complexity

WD40 repeat and RING finger domain-containing protein
domain similar to KOG3415, putative Rab5-interacting protein
hypothetical protein

sacsin like HSP90 chaperone domain, likely plant origin

Chro.60229
Chro.20413
Chro.80178
Chro.40020
Chro.10162

Chro.70289
Chro.60304
Chro.60493
Chro.80507
Chro.70125
Chro.20017
Chro.80189

10
10
10
10
10

10
10
10
10
10
10
11

2838
5787
4815
420
2889

7164
4830
5796
3129
288
402
6363

301
612
521
45
294

737
486
594
332
30
42
729

10
20
10
22
10

10
10
10
10
15
22
11




Accession C. hominis Gene Best % Query length Number of Sequence
number gene name Annotation C. parvum identity (bp) identical coverage
target nucleotides (%)
AAEL01000003 Chro.70187 hypothetical protein cgdl_1330 0 3096 23 0
AAEL01000717 Chro.00003 sensor histidine kinase cgd8_3370 0 1647 16 0
AAEL01000018 Chro.40268 hypothetical protein cgd5_3560 0 2721 19 0
AAEL01000017 Chro.70405 hypothetical protein cgd7_5010 1 1242 18 1
AAEL01000004 Chro.70479 hypothetical protein cgd4_2720 1 1029 18 1
AAEL01000170 Chro.80591 hypothetical protein cgd5_3850 1 1992 24 1
AAEL01000059 Chro.80288 hypothetical protein cgdl_1390 1 1785 19 1
AAEL01000028 Chro.70434 hypothetical protein cgd6_3390 1 1374 19 1
AAEL01000267 Chro.50010 hypothetical protein cgd2_690 1 2082 38 2
AAEL01000452 Chro.50317 RNA polymerase A/beta’/A" subunit cgd8_4860 1 1419 25 1
AAEL01000256 Chro.30271 hypothetical protein cgd6_3330 2 675 19 2
AAEL01000369 Chro.50330 leucyl tRNA synthetase (134.5 kD) (Irs-1) cgd6_3190 2 681 18 2
AAEL01000428 Chro.50457 erythrocyte membrane-associated antigen cgd8_4810 2 1080 22 2
AAEL01000251 Chro.60010 hypothetical protein cgd4_1590 2 969 27 2
AAEL01000267 Chro.00007 hypothetical protein cgd6_4830 2 942 21 2
AAEL01000065 Chro.20156 hypothetical protein cgd8_2790 2 795 22 2
AAEL01000301 Chro.50310 hypothetical protein cgd8_5420 2 828 20 2
AAEL01000444 Chro.60598 hypothetical protein cgd2_3870 2 1755 37 3
AAEL01000368 Chro.40321 hypothetical protein cgd8_2550 2 732 21 2
AAEL01000117 Chro.70274 hypothetical protein cgd6_2540 2 621 18 2
AAEL01000413 Chro.50011 hypothetical protein cgd8_20 3 1470 45 3
AAEL01000001 Chro.30236 hypothetical protein cgd5_2230 3 543 17 3
AAEL01000232 Chro.30149 ubiquitin-protein ligase 1 cgd8_1200 3 1500 57 8
AAEL01000330 Chro.80592 hypothetical protein cgd6_4070 3 624 19 3
AAEL01000045 Chro.20364 hypothetical protein cgd5_2840 3 447 17 3
AAEL01000410 Chro.70032 hypothetical protein cgd6_3460 3 558 19 3
AAEL01000081 Chro.30091 hypothetical protein cgd5_40 3 2991 114 11
AAEL01000063 Chro.30044 hypothetical protein cgd2_3440 4 720 33 7



AAEL01000687
AAEL01000458
AAEL01000031
AAEL01000068
AAEL01000813
AAEL01000668
AAEL01000519
AAEL01000057
AAEL01000023
AAEL01000657
AAEL01000239
AAEL01000412
AAEL01000256
AAEL01000010
AAEL01000538
AAEL01000090
AAEL01000036
AAEL01000103
AAEL01001081
AAEL01000180
AAEL01000474
AAEL01000005
AAEL01000812
AAEL01000119
AAEL01000007
AAEL01000015
AAEL01000090
AAEL01000139
AAEL01000332
AAEL01000440
AAEL01000124

Chro.60599
Chro.50090
Chro.70013
Chro.30290
Chro.10385
Chro.30347
Chro.30030
Chro.60252
Chro.60543
Chro.00006
Chro.20422
Chro.60093
Chro.30272
Chro.10301
Chro.50065
Chro.40235
Chro.80427
Chro.80041
Chro.60044
Chro.80545
Chro.80550
Chro.80379
Chro.40398
Chro.80356
Chro.50283
Chro.80606
Chro.40237
Chro.80064
Chro.50315
Chro.10077
Chro.60431

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

transmembrane protein

hypothetical protein

senescence-associated protein

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cgd4_380
cgd2_2600
cgd7_90
cgd3_4140
cgd7_4990
cgd3_3070
cgd2_1920
cgd6_3860
cgd8_1150
cgd4_3820
cgd8_2800
cgdl_3360
cgd4_3560
cgd6_270
cgd2_3510
cgd2_3510
cgd8_2490
cgdl_2670
cgd5_3460
cgdl_3250
cgd2_3580
cgd4_1340
cgd8_2630
cgd3_3230
cgd5_1030
cgd5_2790
cgd5_4000
cgd6_4460
cgd8_1610
cgd5_540
cgd5_4000
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573
459
714
423
429
1470
410
789
336
321
276
558
297
288
258
264
276
279
252
288
267
243
246
252
243
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246
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252
237
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AAEL01000122
AAEL01001123
AAEL01000117
AAEL01000142
AAEL01000153
AAEL01000382
AAEL01000238
AAEL01000429
AAEL01000025
AAEL01000114
AAEL01000003
AAEL01000060
AAEL01000013
AAEL01000039
AAEL01000499
AAEL01000039
AAEL01000362
AAEL01000017
AAEL01000261
AAEL01000353
AAEL01000003
AAEL01000347
AAEL01000114
AAEL01000382
AAEL01000009
AAEL01000066
AAEL01000137
AAEL01000058
AAEL01000127
AAEL01000233
AAEL01000536

Chro.80417
Chro.70543
Chro.70268
Chro.70073
Chro.80322
Chro.80170
Chro.60358
Chro.60361
Chro.60126
Chro.30365
Chro.70195
Chro.60547
Chro.50199
Chro.40229
Chro.10090
Chro.40228
Chro.30104
Chro.70398
Chro.40211
Chro.50226
Chro.70179
Chro.10127
Chro.30364
Chro.80169
Chro.20113
Chro.80037
Chro.60099
Chro.40286
Chro.40012
Chro.80531
Chro.40447

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cAMP-dependent protein kinase

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cgd7_3670
cgd8_490
cgd8_3470
cgd2_2400
cgdl_2740
cgd4_580
cgd2_1160
cgd7_2260
cgd3_1340
cgd6_1940
cgd8_3700
cgd4_3520
cgd8_3260
cgd2_1440
cgdl_3220
cgd2_1430
cgd8_4030
cgd5_2440
cgd6_610
cgdl_1690
cgd8_550
cgd4_1390
cgd3_50
cgd4_650
cgd5_210
cgd5_3420
cgd8_3030
cgd7_5480
cgd2_1380
cgd3_400
cgd5_500
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270
249
300
246
246
267
237
246
255
213
273
237
297
237
234
282
291
228
207
225
234
270
240
204
207
222
216
222
225
231
213

17
17
18
17
17
21
18
18
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21
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19
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AAEL01000050
AAEL01001242
AAEL01000003
AAEL01000620
AAEL01000116
AAEL01000179
AAEL01000021
AAEL01000679
AAEL01000181
AAEL01000291
AAEL01000611
AAEL01000079
AAEL01000506
AAEL01000337
AAEL01000127
AAEL01000004
AAEL01000192
AAEL01000082
AAEL01000237
AAEL01000031
AAEL01000031
AAEL01000101
AAEL01000434
AAEL01000234
AAEL01000298
AAEL01000453
AAEL01000091

Chro.60575
Chro.70522
Chro.70158
Chro.10340
Chro.80349
Chro.50216
Chro.60179
Chro.40091
Chro.10351
Chro.30130
Chro.80489
Chro.80248
Chro.30028
Chro.40251
Chro.40016
Chro.70478
Chro.70515
Chro.60476
Chro.60454
Chro.70026
Chro.70011
Chro.20319
Chro.50247
Chro.80118
Chro.10105
Chro.80410
Chro.10038

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cgd4_1330
cgd2_470
cgd4_770
cgd4_1360
cgd8_4410
cgd8_3220
cgd3_4180
cgd6_2260
cgd5_4130
cgd3_260
cgd2_1980
cgd8_2060
cgd6_3160
cgd6_5110
cgd6_1920
cgd8_620
cgd3_600
cgd4_3930
cgd6_3690
cgd4_820
cgdl_3430
cgd7_3810
cgd5_4190
cgd2_1590
cgd8_1060
cgdl_2850
cgd8 1510

© © © © © © 0 00 0 0 0 0 0 0 0 0 0 0 0 0 0 o

[
» O O O o

213
225
378
222
210
273
216
183
207
228
240
222
207
318
243
213
222
222
234
216
243
207
312
228
297
300
243
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17
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17
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Reciprocal !
Data from CryptoDB and NCBI !
C. hominis Function C. parvum % %
gene target identity Sequence length C hominis C parvum identity Probability  Homologous gene(s)
Chro.00003 sensor histidine kinase cgd8_3370 0 1647 bp / 548 AAs yes no 0%
Chro.40268 hypothetical protein cgd5_3560 0 2721 bp / 906 AAs yes no 0%
Chro.70405 hypothetical protein cgd7_5010 1 1242 bp / 413 AAs yes no 0%
Chro.70479 hypothetical protein cgd4_2720 1 1029 bp / 342 AAs yes no 0%
Chro.80591 hypothetical protein cgd5_3850 1 1992 bp / 663 AAs yes no 0%
Chro.80288 hypothetical protein cgdl_1390 1 1785 bp / 594 AAs yes no 0%
Chro.70434 hypothetical protein cgd6_3390 1 1374 bp / 457 AAs yes no 0%
Chro.50010 hypothetical protein cgd2_690 1 2082 bp / 693 AAs yes no 8% 9e-09 C hominis Chro.50011
Chro.50317 RNA polymerase A/beta'/A" subunit cgd8_4860 1 1419 bp / 472 AAs yes no 0%
Chro.30271 hypothetical protein cgd6_3330 2 675 bp / 224 AAs yes no 0%
Chro.50330 leucyl tRNA synthetase (134.5 kD) (Irs-1) cgd6_3190 2 681 bp / 226 AAs yes no 0%
Chro.50457 erythrocyte membrane-associated antigen cgd8_4810 2 1080 bp / 359 AAs yes no 0%
Chro.60010 hypothetical protein cgd4_1590 2 969 bp / 322 AAs yes no 0% C hominis Chro.00007
Chro.00007 hypothetical protein cgd6_4830 2 942 bp / 313 AAs yes no 0% C hominis Chro.60010
Chro.20156 hypothetical protein cgd8_2790 2 795 bp / 264 AAs yes no 0%
Chro.40321 hypothetical protein cgd8_2550 2 732 bp / 243 AAs yes no 0%
Chro.70274 hypothetical protein cgd6_2540 2 621 bp / 206 AAs yes no 0%
Chro.50011 hypothetical protein cgd8_20 3 1470 bp / 489 AAs yes no 9% C hominis Chro.50010
Chro.30236 hypothetical protein cgd5_2230 3 543 bp / 180 AAs yes no 0%
Chro.30149 ubiquitin-protein ligase 1 cgd8_1200 3 1500 bp / 499 AAs yes no 0%
Chro.80592 hypothetical protein cgd6_4070 3 624 bp / 207 AAs yes no 0%
Chro.20364 hypothetical protein cgd5_2840 3 447 bp 1 148 AAs yes no 0%
Chro.70032 hypothetical protein cgd6_3460 3 558 bp / 185 AAs yes no 0%




Chro.30091
Chro.30044
Chro.50090
Chro.70013
Chro.30290
Chro.10385
Chro.30030
Chro.20422
Chro.60093
Chro.30272
Chro.10301
Chro.50065
Chro.80427
Chro.80041
Chro.60044
Chro.80550
Chro.80379
Chro.40398
Chro.80356
Chro.50283
Chro.80606
Chro.40237
Chro.80064
Chro.50315
Chro.10077
Chro.80417
Chro.70543
Chro.70268
Chro.70073
Chro.80322
Chro.30365
Chro.70195
Chro.50199

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cgd5_40
cgd2_3440
cgd2_2600
cgd7_90
cgd3_4140
cgd7_4990
cgd2_1920
cgd8_2800
cgdl_3360
cgd4_3560
cgd6_270
cgd2_3510
cgd8_2490
cgdl_2670
cgd5_3460
cgd2_3580
cgd4_1340
cgd8_2630
cgd3_3230
cgd5_1030
cgd5_2790
cgd5_4000
cgd6_4460
cgd8_1610
cgd5_540
cgd7_3670
cgd8_490
cgd8_3470
cgd2_2400
cgdl_2740
cgd6_1940
cgd8_3700
cgd8_3260
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2991 bp / 996 AAs
720 bp / 239 AAs
459 bp / 152 AAs
714 bp / 237 AAs
423 bp / 140 AAs
429 bp / 142 AAs
410 bp / 407/3 AAs
276 bp / 91 AAs
558 bp / 185 AAs
297 bp / 98 AAs
288 bp / 95 AAs
258 bp / 85 AAs
276 bp / 91 AAs
279 bp / 92 AAs
252 bp / 83 AAs
267 bp / 88 AAs
243 bp / 80 AAs
246 bp / 81 AAs
252 bp / 83 AAs
243 bp / 80 AAs
237 bp / 78 AAs
282 bp / 93 AAs
246 bp / 81 AAs
273 bp / 90 AAs
252 bp / 83 AAs
270 bp / 89 AAs
249 bp / 82 AAs
300 bp / 99 AAs
246 bp / 81 AAs
246 bp / 81 AAs
213 bp / 70 AAs
273 bp / 90 AAs
297 bp / 98 AAs

yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes

yes

no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no

no

0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%

0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%

2e-07

C hominis Chro.50284




Chro.40229
Chro.10090
Chro.40228
Chro.30104
Chro.70398
Chro.40211
Chro.70179
Chro.10127
Chro.30364
Chro.80169
Chro.20113
Chro.80037
Chro.40286
Chro.40012
Chro.80531
Chro.40447
Chro.70522
Chro.70158
Chro.10340
Chro.80349
Chro.50216
Chro.40091
Chro.10351
Chro.30130
Chro.80489
Chro.80248
Chro.30028
Chro.40251
Chro.70478
Chro.70515
Chro.70026
Chro.70011
Chro.20319

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein

cgd2_1440
cgdl_3220
cgd2_1430
cgd8_4030
cgd5_2440
cgd6_610
cgd8_550
cgd4_1390
cgd3_50
cgd4_650
cgd5_210
cgd5_3420
cgd7_5480
cgd2_1380
cgd3_400
cgd5_500
cgd2_470
cgd4_770
cgd4_1360
cgd8_4410
cgd8_3220
cgd6_2260
cgd5_4130
cgd3_260
cgd2_1980
cgd8_2060
cgd6_3160
cgd6_5110
cgd8_620
cgd3_600
cgd4_820
cgdl_3430
cgd7_ 3810
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237 bp / 78 AAs
234 bp / 77 AAs
282 bp / 93 AAs
291 bp / 96 AAs
228 bp / 75 AAs
207 bp / 68 AAs
234 bp /77 AAs
270 bp / 89 AAs
240 bp / 79 AAs
204 bp / 67 AAs
207 bp / 68 AAs
222 bp / 73 AAs
222 bp / 73 AAs
225 bp / 74 AAs
231 bp /76 AAs
213 bp / 70 AAs
225 bp / 74 AAs
378 bp / 125 AAs
222 bp / 73 AAs
210 bp / 69 AAs
273 bp / 90 AAs
183 bp / 60 AAs
207 bp / 68 AAs
228 bp / 75 AAs
240 bp / 79 AAs
222 bp / 73 AAs
207 bp / 68 AAs
318 bp / 105 AAs
213 bp / 70 AAs
222 bp /73 AAs
216 bp / 71 AAs
243 bp / 80 AAs
207 bp / 68 AAs

yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes
yes

no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no
no

0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%
0%




Chro.50247 hypothetical protein cgd5_4190 10 312 bp /103 AAs yes no 0%
Chro.80118 hypothetical protein cgd2_1590 10 228 bp / 75 AAs yes no 0%
Chro.80410 hypothetical protein cgdl 2850 10 300 bp / 99 AAs yes no 0%




Reciprocal !
Data from CryptoDB and NCBI Blast
BLAST
C. parvum Function C. hominis Sequence N
gene target % identity length C hominis C parvum % identity  Probability = Homologous gene(s)
cgd6_5320 hypothetical protein with similarity to many Chro.60073 0 2811 bp/
plasmodium proteins 936 AAs no yes 0%
cgd2_80 ABC transporter family protein, 2x AAA domain  Chro.80487 0 4431 bp /
1476 AAs no yes 0%
cgd5_330 hypothetical protein Chro.70096 0 3504 bp / 0.91 C hominis TU502 hypothetical protein
1167 AAs no yes 0% Chro.70096
cgd5_1000 hypothetical protein Chro.60190 0 2112 bp/
703 AAs no yes 0%
cgd4_1740  possible HSMGG motif (esterase?) Chro.80330 1 3078 bp /
1025 AAs no yes 0%
cgd4_1330 NADPH-dependent FMN FAD containing Chro.60070 1 2460 bp /
oxidoreductase , transcripts identified by EST 819 AAs no yes 0%
cgd4_290 putative protein phosphatase 2A regulatory B Chro.80116 1
subunit, highly conserved but no plasmodium 2076 bp /
hits 691 AAs no yes 0%
cgd3_500 putative fucose translocator with 8 Chro.40126 1
transmembrane domains, within locus of 3 1185 bp /
paralogous genes 394 AAs no yes 0%
cgd3_2870 similarity of possible bacterial origin within Chro.00004 1
discrete region similar to long-chain fatty acid 2334 bp /
acyl-CoA synthetases 777 AAs no yes 0%
cgd6_440 PP2Cc like protein phosphatise Chro.80459 1 1602 bp /
533 AAs no yes 0%
cgdl_110 predicted secreted protein, signal peptide, Chro.10158 1 1221 bp/
paralogs 406 AAs no yes 0%
cgd6_540 Ser/Thr protein kinase Chro.10402 1 2841 bp/
946 AAs no yes 0%
cgd4_1570 hypothetical protein, possible conserved Chro.50401 1 1224 bp /
407 AAs no yes 0%
cgd3_4240 insulinase like peptidase Chro.50235 1 3342 bp/
1113 AAs no yes 0% 0.87 C parvum Chr 6
cgd3_2640 hypothetical protein with conserved domain Chro.40078 1 1311 bp/
436 AAs no yes 0%
cgd5_4190 hypothetical protein Chro.20329 1 2247 bp /
748 AAs no yes 0%




cgd4_1130 PhnP like hydrolase of the Chro.10012 1065 bp /
metallobetalactamase fold 354 AAs no yes 0%
cgd2_4380 signal peptide, repeats, gene anchored to Chro.10099 1434 bp /
telomere 477 AAs no yes 0%
cgd5_4000 hypothetical protein Chro.40042 2034 bp /
677 AAs no yes 0%
cgd3_510 putative fucose translocatorw ith 8 Chro.30381
transmembrane domains, within locus of 3 1170 bp /
paralogous genes 389 AAs no yes 0%
cgd6_320 hypothetical protein with signal peptide and 8 Chro.80433
transmembrane domains, amino terminl region
conserved in plasmodium, transcripts identified by 2427 bp /
EST 808 AAs no yes 0%
cgd2_10 hypothetical protein Chro.50504 1338 bp /
445 AAs no yes 0%
cgd8_2370 adenosine kinase like ribokinase Chro.40163 97% 0.0 C parvum adenosine kinase (AK) gene
1188 bp / 1% 0.31 C parvum lowa Il hypothetical protein
395 AAs no yes cgd8_4780
cgd6_670 extacellular protein with a signal peptide, Chro.70432
clostripain like caspase/hemoglobinase 4824 bp /
domain, notch domain and 2 EGF domains 1607 AAs no yes 0%
cgdl_360 similar to Noc2p N-terminus Chro.60406 2511 bp/
836 AAs no yes 0%
cgd4_1780 ring domain protein Chro.50317 1434 bp /
477 AAs no yes 0%
cgd6_5120  protein with two PHD Zn fingers that is probably =~ Chro.40494 687 bp /
involved in chromatin function 228 AAs no yes 0%
cgd4_3990 hypothetical protein with possible Chro.70342 1743 bp /
transmembrane domain near N-terminus 580 AAs no yes 0%
cgd6_1130 hypothetical protein with signal peptide Chro.40330 1827 bp /
608 AAs no yes 0%
cgd6_5510 telomeric insulinase-like protease with signal Chro.40328 C parvum isolate Ontario zinc protease
peptide telomerase
C parvum isolate Michigan zinc protease
telomerase
1473 bp / C parvum isolate Georgia zinc protease
490 AAs no yes 41% 0.0 telomerase
cgd2_3800 hypothetical protein Chro.60478 1110 bp/ 4.5 C parvum lowa Il DHHC family palmitoyl
369 AAs no yes 2% transferase cgd8_ 4730
cgd5_4510 hypothetical protein Chro.40216 789 bp /
262 AAs no yes 0%
cgd5_320 carboxylesterase , lysophospholipase, signal Chro.10070 1422 bp /
peptide 473 AAs no yes 0%




cgd2_2430

cgd2_100

cgd3_1090

cgd8_3150

cgd4_4160

cgdl_960

cgd5_3290

cgd2_3970

cgd8_620

cgd6_1810

cgd6_5520

cgd6_5020

cgd5_3250

cgd5_190

cgd4_3920
cgd4_90

cgdl_3280
cgd6_220

cgd?7_730

ximpact ortholog conserved protein seen in
bacteria and eukaryotes
hypothetical protein

Rrp9p/U3-55K-family snoRNP-associated
protein with several WD40 repeats

hypothetical conserved protein, transcripts
identified by EST
possible carboxypeptidase

RING finger containing protein
transcription elongation factor TFIIS
RRM domain containing protein
hypothetical protein

hypothetical protein
peptidase'insulinase like peptidase’
protein with WDA40 repeats

secreted lipopolysaccharide sugar transferase
like family 8 glycosyltransferase

plasmodium conserved protein
DinB/family X-type DNA polymerase
hypothetical protein, similarity to Rrp7p
hypothetical protein

hypothetical protein, possible G-patch domain

hypothetical protein

Chro.10042

Chro.30403

Chro.50400

Chro.30367

Chro.20426

Chro.20379

Chro.60122

Chro.40100

Chro.20223

Chro.10285

Chro.40162

Chro.50196

Chro.10377

Chro.20379

Chro.30486

Chro.70603

Chro.40376

Chro.30092

Chro.40021

873 bp/
290 AAs
723 bp /
240 AAs

1374 bp /
457 AAs

582 bp /
193 AAs
1371 bp/
456 AAs

1458 bp /
485 AAs

702 bp /
233 AAs

670 bp /
222 AAs
783 bp /
260 AAs
675 bp /
224 AAs

1713 bp /
570 AAs
651 bp /
216 AAs

477 bp /
158 AAs

1041 bp /
346 AAs

1077 bp /
358 AAs

531 bp /
176 AAs
939 bp /
312 AAs

534 bp /
177 AAs
441 bp /
146 AAs

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

4%

0%

0%

3%

0%

3e-04

2.1

C parvum lowa Il archeo-eukaryotic
exosomal RNAse cgd4_3930

C parvum lowa Il hypothetical protein
cgd5_260




cgd6_3440
cgd5_4460

cgd3_990
cgd8_210

cgd4_20

cgd5_210
cgd4_4000

cgd5_290
cgd8_3690

cgd3_2660

cgd6_1650

cgd8_5070

cgd6_3000

cgd6_970
cgd3_4320

cgd3_1410

cgd2_4000
cgd6_200

cgd6 4980

hypothetical protein
hypothetical protein
CG6144-like AlkB

transcription factor TFIID, TBP

hypothetical protein having a signal peptide,
telomeric gene

hypothetical protein

possible ribosomal-protein-alanine
acetyltransferase

hypothetical protein, 6 transmembrane domains

mitosis protein DIM1

hypothetical protein

conserved hypothetical protein

hypothetical protein

ferredoxin-like protein Fd1, putative

hypothetical protein
possible similarity to RNA polymerase Rpb4

small hypothetical protein with transcripts
identified by EST

hypothetical protein

cryptosporidium oocyst wall protein 8,
CpCOWRPS, signal peptide

hypothetical protein

Chro.30421

Chro.20065

Chro.30338

Chro.60267

Chro.30460

Chro.50157
Chro.30486

Chro.10356

Chro.70416

Chro.30288

Chro.30100

Chro.10357

Chro.30168

Chro.40119

Chro.50268

Chro.60411

Chro.40338
Chro.60138

Chro.80548

570 bp /
189 AAs
1023 bp /
340 AAs
543 bp /
180 AAs

588 bp /
195 AAs

1008 bp /
335 AAs

3258 bp /
1085 AAs

459 bp /
152 AAs

762 bp /
253 AAs
429 bp /
142 AAs
612 bp /
203 AAs

618 bp /
205 AAs
487 bp /
161 AAs

937 bp /
311 AAs

607 bp /
201 AAs

427 bp /
141 AAs

333 bp/
110 AAs
405 bp /
134 AAs

1374 bp /
457 AAs
384 bp/
127 AAs

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

4%
6%

0%

0%

0%

0%

0%

0.13
21

C parvum lowa Il protein kinase cgd1_400
C parvum lowa |l putative peptidase family
C54 cgd3_2920




cgd3_3760

cgd8_5100
cgd6_380

cgd4_2400

cgd6_930

cgd5_4530

cgd4_2290
cgd5_260
cgdl_3770
cgd7_2120
cgd5_2650
cgd6_1240
cgd7_5070

cgd6_910

cgd3_2290
cgdl_430

cgd5_4550
cgd5_570

cgd8_ 4590

small protein with possible EF hand domains,
calmodulin like

hypothetical protein

hypothetical protein with signal peptide and 4
transmembrane domains, possible
apicomplexan conserved

60S ribosomal protein L31, transcript identified
by EST

Dim1p-like ERMB/KSGA methylase

hypothetical protein with signal peptide and 2
cryptosporidium-specific paralogs

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

small conserved protein

protein with possible 2 transmembrane
domains, possible ER retention signal, similar
to Sec20 is a membrane glycoprotein

associated with secretory pathway

possible domain AAA, ATpase family

possible emp24/gp25L/p24 family protein,
transmembrane domain, trancript detected by
EST

hypothetical protein

hypothetical protein, 5 transmembrane domains
near N-terminus

hypothetical protein

Chro.60242

Chro.30413
Chro.10229

Chro.50110

Chro.70119

Chro.20423

Chro.70304

Chro.60196

Chro.10098

Chro.70293

Chro.50182

Chro.50381

Chro.70226

Chro.30424

Chro.20457
Chro.70470

Chro.80514
Chro.80285

Chro.10011

432 bp |/
143 AAs
525 bp /
174 AAs

444bp/
147 AAs

426 bp /
141 AAs
1158 bp /
385 AAs

819 bp /
272 AAs
417 bp /
138 AAs
2478 bp /
825 AAs
303 bp /
100 AAs
411 bp/
136 AAs
423 bp |/
140 AAs
468 bp /
155 AAs
387 bp/
128 AAs

405 bp /
134 AAs
393 bp /
130 AAs

393 bp /
130 AAs
426 bp /
141 AAs

408 bp /
135 AAs
675 bp /
224 AAs

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%




cgdl_2270
cgd6_1850

cgd6_2400
cgd8_2140
cgdl_900
cgd5_3440
cgd6_4100
cgd5_4200
cgd7_1880
cgd8_1130

cgd6_5220
cgd3_3400

cgd3_1040

cgdl_3140

cgdl_3560

cgd4_1260

cgd3_2550

cgd3_3890

cgd7_1070

cgd8 1710

40S ribosomal protein S26

anaphase promoting complex subunit 10,
putative

hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
hypothetical protein
transcription initiation factor 1A
60S ribosomal protein L44
hypothetical protein

cysteine-rich protein with zinc finger

similar to hypothetical protein, domain with
limited similarity to a domain RPA14, replication
protein A (RPA), subunit RPA14

hypothetical protein

P-loop nucleotide (UMP) kinase
hypothetical protein
possible tRNA-INTRON ENDONUCLEASE

hypothetical protein with carboxy terminus motif
shared with DNA-directed RNA polymerase
subunit and TFIIS

60S ribosomal protein L30, pelota RNA binding
domain containing protein

snRNP core protein homolog Sm-X5. SM
domain containing protein.

hypothetical protein

Chro.10099
Chro.70143

Chro.30048

Chro.60133

Chro.50153

Chro.10387

Chro.80087

Chro.80451

Chro.10216

Chro.80542

Chro.30098
Chro.60246

Chro.70399

Chro.80460

Chro.80398

Chro.40032

Chro.80053

Chro.40217

Chro.70451

Chro.70483

324 bp/
107 AAs

441bp/
146 AAs
355 bp /
117 AAs
312bp/
103 AAs
318 bp/
105 AAs
312bp/
103 AAs
306 bp /
101 AAs
336 bp /
111 AAs
315bp /
104 AAs
384 bp/
127 AAs

1929 bp /
642 AAs

333 bp/
110 AAs
345 bp /
114 AAs

618 bp /
205 AAs
381 bp/
126 AAs
477 bp |/
158 AAs

612 bp /
203 AAs

336 bp /
111 AAs

324 bp /
107 AAs
375bp/
124 AAs

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%

0%




312 bp/

cgd7_1870 hypothetical protein Chro.70265 103 AAs no yes 0%
288 bp/
cgd7_690 small nuclear ribonucleoprotein Chro.30192 95 AAs no yes 0%
306 bp /
cgd4_1250 hypothetical protein Chro.80610 101 AAs no yes 0%
378 bp/
cgd4_1500 hypothetical protein Chro.10355 125 AAs no yes 0%
297 bp /
cgd4_2030 centromeric histone h3-like protein, cse4 like Chro.80310 98 AAs no yes 0%
366 bp /
cgd3_ 2380 hypothetical protein Chro.30018 121 AAs no yes 0%
324 bp/
cgdl_1190 hypothetical protein Chro.70205 107 AAs no yes 0%
cgd4 2830 Mral/NEPL1 like protein, involved in pre-rRNA Chro.80070 651 bp /
processing, adjacent genes putative paralogs 216 AAs no yes 0%
417 bp /
cgd6_4900 acylphosphatase, putative Chro.20235 138 AAs no yes 0%
309 bp/
cgd3_2340 hypothetical protein Chro.50232 102 AAs no yes 0%
243 bp /
cgdl_300 40S ribosomal protein S21 Chro.80601 80 AAs no yes 0%
cgdl 2880 13 kda membrane protein subunit Chro.40430
[cryptosporidium parvum, sporozoites, peptide, 234 bp/
119 aa], transcript identified by EST 77 AAs no yes 0%
333 bp/
cgd6_340 hypothetical protein Chro.50342 110 AAs no yes 0%
312bp/
cgd3_1070 synaptobrevin like SNARE Chro.70137 103 AAs no yes 0%
486 bp /
cgd8_4560 hypothetical protein Chro.70144 161 AAs no yes 0%
cgd3_1420 conserved small protein, transcript identified by ~ Chro.80150 231 bp/
EST 76 AAs no yes 0%
285bp/
cgd7_170 hypothetical protein Chro.20017 94 AAs no yes 0%
cgd5_470 hypothetical protein, transcripts identified by Chro.30098 534 bp/
EST 177 AAs no yes 0%
cgd3_2250 60S ribosomal protein L37A, transcripts Chro.80242 264 bp/
identified by EST 87 AAs no yes 0%
222 bp/
cgd7_3520 hypothetical protein Chro.80114 73 AAs no yes 0%
309 bp/
cgd8 3550 hypothetical protein Chro.40249 102 AAs no yes 0%




cgd8_4050
cgdl_3410

cgd2_620

cgd5_1430

cgdl_3430
cgdl_3370

cgd2_2150
cgd2_320
cgd5_280
cgd4_1810

cgd7_510

cgd3_370
cgd6_3710

cgd5_4060

cgd2_140

cgd3_3730
cgd4_4070

cgd4_4170

cgd2_3280

ribosomal protein S29

possible domain similar to DUF392, domain of
unknown function (DUF392), probable DNA
replication complex GINS protein PSF2

similar to protein translocation complex beta;
protein transport protein SEC61 beta subunit

hypothetical protein

hypothetical protein

similarity to domain KOG2265, KIAA1068
protein and nuclear distribution protein NUDC

hypothetical protein

similar to uncharacterized expressed protein

signal peptide containing protein with 6
transmembrane domains

hypothetical protein

RNA polymerase Ill subunit C11

hypothetical protein

40S ribosomal protein S30, transcripts
identified be EST

protein with N-terminal region ZnF U1 domain,
similar to U1 snRNP-specific protein

similar to IMP4 family, transcript identified by
EST

hypothetical protein
hypothetical protein

hypothetical protein

hypothetical protein

Chro.40360
Chro.30126

Chro.50406

Chro.60269

Chro.70011
Chro.20426

Chro.10022

Chro.80073

Chro.50351

Chro.40032

Chro.50080

Chro.40348
Chro.40296

Chro.80265

Chro.60522

Chro.30098

Chro.20236

Chro.40476

Chro.40348

195 bp /
64 AAs

273bp /
90 AAs

201 bp /
66 AAs

387 bp /
128 AAs
312bp/
103 AAs

636 bp /
211 AAs
408 bp /
135 AAs

481 bp /
159 AAs

963 bp /
320 AAs
354 bp /
117 AAs

189 bp /
62 AAs

315 bp /
104 AAs

180 bp /
59 AAs

597 bp /
198 AAs

321 bp/
106 AAs

369 bp /
122 AAs
315bp /
104 AAs
462bp /
153 AAs

375bp /
124 AAs

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%

0%

0%

2%

0%

0%

0%

0%

0%

0%

5%

0%

10%

0%

0.25 C parvum lowa |l mannose-1-phosphate
guanylyltransferase cgd2_1770

5.6 C parvum lowa Il RAD1, NH2 terminal
ERCC4-like helicase domain cgd4_2970

9e-18 C parvum lowa Il hypothetical protein
cgd4_4180




cgd4_1750
cgd2_2870

cgd6_3320

cgd2_350

cgd3_3810

cgdl_1770

hypothetical protein

similar to 40S ribosomal protein S28, no good
start Met

ypothetical protein (user's comment: partially
encodes an MHC binding peptide)

60S ribosomal protein L39, transcripts identified
be EST

similar to clathrin adaptor complex, small
subunit

domain similar to KOG3415, putative Rab5-
interacting protein

Chro.70464
Chro.10245

Chro.10343

Chro.80185

Chro.40020

Chro.70125

10

10

10

333 bp/
110 AAs

207 bp /
68 AAs

321bp/
106 AAs

168 bp /
55 AAs

420bp /
139 AAs

288 bp /
95 AAs

no

no

no

no

no

no

yes

yes

yes

yes

yes

yes

0%

0%

0%

0%

0%

0%
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1
ch2_cgd2_80 (1)
ch3 _cgd2_80 (1)
ch4_cgd2_80 (1)
TU502_cgd2_80 (1)
rabbitl_cgd2_80 (1)
rabbit2_cgd2_80 (1)
rabbit3_cgd2_80 (1)
rabbit4_cgd2_80 (1)
cp2_cgd2_80 (1)
cp3_cgd2_80 (1)
cp4_cgd2_80 (1)
lowa_cgd2_80 (1)
Moredun_cgd2_80 (1)
w65_cgd2_80 (1)
w66_cgd2_80 (1)
w67_cgd2_80 (1)
w70_cgd2_80 (1)

c.meleagridis_cgd2_80 (1)

61
ch2_cgd2_80 (61)
ch3_cgd2_80 (61)
ch4_cgd2_80 (61)
TU502_cgd2 80 (61)
rabbitl_cgd2_80 (61)
rabbit2_cgd2_80 (61)
rabbit3_cgd2_80 (61)
rabbit4_cgd2_80 (61)
cp2_cgd2_80 (61)
cp3_cgd2_80 (61)
cp4_cgd2_80 (61)
lowa_cgd2_80 (61)
Moredun_cgd2_80 (61)
w65_cgd2_80 (61)
w66_cgd2_80 (61)
w67_cgd2_80 (61)
w70_cgd2_80 (61)

c.meleagridis_cgd2_80 (61)

121
ch2_cgd2_80 (121)
ch3_cgd2_80 (121)
ch4_cgd2_80 (121)
TU502_cgd2_80 (121)
rabbitl_cgd2_80 (121)
rabbit2_cgd2_80 (121)
rabbit3_cgd2_80 (121)
rabbit4_cgd2_80 (121)
cp2_cgd2_80 (121)
cp3_cgd2_80 (121)
cp4_cgd2_80 (121)
lowa_cgd2_80 (121)
Moredun_cgd2_80 (121)
w65_cgd2_80 (121)
w66_cgd2_80 (121)
w67_cgd2_80 (121)
w70_cgd2_80 (121)

c.meleagridis_cgd2_80 (121)

181
ch2_cgd2_80 (181)
ch3_cgd2_80 (181)
ch4_cgd2_80 (181)
TU502_cgd2_80 (181)
rabbitl_cgd2_80 (181)

+)= D

60
TGATATGTTGATTATAGATACATGTATTGTGAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTEAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTEAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTEAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTEAMATIGTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATARTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATARTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATARTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATRTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATARTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATRTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATRTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATARTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATRTTTCCAGTTTAGCACCAGT
TGATATGTTGATTATAGATACATGTATTGTGAMATATTTCCAGTTTAGCACCAGT

120
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATEICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBEICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATEICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBEICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATBEICATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATACCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATACCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATACCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATACCATT
ATTGACAATCATAGGTCAGACAATATTTATTGTATATACATTTCCTTATATCATT

180
TTTTCTTATATGGATAATGCTTATTATAXKICAATATG CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAXKICAATATG CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAKZCAATATE CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAXKICAATATG CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATARZCAATATE CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAXICAATATG CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAKICAATATG CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATAKZCAATATE CTCAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABROCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABZGATATGCTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABROCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABROCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABZGATATGCTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABXCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABZOGATATGCTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABXOCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABXCATATAECTTAAATTTATTTCATCTTA
TTTTCTTATATGGATAATGCTTATTATABZGATATGCTTAAATTTATTTCATCTTA

240
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG

- 244 -



rabbit2_cgd2_80 (181)
rabbit3_cgd2_80 (181)
rabbit4_cgd2_80 (181)
cp2_cgd2_80 (181)
cp3_cgd2_80 (181)
cp4_cgd2_80 (181)
lowa_cgd2_80 (181)
Moredun_cgd2_80 (181)
w65_cgd2_80 (181)
w66_cgd2_80 (181)
w67_cgd2_80 (181)
w70_cgd2_80 (181)
c.meleagridis_cgd2_80 (181)
241
ch2_cgd2_80 (241)
ch3_cgd2_80 (241)
ch4_cgd2_80 (241)
TU502_cgd2_80 (241)
rabbitl_cgd2_80 (241)
rabbit2_cgd2_80 (241)
rabbit3_cgd2_80 (241)
rabbit4_cgd2_80 (241)
cp2_cgd2_80 (241)
cp3_cgd2_80 (241)
cp4_cgd2_80 (241)
lowa_cgd2_80 (241)
Moredun_cgd2_80 (241)
w65_cgd2_80 (241)
w66_cgd2_80 (241)
w67_cgd2_80 (241)
w70_cgd2_80 (241)
c.meleagridis_cgd2_80 (241)

*4C-:: % *$

1
ch2_cgd6_200 (1)
ch3_cgd6_200 (1)
ch4_cgd6_200 (1)
TU502_cgd6_200 (1)
rabbitl_cgd6_200 (1)
rabbit2_cgd6_200 (1)
rabbit3_cgd6_200 (1)
rabbit4_cgd6_200 (1)
cp2_cgd6_200 (1)
cp3_cgd6_200 (1)
cp4_cgd6é_200 (1)
lowa_cgd6_200 (1)
Moredun_cgd6_200 (1)
w65_cgd6_200 (1)
w66_cgd6_200 (1)
w67_cgd6_200 (1)
w70_cgd6_200 (1)

C. meleagridis_cgd6_200 (1)

61
ch2_cgd6_200 (61)
ch3_cgd6_200 (61)
ch4_cgd6_200 (61)
TU502_cgd6_200 (61)
rabbitl_cgd6_200 (61)
rabbit2_cgd6_200 (61)
rabbit3_cgd6_200 (61)
rabbit4_cgd6_200 (61)
cp2_cgd6_200 (61)
cp3_cgd6_200 (61)
cp4_cgd6_200 (61)
lowa_cgd6_200 (61)
Moredun_cgd6_200 (61)

TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCRATATCTETTTTTCCTCAATATGTGGAATATTTTCTGG
TAGGGAATATCAGAGGTCAATATCTCTTTTTCCTCAATATGTGGAATATTTTCTGG

AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC
AACACAGC

60
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAALHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCARCH¥T GCGTTGCTAGAGIAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAACHNT GCGTTGCTAGAGRAGAT
GGTGTGTCCAACAGGATATACTTTGGATTCAAXHNT GCGTTGCTAGASIAGAT

120
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATGAACTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BESFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BGESFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BESFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BESFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BESFGATTAATTGTATGAA
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w65_cgd6_200 (61)
w66_cgd6_200 (61)
W67 _cgd6_200 (61)
w70_cgd6_200 (61)

C. meleagridis_cgd6_200 (61)

121
ch2_cgd6_200 (121)
ch3_cgd6_200 (121)
ch4_cgd6_200 (121)

TU502_cgd6_200 (121)
rabbitl_cgd6_200 (121)
rabbit2_cgd6_200 (121)
rabbit3_cgd6_200 (121)
rabbit4_cgd6_200 (121)
cp2_cgd6_200 (121)
cp3_cgd6_200 (121)
cp4_cgd6_200 (121)
lowa_cgd6_200 (121)
Moredun_cgd6_200 (121)
w65_cgd6_200 (121)
w66_cgd6_200 (121)
w67_cgd6_200 (121)
w70_cgd6_200 (121)

C. meleagridis_cgd6_200 (121)
1

81
ch2_cgd6_200 (181)
ch3_cgd6_200 (181)
ch4_cgd6_200 (181)

TU502_cgd6_200 (181)
rabbitl_cgd6_200 (181)
rabbit2_cgd6_200 (181)
rabbit3_cgd6_200 (181)
rabbit4_cgd6_200 (181)
cp2_cgd6_200 (181)
cp3_cgd6_200 (181)
cp4_cgd6_200 (181)
lowa_cgd6_200 (181)
Moredun_cgd6_200 (181)
w65_cgd6_200 (181)
w66_cgd6_200 (181)
w67_cgd6_200 (181)
w70_cgd6_200 (181)

C. meleagridis_cgd6_200 (181)

241
ch2_cgd6_200 (241)
ch3_cgd6_200 (241)
ch4_cgd6_200 (241)

TU502_cgd6_200 (241)
rabbitl_cgd6_200 (241)
rabbit2_cgd6_200 (241)
rabbit3_cgd6_200 (241)
rabbit4_cgd6_200 (241)
cp2_cgd6_200 (241)
cp3_cgd6_200 (241)
cp4_cgd6_200 (241)
lowa_cgd6_200 (241)
Moredun_cgd6_200 (241)
w65_cgd6_200 (241)
w66_cgd6_200 (241)
w67_cgd6_200 (241)
w70_cgd6_200 (241)

C. meleagridis_cgd6_200 (241)

301
ch2_cgd6_200 (301)
ch3_cgd6_200 (301)
ch4_cgd6_200 (301)

TU502_cgd6_200 (301)
rabbitl_cgd6_200 (301)
rabbit2_cgd6_200 (301)
rabbit3_cgd6_200 (301)
rabbit4_cgd6_200 (301)
cp2_cgd6_200 (301)
cp3_cgd6_200 (301)
cp4_cgd6_200 (301)
lowa_cgd6_200 (301)
Moredun_cgd6_200 (301)
w65_cgd6_200 (301)
w66_cgd6_200 (301)
w67_cgd6_200 (301)
w70_cgd6_200 (301)

C. meleagridis_cgd6_200 (301) C

361

AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT BISFGATTAATTGTATGAA
AATGCCAGAAAGAGTCTGCTTGAATGGAGGAGAAT FASFGATTAATTGTTTGAA
180
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCABATGAAATECCAGEBGAATATACATTGGTAGGTGAAAATATGTG
GACAACAAACCCAAATGAAATGCCAGARGAATATACATTGGTAGGTGAAAATATGTG
240
TCAAAAGAATGTTGAGATAOGEAGTTGCTATIGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAGEAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAOGEAGTTGCTATIGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAOGEAGTTGCTATIGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAGEAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAOGEAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAGEAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAOGEAGTTGCTATIGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATEELAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATTERAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATEELAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATTERAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATEELAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATEELAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATTERAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATEELAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATTERLAGTTGCTATGCCCATCAGGATACTTTAACTGA
TCAAAAGAATGTTGAGATAOGEAGTTGCTATGCCCATCAGGATACTTTAACTGA
300
CGGTCAAATGTGCBEEXTCAAAMACTGTTGCACATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCBGIETCAAMACTGTTGCAGIATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCBEEXTCAAAMACTGTTGCACATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCBGIETCAAMACTGTTGCAGIATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAAMACTGTTGCAGIATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAEEXTCAAAMACTGTTGCACATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAAMACTGTTGCAGIATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAREEXTCAAAMACTGTTGCACATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAEEXTCAAAGACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAEEXTCAAAGACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAEEXTCAAAGACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCRGETCAALACTGTTGCARATCAAGAAATGTATGCAAGGAGT
CGGTCAAATGTGCAGE TCAAAGACTGTTGCARATCAAGAAATGTATGCAAGGAGT
360
TTTAAATGAAATGCARAGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMAGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCARAGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMAGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCARAGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCARAGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMAGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCARAGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMIGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMRGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMRGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMIGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMRGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMIGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMRGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMRGAATGATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTTAAATGAAATGCAMIGAAT@ATCTTACAAAAGAGTGTATCCCCAATTAGTACCTG
TTAAATGAAATGCABRGAATEATCTTGCAAAAGAGTGTATCCCCAATTAGTACCTG
420
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ch2_cgd6_200 (361)
ch3_cgd6_200 (361)
ch4_cgd6_200 (361)
TU502_cgd6_200 (361)
rabbitl_cgd6_200 (361)
rabbit2_cgd6_200 (361)
rabbit3_cgd6_200 (361)
rabbit4_cgd6_200 (361)
cp2_cgd6_200 (361)
cp3_cgd6_200 (361)
cp4_cgd6_200 (361)
lowa_cgd6_200 (361)
Moredun_cgd6_200 (361)
w65_cgd6_200 (361)
w66_cgd6_200 (361)
w67_cgd6_200 (361)
w70_cgd6_200 (361)
C. meleagridis_cgd6_200 (361)

*6C-05: % *$

1
ch2_cgd8_2370 (1)
ch3_cgd8 2370 (1)
ch4_cgd8_2370 (1)

TU502_cgd8_2370 (1)
rabbitl_cgd8 2370 (1)
rabbit2_cgd8 2370 (1)
rabbit3_cgd8 2370 (1)
rabbit4_cgd8_ 2370 (1)

cp2_cgd8_2370 (1)
cp3_cgd8 2370 (1)
cp4_cgd8_2370 (1)
lowa_cgd8_2370 (1)
Moredun_cgd8_2370 (1)
w65_cgd8_2370 (1)
w66_cgd8_2370 (1)
w67_cgd8_2370 (1)
w70_cgd8_2370 (1)
c.meleagridis_cgd8_2370 (1)
61

ch2_cgd8 2370 (61)
ch3_cgd8 2370 (61)
ch4_cgd8 2370 (61)
TU502_cgd8 2370 (61)
rabbitl_cgd8_2370 (61)
rabbit2_cgd8 2370 (61)
rabbit3_cgd8_2370 (61)
rabbit4_cgd8 2370 (61)
cp2_cgd8_2370 (61)
cp3_cgd8_2370 (61)
cp4_cgd8_ 2370 (61)
lowa_cgd8_2370 (61)

Moredun_cgd8_2370 (61)
w65_cgd8_2370 (61)
w66_cgd8_2370 (61)
w67_cgd8_2370 (61)
w70_cgd8_2370 (61)

c.meleagridis_cgd8_2370 (61)

121

ch2_cgd8_2370 (121)
ch3_cgd8_2370 (121)

TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGARATATGA
TCCATCACCTGATTTCACTTTAGTTAGTAATGAAAGATGTGTAAGAGRATATGA

60
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATTREACCATATRCTAACAAGGCGAATCTGGAAACAGCA
ACGGAAATTGGAATTGAATT BEACCATATGCTAMAAAGGCGAATCTGGAAACAGCA

120
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTAGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTAGAGGATTAGGAGCTGCT
AAATGCGTAGAN TTGTAACTGAAGAAGAGAGBBTTCTAGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTAGAGGATTAGGAGCTGCT
AAATGCGTAGNTTTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAGTTTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAGNTTTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAGTTTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTCCAGGATTAGGAGCTGCT
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAAN TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAG@NM TTGTAACTGAAGAAGAGAGBBTTCTCGAGGATTAGGAGCTGCT
AAATGCGTAANM TTGTAACTGAAGAAGAGAGABTTCTCGASGGATTAGGAGCTGCT

180
AAGGAATATTERATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTRATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
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ch4_cgd8_2370 (121)

TU502_cgd8_2370 (121)
rabbitl_cgd8 2370 (121)
rabbit2_cgd8 2370 (121)
rabbit3_cgd8_2370 (121)
rabbit4_cgd8 2370 (121)
cp2_cgd8_2370 (121)
cp3_cgd8_2370 (121)
cp4_cgd8_2370 (121)
lowa_cgd8_2370 (121)

Moredun_cgd8_2370 (121)
w65_cgds_2370 (121)
w66_cgd8_2370 (121)
w67_cgd8_2370 (121)
w70_cgd8_2370 (121)

c.meleagridis_cgd8_2370 (121)

181

ch2_cgd8_2370 (181)
ch3_cgd8_2370 (181)
ch4_cgd8 2370 (181)
TU502_cgd8_2370 (181)
rabbitl_cgd8_ 2370 (181)
rabbit2_cgd8 2370 (181)
rabbit3_cgd8 2370 (181)
rabbit4_cgd8_2370 (181)
cp2_cgd8_2370 (181)
cp3_cgd8_2370 (181)
cp4_cgd8_2370 (181)
lowa_cgd8_2370 (181)
Moredun_cgd8_2370 (181)
w65_cgd8_2370 (181)
w66_cgds_2370 (181)
w67_cgd8_2370 (181)
w70_cgd8_2370 (181)
c.meleagridis_cgd8_2370 (181)
241
ch2_cgd8 2370 (241)
ch3_cgd8_2370 (241)
ch4_cgd8_2370 (241)
TU502_cgd8_2370 (241)
rabbitl_cgd8 2370 (241)
rabbit2_cgd8_2370 (241)
rabbit3_cgd8 2370 (241)
rabbit4_cgd8 2370 (241)
cp2_cgd8_2370 (241)
cp3_cgd8_2370 (241)
cp4_cgd8_2370 (241)
lowa_cgd8_2370 (241)
Moredun_cgd8_2370 (241)
w65_cgds_2370 (241)
w66_cgd8_2370 (241)
w67_cgds_2370 (241)
w70_cgd8_2370 (241)
c.meleagridis_cgd8_2370 (241)
301
ch2_cgd8_2370 (301)
ch3_cgd8 2370 (301)
ch4_cgd8_2370 (301)
TU502_cgd8_2370 (301)
rabbitl_cgd8_ 2370 (301)
rabbit2_cgd8_ 2370 (301)
rabbit3_cgd8_2370 (301)
rabbit4_cgd8_ 2370 (301)
cp2_cgd8_2370 (301)
cp3_cgd8_2370 (301)
cp4_cgd8_2370 (301)
lowa_cgd8_2370 (301)
Moredun_cgd8_2370 (301)
w65_cgd8_2370 (301)
w66_cgds_2370 (301)
w67_cgd8_2370 (301)
w70_cgd8_2370 (301)
c.meleagridis_cgd8_2370 (301)
361
ch2_cgd8_2370 (361)
ch3_cgd8_2370 (361)
ch4_cgd8 2370 (361)
TU502_cgd8_2370 (361)
rabbitl_cgd8 2370 (361)
rabbit2_cgd8_2370 (361)
rabbit3_cgd8 2370 (361)
rabbit4_cgd8_2370 (361)

AAGGAATATTRATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAARN TCAAATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAARN TCAAATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAARN TCAAATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAAPN TCAAATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAAPN TCAAATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTEGATTACCACTTTTGAGTCAGAAPM TCAACATGCTTTAAAGACCGCA
AAGGAATATTGATTACCACTTTTGAGTCAGAAPN TCAAATGCTTTAAAGACCGCA
AAGGAATATTTATTTCCACTTTTGAGTCAGAAB TCAMATGCTTTAAAGACCGCA
240
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRCTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AATATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTTT
AGTATATTCGCAACAAGTGGATTCTTTGTTGAAGTTTGTTTCCAGGCAARRTCTT
300
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTIGACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTIGACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTIGACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTCITTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTIGACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTIGACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTTGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTTIGARACTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTIGGCTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTTGGCTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTIGGCTTTCAGCT
GCTCAATATATTCATCAATAGATCTAACGAATGTTATTTGTATTTGGCTTTCAGCT
GCTCAATATATTCATCAATAGGTCTGACGAATGTTCTTTGTGTTCGACTTTCAGCT
360
ACTTATATTCGGAAAAGTATAGAATGAGTTRTCCAACTETACCAATGATTGI AT
ACTTATATTCGGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCGGAAAAGTATAGAATGAGTTRTCCAACTETACCAATGATTGI AT
ACTTATATTCGGAAAAGTATAGAATGAGTTARTCCAACTETACCAATGATTGI AT
ACTTATATTCGGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCGGAAAAGTATAGAATGAGTTARTCCAACTETACCAATGATTGI AT
ACTTATATTCGGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCGGAAAAGTATAGAATGAGTTRTCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGAATGAGTTARTCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCBGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCBGAAAAGTATAGAATGAGTTARTCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCBGAAAAGTATAGAATGAGTTRTCCAACTETACCAATGATTGI AT
ACTTATATTCBGAAAAGTATAGBAATGAGTTATCCAACTETACCAATGATTGH AT
ACTTATATTCBGAAAAGTATARAATGAGTTATTCAACTTTTCCAATGATTGETAT
420
ATCATTGGAAACCAAGAAGAATTCBITITATATAAAAGTATCAAGWATICTTCAA
ATCATTGGAAACCAAGAAGAATTEBITI TATATAAAAGTATCAAGT ATICTTCAA
ATCATTGGAAACCAAGAAGAATTCBITITATATAAAAGTATCAAGWATECTTCAA
ATCATTGGAAACCAAGAAGAATTEBITI TATATAAAAGTATCAAGE ATICTTCAA
ATCATTGGAAACCAAGAAGAATTEBITI TATATAAAAGTATCAAGT ATICTTCAA
ATCATTGGAAACCAAGAAGAATTCBITITATATAAAAGTATCAAGWATECTTCAA
ATCATTGGAAACCAAGAAGAATTCBITI TATATAAAAGTATCAAGT ATICTTCAA
ATCATTGGAAACCAAGAAGAATTCBITITATATAAAAGTATCAAGWATECTTCAA
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cp2_cgd8_2370 (361)
cp3_cgd8_2370 (361)
cp4_cgd8_2370 (361)
lowa_cgd8_2370 (361)
Moredun_cgd8_2370 (361)
w65_cgd8_2370 (361)
w66_cgds_2370 (361)
w67_cgd8_2370 (361)
w70_cgd8_2370 (361)
c.meleagridis_cgd8_2370 (361)
421
ch2_cgd8 2370 (421)
ch3_cgd8_2370 (421)
ch4_cgd8_2370 (421)
TU502_cgd8_2370 (421)
rabbitl_cgd8 2370 (421)
rabbit2_cgd8_2370 (421)
rabbit3_cgd8 2370 (421)
rabbit4_cgd8 2370 (421)
cp2_cgd8_2370 (421)
cp3_cgd8_2370 (421)
cp4_cgd8_2370 (421)
lowa_cgd8_2370 (421)
Moredun_cgd8_2370 (421)
w65_cgds_2370 (421)
w66_cgd8_2370 (421)
w67_cgds_2370 (421)
w70_cgd8_2370 (421)
c.meleagridis_cgd8_2370 (421)
481
ch2_cgd8_2370 (481)
ch3_cgd8 2370 (481)
ch4_cgd8_2370 (481)
TU502_cgd8_2370 (481)
rabbitl_cgd8_ 2370 (481)
rabbit2_cgd8 2370 (481)
rabbit3_cgd8_2370 (481)
rabbit4_cgd8 2370 (481)
cp2_cgd8_2370 (481)
cp3_cgd8_2370 (481)
cp4_cgd8_2370 (481)
lowa_cgd8_2370 (481)
Moredun_cgd8_2370 (481)
w65_cgd8_2370 (481)
w66_cgds_2370 (481)
w67_cgd8_2370 (481)
w70_cgd8_2370 (481)
c.meleagridis_cgd8_2370 (481)
541
ch2_cgd8 2370 (541)
ch3_cgd8_2370 (541)
ch4_cgd8 2370 (541)
TU502_cgd8_2370 (541)
rabbitl_cgd8 2370 (541)
rabbit2_cgd8_2370 (541)
rabbit3_cgd8 2370 (541)
rabbit4_cgd8_2370 (541)
cp2_cgd8_2370 (541)
cp3_cgd8_2370 (541)
cp4_cgd8_2370 (541)
lowa_cgd8_2370 (541)
Moredun_cgd8_2370 (541)
w65_cgd8_2370 (541)
w66_cgd8_2370 (541)
w67_cgds_2370 (541)
w70_cgd8_2370 (541)
c.meleagridis_cgd8_2370 (541)
601
ch2_cgd8_2370 (601)
ch3_cgd8 2370 (601)
ch4_cgd8_2370 (601)
TU502_cgd8_2370 (601)
rabbitl_cgd8 2370 (601)
rabbit2_cgd8 2370 (601)
rabbit3_cgd8_2370 (601)
rabbit4_cgd8_ 2370 (601)
cp2_cgd8_2370 (601)
cp3_cgd8_2370 (601)
cp4_cgd8_2370 (601)
lowa_cgd8_2370 (601)
Moredun_cgd8_2370 (601)
w65_cgds_2370 (601)

ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGWATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGN ATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGWATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGWATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGN ATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGEATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGN ATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGWATCCTTCAA
ATCATTGGAAACCAAGAAGAATTECBITI TATATAAAAGTATCAAGWATCCTTCAA
ATCATTGGAAACCAAGAAGAATTAGITCTATTTAAAAGTATCAAGHATITTTCAA
480
ATTGAAGACGATGZCAACTATTACTTTACAGGATAAATAAATCAACCAGAAABGAT
ATTGAAGACGATGICAACTATTACTTTRCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGICAACTATTACTTTRCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTACAGGATAAATAAATCAACCAGAAABGAT
ATTGAAGACGATGICAACTATTACTTTRCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTACAGGATAAATAAATCAACCAGAAABGAT
ATTGAAGACGATGICAACTATTACTTTRCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGICAACTATTACTTTARCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTEBCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTBCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTEGCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTBCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTBCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTEGCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTBCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTEGCAGGATAAATAAAT CAACCAGAAABGAT
ATTGAAGACGATGZCAACTATTACTTTBCAGGATAAATAAAT CAACCAGAAABGAT
ATTAAAGACGATGEAACTATTACTTTRCAAGATALATTGG CACCCAGAAARGAT
540
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTARCTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTAACTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTARCTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTAACTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTAACTA
CCTTTAGAABAATTCTCACAGAAATTCATABATCTTAACCCACATGTATTARCTA
CCTTTAGAABAATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
GCTTTAGAAGATTCTCACAGAAATTCATEBBATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
GCTTTAGAAGATTCTCACAGAAATTCATEBBATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
GCTTTAGAAGATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
CCTTTAGAABAATTCTCACAGAAATTCATBBATCTTAACCCACATGTATTACTA
GCTTTAGAAGATTCTCACAGAAATTCATEBBATCTTAACCCACATGTATTACTA
GTTTTAGAAACATTCTCACAGAAATTCATABATCTTABCCCACATGTATTALTA
600
TGIACAAGAGECATTTACCCGTTATTTCATTCAACZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACRZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACRZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACZAAGATCCTAARGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACRZAAGATCCTAABGITATATA
TGIACAAGAGECATTTACCCGTTATTTCATTCAACZAAGATCCTAARGITATATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAGBAAGATCCTAARGITETATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAQBAAGATCCTAARGITGTATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAGBBAGATCCTAARGITGTATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAQBAAGATCCTAABRGITETATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAGBBAGATCCTAARGITGTATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAQBAAGATCCTAARGITETATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAATQBAAGATCCTAARGITGTATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAAGBBAGATCCTAARGITGTATA
TGCACAAGAGECATTTACCCGTTATTTCATTCAATQBAAGATCCTAARGITETATA
TGIACAAGAGICATTTACCCGTTATTTCATTCAAGBBAGATCCTAAGGCTATATA
660
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGESEARATTGATGTTAATGGCTGTGGG
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w66_cgd8_2370 (601)
w67_cgds_2370 (601)
w70_cgd8_2370 (601)
c.meleagridis_cgd8_2370 (601)
661
ch2_cgd8_2370 (661)
ch3_cgd8 2370 (661)
ch4_cgd8_2370 (661)
TU502_cgd8_2370 (661)
rabbitl_cgd8_ 2370 (661)
rabbit2_cgd8 2370 (661)
rabbit3_cgd8_2370 (661)
rabbit4_cgd8 2370 (661)
cp2_cgd8_2370 (661)
cp3_cgd8_2370 (661)
cp4_cgd8_2370 (661)
lowa_cgd8_2370 (661)
Moredun_cgd8_2370 (661)
w65_cgd8_2370 (661)
w66_cgds_2370 (661)
w67_cgd8_2370 (661)
w70_cgd8_2370 (661)
c.meleagridis_cgd8_2370 (661)

*-C-10: % *$

1
ch2_cgd2_2430 (1)
ch3_cgd2_2430 (1)
ch4_cgd2_2430 (1)
TU502_cgd2_2430 (1)
rabbitl_cgd2_2430 (1)
rabbit2_cgd2_2430 (1)
rabbit3_cgd2_2430 (1)
rabbit4_cgd2_2430 (1)
cp2_cgd2_2430 (1)
cp3_cgd2_2430 (1)
cp4_cgd2_2430 (1)
lowa_cgd2_2430 (1)
Moredun_cgd2_2430 (1)
w65_cgd2 2430 (1)
w66_cgd2 2430 (1)
w67_cgd2_2430 (1)
w70_cgd2_ 2430 (1)

61
ch2_cgd2_ 2430 (61)
ch3_cgd2 2430 (61)
ch4_cgd2_2430 (61)
TU502_cgd2_ 2430 (61)
rabbitl_cgd2_2430 (61)
rabbit2_cgd2_2430 (61)
rabbit3_cgd2_2430 (61)
rabbit4_cgd2_2430 (61)
cp2_cgd2_2430 (61)
cp3_cgd2_2430 (61)
cp4_cgd2_2430 (61)
lowa_cgd2_2430 (61)
Moredun_cgd2_2430 (61)
w65_cgd2_2430 (61)
w66_cgd2_2430 (61)
w67_cgd2_2430 (61)
w70_cgd2_2430 (61)

121
ch2_cgd2_ 2430 (121)
ch3_cgd2_2430 (121)
ch4_cgd2 2430 (121)
TU502_cgd2_2430 (121)

AAATATCATGAATGTATTCACGTCCCTAAAGEEA@ATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEARATTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAAGEEA@TTGATGTTAATGGCTGTGGG
AAATATCATGAATGTATTCACGTCCCTAAABGGRAGTITGATGTTAATGGCTGTGGG

DOOOOOOOOOOOOOOO OO

60
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTONTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTONTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTONTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTONTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAATERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAATERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTEAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAATERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAATERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAATERAAGGTAGAAACAGTTGA
ACCTATAATTGATCGAAAAAGTGTTTTCCAAGCTAANTERAAGGTAGAAACAGTTGA

120
ACAAGTTAAAABATTATTAAATGGTTGCTTIRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTKAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAABATTATTAAATGGTTGCTTRAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTI&ACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTTEAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTT&ACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTI®ACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTTEAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTI®ACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTTTGAACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTT®ACCCAAAGATTGCTAAAGCAACGCA
ACAAGTTAAAARGT TATCAAATGGTTGCTT®ACCCAAAGATTGCTAAAGCAACGCA

180
CAATATTTGGTCATATAGAATATTGAENGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATTGERGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATTGAENGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATTGAENGAAAAATTTCGCAGAAGTAGAAGGATC
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rabbitl_cgd2_2430 (121)
rabbit2_cgd2_2430 (121)
rabbit3_cgd2_2430 (121)
rabbit4_cgd2_2430 (121)
cp2_cgd2_2430 (121)
cp3_cgd2_2430 (121)
cp4_cgd2_2430 (121)
lowa_cgd2_2430 (121)
Moredun_cgd2_2430 (121)
w65_cgd2_2430 (121)
w66_cgd2_2430 (121)
w67_cgd2_2430 (121)
w70_cgd2_2430 (121)
181
ch2_cgd2_ 2430 (181)
ch3_cgd2_2430 (181)
ch4_cgd2 2430 (181)
TU502_cgd2_2430 (181)
rabbitl_cgd2_2430 (181)
rabbit2_cgd2_2430 (181)
rabbit3_cgd2_2430 (181)
rabbit4_cgd2_2430 (181)
cp2_cgd2_2430 (181)
cp3_cgd2_2430 (181)
cp4_cgd2_2430 (181)
lowa_cgd2_2430 (181)
Moredun_cgd2_2430 (181)
w65_cgd2_2430 (181)
w66_cgd2_2430 (181)
w67_cgd2_2430 (181)
w70_cgd2_2430 (181)
241
ch2_cgd2_2430 (241)
ch3_cgd2_2430 (241)
ch4_cgd2 2430 (241)
TU502_cgd2_2430 (241)
rabbitl_cgd2_2430 (241)
rabbit2_cgd2_2430 (241)
rabbit3_cgd2_2430 (241)
rabbit4_cgd2_2430 (241)
cp2_cgd2_2430 (241)
cp3_cgd2_2430 (241)
cp4_cgd2_2430 (241)
lowa_cgd2_2430 (241)
Moredun_cgd2_2430 (241)
w65_cgd2_2430 (241)
w66_cgd2_2430 (241)
w67_cgd2_2430 (241)
w70_cgd2_2430 (241)
301
ch2_cgd2_2430 (301)
ch3_cgd2 2430 (301)
ch4_cgd2_2430 (301)
TU502_cgd2_2430 (301)
rabbitl_cgd2_2430 (301)
rabbit2_cgd2_2430 (301)
rabbit3_cgd2_2430 (301)
rabbit4_cgd2_2430 (301)
cp2_cgd2_2430 (301)
cp3_cgd2_2430 (301)
cp4_cgd2_2430 (301)
lowa_cgd2_2430 (301)
Moredun_cgd2_2430 (301)
w65_cgd2_2430 (301)
w66_cgd2_2430 (301)
w67_cgd2_2430 (301)
w70_cgd2_2430 (301)
361
ch2_cgd2_2430 (361)
ch3_cgd2 2430 (361)
ch4_cgd2_2430 (361)
TU502_cgd2_2430 (361)
rabbitl_cgd2_2430 (361)
rabbit2_cgd2_2430 (361)
rabbit3_cgd2_2430 (361)
rabbit4_cgd2_2430 (361)
cp2_cgd2_2430 (361)
cp3_cgd2_2430 (361)
cp4_cgd2_2430 (361)
lowa_cgd2_2430 (361)
Moredun_cgd2_2430 (361)
w65_cgd2_2430 (361)

CAATATTTGGTCATATAGAATATT@SAGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATTGSNGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SRAGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SAGAAAAATTTCGCAGAAGTAGAAGGATC
CAATATTTGGTCATATAGAATATTGSNGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SRAGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATTGSNGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SRAGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SRAGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATTGSNGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATT@SRAGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATTGSNGAAAAATTTCGCAGAABTAGAAGGATC
CAATATTTGGTCATATAGAATATT@GSAGAAAAATTTCGCAGAABTAGAAGGATC

240
TTTCCCCATGGGTACGATATCATATCACAAGATEACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGATEACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAIGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAIGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAIGACTCGGATGGCGAGAATGCAGC
TTTCCCCATGGGTACGATATCATATCACAAGAOGACTCGGATGGCGAGAATGCAGC

300
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGEGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGEGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGTAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGTAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGTAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGTAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGEGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGEGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGEGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET
AGGAGCGAGACTTCAACATCTTCTTGAAATTACTAATGCAAAGAATGTATATGGET

360
GTCTAGATGGTACGGGGUIICAACTAGGGCCAGACAGGTTAMNATTAATAATGC
GTCTAGATGGTACGGGGGIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGGUIICAACTAGGGCCAGACAGGTTAMNATTAATAATGC
GTCTAGATGGTACGGGGUIICAACTAGGGCCAGACAGGTTAMNATTAATAATGC
GTCTAGATGGTACGGGGGIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGGUIICAACTAGGGCCAGACAGGTTAMVATTAATAATGC
GTCTAGATGGTACGGGGGIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGGUIICAACTAGGGCCAGACAGGTTAMVATTAATAATGC
GTCTAGATGGTACGGGBTIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGAGICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGBTIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGAGICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGBTIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGBTIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGAGICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGBTIICAACTAGGGCCAGACAGGT AT ATTAATAATGC
GTCTAGATGGTACGGGAGICAACTAGGGCCAGACAGGT AT ATTAATAATGC

R R R R R E R R
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w66_cgd2_2430 (361) T
w67_cgd2_2430 (361) T
w70_cgd2_2430 (361) T

3% +0:(18 % *$

1
ch2_chro.30149 (1)
ch3_chro.30149 (1)
ch4_chro.30149 (1)
TU502_chro.30149 (1)

rabbitl_chro.30149 (1)
rabbit2_chro.30149 (1)
rabbit3_chro.30149 (1)
rabbit4_chro.30149 (1)
lowa_chro.30149 (1)
moredun_chro.30149 (1)
cp2_chro.30149 (1)
cp3_chro.30149 (1)
c.meleagridis_chro.30149 (1)

61
ch2_chro.30149 (61)
ch3_chro.30149 (61)
ch4_chro.30149 (61)
TU502_chro.30149 (61)

rabbitl_chro.30149 (61)
rabbit2_chro.30149 (61)
rabbit3_chro.30149 (61)
rabbit4_chro.30149 (61)
lowa_chro.30149 (61)
moredun_chro.30149 (61)
cp2_chro.30149 (61)
cp3_chro.30149 (61)
c.meleagridis_chro.30149 (61)

121
ch2_chro.30149 (121)
ch3_chro.30149 (121)
ch4_chro.30149 (121)
TU502_chro.30149 (121)

rabbitl_chro.30149 (121)
rabbit2_chro.30149 (121)
rabbit3_chro.30149 (121)
rabbit4_chro.30149 (121)
lowa_chro.30149 (121)
moredun_chro.30149 (121)
cp2_chro.30149 (121)
cp3_chro.30149 (121)
c.meleagridis_chro.30149 (121)
181
ch2_chro.30149 (181)
ch3_chro.30149 (181)
ch4_chro.30149 (181)
TU502_chro.30149 (181)
rabbitl_chro.30149 (181)
rabbit2_chro.30149 (181)
rabbit3_chro.30149 (181)
rabbit4_chro.30149 (181)
lowa_chro.30149 (181)

moredun_chro.30149 (181)
cp2_chro.30149 (181)
cp3_chro.30149 (181)

c.meleagridis_chro.30149 (181)

241

60
CAGGTGGTGTARSCAGAATGGTATAATATTCTAGCHERAATGTICAATCAGAIT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTARSCAGAATGGTATAATATTCTAGCHERATGTICAATCAGAIT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC TG BATGTICAATCAGATT
CAGGTGGTGTARSCAGAATGGTATAATATTCTAGCHERATGTICAATCAGAIT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTARSCAGAATGGTATAATATTCTAGCHERATGTICAATCAGAIT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTARSCAGAATGGTATAATATTCTAGCHERAATGTICAATCAGAIT
CAGGTGGTGTARSGAGAATGGTATAATATTCTAGC G RATGTICAATCAGATT
CAGGTGGTGTAARGSGAATGGTATAATATTCTAGCTBERGATGTTTAATC@GACT

120
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBAARTAAGTT
ATGCTTRATTTAGAAGAGAAGGATCAAAGAGTGAATTTAACCATECBARTAAGTT
ACGCTTIGTTCAGAAGAGAAGGATCAAAGAGTGAATTTAACCATCCBAARTAAGTT

180
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTARATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTAAATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTPAATATIGGACGTAAATAGE@AAATEA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTARATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTPAATATIGGACGTAAATAGE@AAATEA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTARATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTAAATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTPAATATIGGACGTAAATAGE@AAATEA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTARATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTPAATATIGGACGTAAATAGE@AAATEA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTAAATAG@AAATAA
ATATAAATGCTGATCATCTTCATTTCTTRAATATIGGACGTAAATAGE@AAATAA
ATATAAATGCTGATCATCTTCATTTCTT GRATATCGGACGTATATAGGAAATEA

240
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTAARMGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANIRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTAARMIGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANTRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTAARMGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANTRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANTRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTAARMGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANTRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTAARMEGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANRAGA TAG
TTTATGATGGTCAACATTTGGATGCATGGTTTACTCGATCATTTTANRAGA TAG

300

GACACCAATAACACETCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACETCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACETCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACETCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACETCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GACACCAATAACACATCAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA
GAC/ACCAATAACACGEICAGAGCAGAATCAATAGATCCTGAACTTTATAAGAATTTGA

ch2_chro.30149 (241)
ch3_chro.30149 (241)
ch4_chro.30149 (241)
TU502_chro.30149 (241)
rabbitl_chro.30149 (241)
rabbit2_chro.30149 (241)
rabbit3_chro.30149 (241)
rabbit4_chro.30149 (241)
lowa_chro.30149 (241)

moredun_chro.30149 (241)
cp2_chro.30149 (241)
cp3_chro.30149 (241)

c.meleagridis_chro.30149 (241)

301

ch2_chro.30149 (301) ATGTAATG
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ch3_chro.30149 (301)
ch4_chro.30149 (301)
TU502_chro.30149 (301)
rabbitl_chro.30149 (301)
rabbit2_chro.30149 (301)
rabbit3_chro.30149 (301)
rabbit4_chro.30149 (301)
lowa_chro.30149 (301)
moredun_chro.30149 (301)
cp2_chro.30149 (301)
cp3_chro.30149 (301)

c.meleagridis_chro.30149 (301)

3% +-:(24 % *$

1
ch2_chro.20156 (1)
ch3_chro.20156 (1)
ch4_chro.20156 (1)
TU502_chro.20156 (1)
rabbitl_chro.20156 (1)
rabbit2_chro.20156 (1)
rabbit3_chro.20156 (1)
rabbit4_chro.20156 (1)
cp2_chro.20156 (1)
cp3_chro.20156 (1)
cp4_chro.20156 (1)
lowa_chro.20156 (1)
Moredun_chro.20156 (1)
w65_chro.20156 (1)
w66_chro.20156 (1)
w67_chro.20156 (1)
w70_chro.20156 (1)

61
ch2_chro.20156 (61)
ch3_chro.20156 (61)
ch4_chro.20156 (61)
TU502_chro.20156 (61)
rabbitl_chro.20156 (61)
rabbit2_chro.20156 (61)
rabbit3_chro.20156 (61)
rabbit4_chro.20156 (61)
cp2_chro.20156 (61)
cp3_chro.20156 (61)
cp4_chro.20156 (61)
lowa_chro.20156 (61)
Moredun_chro.20156 (61)
w65_chro.20156 (61)
w66_chro.20156 (61)
w67_chro.20156 (61)
w70_chro.20156 (61)

121
ch2_chro.20156 (121)
ch3_chro.20156 (121)
ch4_chro.20156 (121)
TU502_chro.20156 (121)
rabbitl_chro.20156 (121)
rabbit2_chro.20156 (121)
rabbit3_chro.20156 (121)
rabbit4_chro.20156 (121)
cp2_chro.20156 (121)
cp3_chro.20156 (121)
cp4_chro.20156 (121)
lowa_chro.20156 (121)
Moredun_chro.20156 (121)
w65_chro.20156 (121)
w66_chro.20156 (121)
w67_chro.20156 (121)
w70_chro.20156 (121)

181
ch2_chro.20156 (181)
ch3_chro.20156 (181)
ch4_chro.20156 (181)

ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG
ATGTAATG

60
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATGAMISTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATGAMSTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATGAMISTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTFATGAMSTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATGAMSTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATGAMSTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGTAGBAMASTA
TTTCGCTTGAAGCCGTAAACTTTAGGATGTTACCAAGGGCAGAGFATAMSTA

120
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT TBEMMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT HEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT BEIAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT HEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT AEIAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT AEIAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT HEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT BEIAMEGAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT HEAREGCAAGACGGC
AACTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTT AEIAMEGAAGACGGC

180
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG
ATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATATCAAARGBTBTAG

240
AAGAAGTCCAGCTAAGTAAATGAAGCGAAAACATGGTCCCABRACTTGCCTGGTA
AAGAAGTCCAGCTAAGTAAATGAAGCGAAAACATGGTCCCABRACTTGCCTGGTA
AAGARGTCCAGCTAAGTAAATGAATBCGAAAACATGGTCCCABACTTGCCTGGTA
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TU502_chro.20156 (181)
rabbitl_chro.20156 (181)
rabbit2_chro.20156 (181)
rabbit3_chro.20156 (181)
rabbit4_chro.20156 (181)
cp2_chro.20156 (181)
cp3_chro.20156 (181)
cp4_chro.20156 (181)
lowa_chro.20156 (181)
Moredun_chro.20156 (181)
w65_chro.20156 (181)
w66_chro.20156 (181)
w67_chro.20156 (181)
w70_chro.20156 (181)
241
ch2_chro.20156 (241)
ch3_chro.20156 (241)
ch4_chro.20156 (241)
TU502_chro.20156 (241)
rabbitl_chro.20156 (241)
rabbit2_chro.20156 (241)
rabbit3_chro.20156 (241)
rabbit4_chro.20156 (241)
cp2_chro.20156 (241)
cp3_chro.20156 (241)
cp4_chro.20156 (241)
lowa_chro.20156 (241)
Moredun_chro.20156 (241)
w65_chro.20156 (241)
w66_chro.20156 (241)
w67_chro.20156 (241)
w70_chro.20156 (241)

3% +2:0(5 % *$

1
ch2_chro.50317 (1)
ch3_chro.50317 (1)
ch4_chro.50317 (1)
TU502_chro.50317 (1)
rabbitl_chro.50317 (1)
rabbit2_chro.50317 (1)
rabbit3_chro.50317 (1)
rabbit4_chro.50317 (1)
cp2_chro.50317 (1)
cp3_chro.50317 (1)
cp4_chro.50317 (1)
lowa_chro.50317 (1)
Moredun_chro.50317 (1)
w65_chro.50317 (1)
w66_chro.50317 (1)
w67_chro.50317 (1)
w70_chro.50317 (1)

C.meleagridis_chro.50317 (1)

61
ch2_chro.50317 (61)
ch3_chro.50317 (61)
ch4_chro.50317 (61)
TU502_chro.50317 (61)
rabbitl_chro.50317 (61)
rabbit2_chro.50317 (61)
rabbit3_chro.50317 (61)
rabbit4_chro.50317 (61)
cp2_chro.50317 (61)
cp3_chro.50317 (61)
cp4_chro.50317 (61)
lowa_chro.50317 (61)
Moredun_chro.50317 (61)

AAGARGTCCAGCTAAGTAAATGAATBCGAAAACATGGTCCCABACTTGCCTGGTA
AAGAAGTCCAGCTIAGTAAATGAAGCGAAAACATGGTCCCABRACTTGCCTGGTA
AAGAAGTCCAGCTIAGTAAATGAATGCGAAAACATGGTCCCABACTTGCCTGGTA
AAGAAGTCCAGCTIAGTAAATGAATGCGAAAACATGGTCCCABACTTGCCTGGTA
AAGAAGTCCAGCTIAGTAAATGAAGCGAAAACATGGTCCCABACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAATGCGAAAACATGGTCCCABACTTGCCTGGTA
AAGABGTCCAGCTANGTAAATGAAGCGAAAACATGGTCCCAIEACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAATGCGAAAACATGGTCCCAIBACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAATGCGAAAACATGGTCCCAIBACTTGCCTGGTA
AAGABGTCCAGCTANGTAAATGAAGCGAAAACATGGTCCCAIEACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAATGCGAAAACATGGTCCCAIBACTTGCCTGGTA
AAGABGTCCAGCTANGTAAATGAAGCGAAAACATGGTCCCAIEACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAAGCGAAAACATGGTCCCAIBACTTGCCTGGTA
AAGABGTCCAGCTAAGTAAATGAAGCGAAAACATGGTCCCAIEACTTGCCTGGTA

TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC
TCAATGCC

60

GGTCTCGIETGATCGCAAAASMACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASMACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIZETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGIETGATCGCAAAASNACCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGRGGAAATAATACTA
GGTCTCGGCCTGATCGCAAAMMNCCAAAGAGAGGATGAGIGGAAATAATACTA

------------ ---- GAACCAAAGAIGAGGATGAGAGGAAATAATACTA

120
AAAACGAAGAATTGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATGAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATEAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATEAGATAATGATATGAATAATGAAATEGBAGATGATA
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w65_chro.50317 (61)
w66_chro.50317 (61)
w67_chro.50317 (61)
w70_chro.50317 (61)
C.meleagridis_chro.50317 (38)
121
ch2_chro.50317 (121)
ch3_chro.50317 (121)
ch4_chro.50317 (121)
TU502_chro.50317 (121)
rabbitl_chro.50317 (121)
rabbit2_chro.50317 (121)
rabbit3_chro.50317 (121)
rabbit4_chro.50317 (121)
cp2_chro.50317 (121)
cp3_chro.50317 (121)
cp4_chro.50317 (121)
lowa_chro.50317 (121)
Moredun_chro.50317 (121)
w65_chro.50317 (121)
w66_chro.50317 (121)
w67_chro.50317 (121)
w70_chro.50317 (121)
C.meleagridis_chro.50317 (98)
181
ch2_chro.50317 (181)
ch3_chro.50317 (181)
ch4_chro.50317 (181)
TU502_chro.50317 (181)
rabbitl_chro.50317 (181)
rabbit2_chro.50317 (181)
rabbit3_chro.50317 (181)
rabbit4_chro.50317 (181)
cp2_chro.50317 (181)
cp3_chro.50317 (181)
cp4_chro.50317 (181)
lowa_chro.50317 (181)
Moredun_chro.50317 (181)
w65_chro.50317 (181)
w66_chro.50317 (181)
w67_chro.50317 (181)
w70_chro.50317 (181)
C.meleagridis_chro.50317 (155)
241
ch2_chro.50317 (241)
ch3_chro.50317 (241)
ch4_chro.50317 (241)
TU502_chro.50317 (241)
rabbitl_chro.50317 (241)
rabbit2_chro.50317 (241)
rabbit3_chro.50317 (241)
rabbit4_chro.50317 (241)
cp2_chro.50317 (241)
cp3_chro.50317 (241)
cp4_chro.50317 (241)
lowa_chro.50317 (241)
Moredun_chro.50317 (241)
w65_chro.50317 (241)
w66_chro.50317 (241)
w67_chro.50317 (241)
w70_chro.50317 (241)
C.meleagridis_chro.50317 (215)
298
ch2_chro.50317 (298)
ch3_chro.50317 (298)
ch4_chro.50317 (298)
TU502_chro.50317 (298)
rabbitl_chro.50317 (298)
rabbit2_chro.50317 (298)
rabbit3_chro.50317 (298)
rabbit4_chro.50317 (298)
cp2_chro.50317 (298)
cp3_chro.50317 (298)
cp4_chro.50317 (298)
lowa_chro.50317 (298)
Moredun_chro.50317 (298)
w65_chro.50317 (298)
w66_chro.50317 (298)
w67_chro.50317 (298)
w70_chro.50317 (298)

C.meleagridis_chro.50317 (275) AA

361

AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAA/GGAAGAATIGATGATEAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAACGAAGAATTGATGATEBAGATAATGATATGAATAATGAAATEGBAGATGATA
AAAMGAAGEBATGGATGATGAGATAATGATATGAATAATGAAATGGBAGATGATA

180
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGAGATGATGATAATTCABGE AGAATCTTCATCATCAACTTCCGAGG
AAGAPAAAACGARGATGATGATAATTCABE AGAATCTTCATCATCAACTTCCGAGG
AAGATAAAACGAGATGATGATAATTCATTTAGAATCTTCATCATCAACTTCCGAGG

240
AGGAAAATGGTAAAGATGATSABTGAAGAARN GAMTCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATGAATAATGGAAAATTTAA G
AGGAAAATGGTAAAGATGATSABTGAAGAAR GAATCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATBABTGAAGAARN GAMTCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATGAATAATGGAAAATTTAA G
AGGAAAATGGTAAAGATGATBABTGAAGAARN GAATCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATGAATAATCGAAAATTTAA G
AGGAAAATGGTAAAGATGATSABTGAAGAAR GAMTCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSABTGAAGAARN GAATCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATGAATAATGGAAAATTTAA G
AGGAAAATGGTAAAGATGATSABTGAAGAARN GAMTCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATGAATAATGGAAAATTTAA G
AGGAAAATGGTAAAGATGATSABTGAAGAARN GAATCGAATAATCGAAAATTTAT G
AGGAAAATGGTAAAGATGATSABTGAAGAARN GAMTCAATAATAGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATCGAATAATAGAAAATTTAA G
AGGAAAATGGTAAAGATGATBABTGAAGAARN GAMTCGAATAATAGAAAATTTAT G
AGGAAAATGGTAAAGATGATSBTGAAGAAN GAMATCGAATAATAGAAAATTTAQ G
AGGAAAATGGTAAAGATGATEABTGAAGAABT GA/GTTAATAATGCGAAATTTAGRG

297

AAG/EBGCTAATGAGAATGATGRCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGABGCTAATGAGAATGATGFCTGGAAGTGAAGAAGATGGAGATTTAGEBA
AAG/BGCTAATGAGAATGATGRCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAG/BGCTAATGAGAATGATGFCTGGAAGTGAAGAAGATGGAGATTTAGEBA
AAGABGCTAATGAGAATGATGFCTGGAAGTGAAGAAGATGGAGATTTAGEBA
AAG/BGCTAATGAGAATGATGRCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAG/BGCTAATGAGAATGATGFCTGGAAGTGAAGAAGATGGAGATTTAGEBA
AAG/BGCTAATGAGAATGATGFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATSIFCTGGAAGTGAAGAAGATGGAGATTTAGEGA
AAGAGCTAATGAGAATGATESIFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATEECTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATESIFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATEECTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATESIFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATEBIFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATSECTGGAAGTGAAGAAGATGGAGATTTAGEA
AAGAGCTAATGAGAATGATSIFCTGGAAGTGAAGAAGATGGAGATTTAGEA
AAG/BGCTAATGAGAATGATGPCTGGAAGTGAAGAAGATGGAGATTTAGEA

360
GG\GTTTAARATCGAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GAAGTTTARTCGAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GG\GTTTAARATCGAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GAAGTTTARTCGAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GG\GTTTAATCCAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GG\GTTTAATCCAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GAGTTTARTCCAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GG\GTTTAATCCAAGGAATATTTTACTGGTBAAATCTARGGAGAATGATTCAAAAA
GAAGTTTAALTCCAAGGAATETTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GG\GTTTALTCCAAGGAATBT TTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GG\GTTTALTCCAAGGAATBT TTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GAAGTTTAALTCCAAGGAATETTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GG\GTTTALTCCAAGGAATBTTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GAGTTTARTCCAAGGAATETTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GG\GTTTAATCCAAGGAATBTTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GG\GTTTAATCCAAGGAATBTTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA
GAGTTTARTCCAAGGAATETTTTACTGGTBAAATCTAAGGAGAATGATTCAAAAA

AGTTTAATCCAAGGAATBTTTTGCTGGTGAAATCTAAGGAGAATGATTCAAAAA
420
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ch2_chro.50317 (358)
ch3_chro.50317 (358)
ch4_chro.50317 (358)
TU502_chro.50317 (358)
rabbitl_chro.50317 (358)
rabbit2_chro.50317 (358)
rabbit3_chro.50317 (358)
rabbit4_chro.50317 (358)
cp2_chro.50317 (358)
cp3_chro.50317 (358)
cp4_chro.50317 (358)
lowa_chro.50317 (358)
Moredun_chro.50317 (358)
w65_chro.50317 (358)
w66_chro.50317 (358)
w67_chro.50317 (358)
w70_chro.50317 (358)
C.meleagridis_chro.50317 (335)
421
ch2_chro.50317 (418)
ch3_chro.50317 (418)
ch4_chro.50317 (418)
TU502_chro.50317 (418)
rabbitl_chro.50317 (418)
rabbit2_chro.50317 (418)
rabbit3_chro.50317 (418)
rabbit4_chro.50317 (418)
cp2_chro.50317 (418)
cp3_chro.50317 (418)
cp4_chro.50317 (418)
lowa_chro.50317 (418)
Moredun_chro.50317 (418)
w65_chro.50317 (418)
w66_chro.50317 (418)
w67_chro.50317 (418)
w70_chro.50317 (418)
C.meleagridis_chro.50317 (395)
481
ch2_chro.50317 (478)
ch3_chro.50317 (478)
ch4_chro.50317 (478)
TU502_chro.50317 (478)
rabbitl_chro.50317 (478)
rabbit2_chro.50317 (478)
rabbit3_chro.50317 (478)
rabbit4_chro.50317 (478)
cp2_chro.50317 (478)
cp3_chro.50317 (478)
cp4_chro.50317 (478)
lowa_chro.50317 (478)
Moredun_chro.50317 (478)
w65_chro.50317 (478)
w66_chro.50317 (478)
w67_chro.50317 (478)
w70_chro.50317 (478)
C.meleagridis_chro.50317 (455)
541
ch2_chro.50317 (538)
ch3_chro.50317 (538)
ch4_chro.50317 (538)
TU502_chro.50317 (538)
rabbitl_chro.50317 (538)
rabbit2_chro.50317 (538)
rabbit3_chro.50317 (538)
rabbit4_chro.50317 (538)
cp2_chro.50317 (538)
cp3_chro.50317 (538)
cp4_chro.50317 (538)
lowa_chro.50317 (538)
Moredun_chro.50317 (538)
w65_chro.50317 (538)
w66_chro.50317 (538)
w67_chro.50317 (538)
w70_chro.50317 (538)
C.meleagridis_chro.50317 (515)
601
ch2_chro.50317 (598)
ch3_chro.50317 (598)
ch4_chro.50317 (598)
TU502_chro.50317 (598)
rabbitl_chro.50317 (598)
rabbit2_chro.50317 (598)

TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIAMAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIAMAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIAMAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIAMAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIAMAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIRAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEIAAAACATGTCATTAATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATEBIRAAACATGTCATTEATTA
TACCATCATAAACTTAAAAATCTTGACTAAAGATGIAAAACATGTCATTEATTA
480
ACATTGTAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATT@GTAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATTGTAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATT@GTAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATTATAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATTATAGAARACCAATATTTTGAGTATTAAATTGEGGCBGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATTATAGAARACCAATATTTTGAGTATTAAATTGEGGCGGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATTATAGAARACCAATATTTTGAGTATTAAATTGEGGCGGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATTATAGAARACCAATATTTTGAGTATTAAATTGEGGCGGTTATAAGATEC
ACATT@ATAGAARACCAATATTTTGAGTATTAAATTGEGGCEGGTTATAAGATEC
ACATTATAGAALACCAATATTTTGAGTATTAAATTGIGGCGGTTATAAGATRC
540
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTEBACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTEBACAAATACCAGT
CACATTATATTGATIBTTACCTGTCTTAAAAAATTGTATTTTEBACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTEBACAAATACCAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTEBACAAATATECAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTEBACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTEBACAAATACCAGT
CACATTATATTGATIBTTACCTGTCTTAAAAAATTGTATTTTEBACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTAGACAAATACCAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTABACAAATATECAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTABACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTABGACAAATACCAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTABACAAATATECAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTABGACAAATATCAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTABACAAATATCAGT
CACATTATATTGATTIBTTACCTGTCTTAAAAAATTGTATTTTABACAAATATCAGT
CACATTATATTGATIGTTACCTGTCTTAAAAAATTGTATTTTABGACAAATATCAGT
CACATTATATTGATTITTACCTGTCTTAAAAAATTGTATTTTAMACAAATAECATT
600
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARMA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINEGGAACCAGAGSAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINEGGAACCAGAGAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARMA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINEGAACCAGAGAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINEGGAACCAGASAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARMA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINEGGAACCAGAGSAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARMA
CAATTTCATGTTTGAAAAATGCAAGAATINEGGAACCAGASAAACTTCAGACARA
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAAACTTCAGACARM
CAATTTCATGTTTGAAAAATGCAAGAATINGGAACCAGASAACTTCAGACARMA
CAATTTCATGTTTGAAAAATGCAAGAATIAGGAACCAGESAGACTTCAGACABA
660
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABESATGBGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABEATG BGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABEATG BGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABSATGBRGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABEATG BGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABSATGBGGGCAGTTTTTAAGATTT
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rabbit3_chro.50317 (598)
rabbit4_chro.50317 (598)
cp2_chro.50317 (598)
cp3_chro.50317 (598)
cp4_chro.50317 (598)
lowa_chro.50317 (598)
Moredun_chro.50317 (598)
w65_chro.50317 (598)
w66_chro.50317 (598)
w67_chro.50317 (598)
w70_chro.50317 (598)

C.meleagridis_chro.50317 (575)
661
ch2_chro.50317 (658)
ch3_chro.50317 (658)
ch4_chro.50317 (658)
TU502_chro.50317 (658)
rabbitl_chro.50317 (658)
rabbit2_chro.50317 (658)
rabbit3_chro.50317 (658)
rabbit4_chro.50317 (658)
cp2_chro.50317 (658)
cp3_chro.50317 (658)
cp4_chro.50317 (658)
lowa_chro.50317 (658)
Moredun_chro.50317 (658)
w65_chro.50317 (658)
w66_chro.50317 (658)
w67_chro.50317 (658)
w70_chro.50317 (658)
C.meleagridis_chro.50317 (635)
721
ch2_chro.50317 (718)
ch3_chro.50317 (718)
ch4_chro.50317 (718)
TU502_chro.50317 (718)
rabbitl_chro.50317 (718)
rabbit2_chro.50317 (718)
rabbit3_chro.50317 (718)
rabbit4_chro.50317 (718)
cp2_chro.50317 (718)
cp3_chro.50317 (718)
cp4_chro.50317 (718)
lowa_chro.50317 (718)
Moredun_chro.50317 (718)
w65_chro.50317 (718)
w66_chro.50317 (718)
w67_chro.50317 (718)
w70_chro.50317 (718)
C.meleagridis_chro.50317 (678)

3% +2:00: % *$

1
ch2_chro.50330 (1)
ch3_chro.50330 (1)
ch4_chro.50330 (1)
TU502_chro.50330 (1)
cp2_chro.50330 (1)
cp3_chro.50330 (1)
cp4_chro.50330 (1)
lowa_chro.50330 (1)
Moredun_chro.50330 (1)
w65_chro.50330
w66_chro.50330
w67_chro.50330
w70_chro.50330
rabbitl_chro.50330
rabbit2_chro.50330
rabbit3_chro.50330
rabbit4_chro.50330

61
ch2_chro.50330 (61)
ch3_chro.50330 (61)
ch4_chro.50330 (61)
TU502_chro.50330 (61)
cp2_chro.50330 (61)

GTTTGTCTCAGTTTGAAGTTRETGGAGGGABEATG BGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGABSATGAGGGCAGTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAARTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTEETGGAGGGABEATGRGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTEETGGAGGGABEATGRGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTEETGGAGGGABEATGRGGGCAATTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTBETGGAGGGABEATGAGGGCAARTTTTTAAGATTT
GTTTGTCTCAGTTTGAAGTTRETGGAGGGARSATGTGGGGCARTTTTTAAGATTT
720

CGCCACGTTACATTAATCACGATAAAATTAGATTGRANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGHANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGHANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRATG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRATG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRATG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRANTG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRATG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTGRAITG CAAACAGTATATAAAT
CGCCACGTTACATTAATCACGATAAAATTAGATTCAAFG----------

ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT
ATTATGGTGT

60
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCAAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT
CAGGTTCBAAACTCTGGGAAGAGAGTCAAATATATGAGGCAGATGTAGATCCATCTCGT

120
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATEBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
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cp3_chro.50330 (61)
cp4_chro.50330 (61)
lowa_chro.50330 (61)
Moredun_chro.50330 (61)
w65_chro.50330 (61)
w66_chro.50330 (61)
w67_chro.50330 (61)
w70_chro.50330 (61)
rabbitl_chro.50330 (61)
rabbit2_chro.50330 (61)
rabbit3_chro.50330 (61)
rabbit4_chro.50330 (61)
121
ch2_chro.50330 (121)
ch3_chro.50330 (121)
ch4_chro.50330 (121)
TU502_chro.50330 (121)
cp2_chro.50330 (121)
cp3_chro.50330 (121)
cp4_chro.50330 (121)
lowa_chro.50330 (121)

Moredun_chro.50330 (121)

w65_chro.50330 (121)
w66_chro.50330 (121)
w67_chro.50330 (121)
w70_chro.50330 (121)
rabbitl_chro.50330 (121)
rabbit2_chro.50330 (121)
rabbit3_chro.50330 (121)
rabbit4_chro.50330 (121)
181
ch2_chro.50330 (181)
ch3_chro.50330 (181)
ch4_chro.50330 (181)
TU502_chro.50330 (181)
cp2_chro.50330 (181)
cp3_chro.50330 (181)
cp4_chro.50330 (181)
lowa_chro.50330 (181)

Moredun_chro.50330 (181)

w65_chro.50330 (181)
w66_chro.50330 (181)
w67_chro.50330 (181)
w70_chro.50330 (181)
rabbitl_chro.50330 (181)
rabbit2_chro.50330 (181)
rabbit3_chro.50330 (181)
rabbit4_chro.50330 (181)
241
ch2_chro.50330 (241)
ch3_chro.50330 (241)
ch4_chro.50330 (241)
TU502_chro.50330 (241)
cp2_chro.50330 (241)
cp3_chro.50330 (241)
cp4_chro.50330 (241)
lowa_chro.50330 (241)

Moredun_chro.50330 (241)

w65_chro.50330 (241)
w66_chro.50330 (241)
w67_chro.50330 (241)
w70_chro.50330 (241)
rabbitl_chro.50330 (241)
rabbit2_chro.50330 (241)
rabbit3_chro.50330 (241)
rabbit4_chro.50330 (241)
301
ch2_chro.50330 (301)
ch3_chro.50330 (301)
ch4_chro.50330 (301)
TU502_chro.50330 (301)
cp2_chro.50330 (301)
cp3_chro.50330 (301)
cp4_chro.50330 (301)
lowa_chro.50330 (301)

Moredun_chro.50330 (301)

w65_chro.50330 (301)
w66_chro.50330 (301)
w67_chro.50330 (301)
w70_chro.50330 (301)
rabbitl_chro.50330 (301)
rabbit2_chro.50330 (301)

GAAAAATBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATEBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATEBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATEBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATBATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT
GAAAAATAATGATTACATTTCCATATCCATATATGAATGGAAGGTTACATTTGGGGCAT

180
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRNAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRNAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRNAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHONAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTTHRAAAT
GCCTTTACGTTGACAAAAGCAGATTTTCAAGCAAGATTCCAAAGANTGHWIAAT

240
GTATTATTTCCATTTGGTTTTCATTGEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTMEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTIMEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTBEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTMEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGEGAATGCCAATTTGTGCAAGCGCAGATAAG
GTATTATTTCCATTTGGTTTTCATTGTEGAATGCCAATTTGTGCAAGCGCAGATAAG

300
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG
TTAAAGATGGAGTTGAATTCACCAAAGTTAGCTGAAACTGATGATGAARBAAGAG

346

ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
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rabbit3_chro.50330 (301)
rabbit4_chro.50330 (301)

3% +2:125 % *$

1
ch2_chro.50457 (1)
ch3_chro.50457 (1)
ch4_chro.50457 (1)
TU502_chro.50457 (1)
cp2_chro.50457 (1)
cp3_chro.50457 (1)
cp4_chro.50457 (1)
lowa_chro.50457 (1)
Moredun_chro.50457 (1)
w65_chro.50457 (1)
w66_chro.50457 (1)
w67_chro.50457 (1)
w70_chro.50457 (1)
rabbitl_chro.50457 (1)
rabbit2_chro.50457 (1)
rabbit3_chro.50457 (1)
rabbit4_chro.50457 (1)

C.meleagridis_chro.50457 (1)

61
ch2_chro.50457 (61)
ch3_chro.50457 (61)
ch4_chro.50457 (61)
TU502_chro.50457 (61)
cp2_chro.50457 (61)
cp3_chro.50457 (61)
cp4_chro.50457 (61)
lowa_chro.50457 (61)
Moredun_chro.50457 (61)
w65_chro.50457 (61)
w66_chro.50457 (61)
w67_chro.50457 (61)
w70_chro.50457 (61)
rabbitl_chro.50457 (61)
rabbit2_chro.50457 (61)
rabbit3_chro.50457 (61)
rabbit4_chro.50457 (61)

C.meleagridis_chro.50457 (61)

121
ch2_chro.50457 (121)
ch3_chro.50457 (121)
ch4_chro.50457 (121)
TU502_chro.50457 (121)
cp2_chro.50457 (121)
cp3_chro.50457 (121)
cp4_chro.50457 (121)
lowa_chro.50457 (121)
Moredun_chro.50457 (121)
w65_chro.50457 (121)
w66_chro.50457 (121)
w67_chro.50457 (121)
w70_chro.50457 (121)
rabbitl_chro.50457 (121)
rabbit2_chro.50457 (121)
rabbit3_chro.50457 (121)
rabbit4_chro.50457 (121)

C.meleagridis_chro.50457 (121)

181
ch2_chro.50457 (181)
ch3_chro.50457 (181)
ch4_chro.50457 (181)
TU502_chro.50457 (181)
cp2_chro.50457 (181)
cp3_chro.50457 (181)
cp4_chro.50457 (181)
lowa_chro.50457 (181)
Moredun_chro.50457 (181)
w65_chro.50457 (181)
w66_chro.50457 (181)
w67_chro.50457 (181)
w70_chro.50457 (181)

rabbitl_chro.50457 (181)
rabbit2_chro.50457 (181)

ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG
ACAAGCCAAGTACAACTTAAAAGTAAGGTTGCAGCTAAAACTGGGG

60
TCCCGAATATBTATTAATAATGATAACTCGAGCTEBATAAATTAAAMAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTGATAAATTAAAAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTEBATAAATTAAAMAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTGATAAATTAAAAGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBTIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBTIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBTIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBIATTAATAATGATAACTCGAGCTEBATAAATCAAABGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTGATAAATTAAAAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTEBATAAATTAAAMAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTEBATAAATTAAAMAGAAAATTATTC
TCCCGAATATBTATTAATAATGATAACTCGAGCTGATAAATTAAAAGAAAATTATTC
TCCCGAATATACATTAATAATGATABCTTGAGCTARATAAGACAAAMAATAAATTATTC

120
ACAAAATAATGIT TACTTCCATATCATATTATGOGTTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGAT TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGCATTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGOGTTGTTAAAAGAAGCCTCTCCC
ACAAAATAATGAT TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIN TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGIT TACTTCCATATCATATTATGOGT TGTTAAAAGAAGCCTCTCCC
ACAAAATAATGBI TACTTCCATRTCATCTTGTIGIGT TGTTAAAGGAAGCCTCTCCC

180
TGTTATATCTTTTTGGTTAAGAAACTGATTGAATGATAATAAAG TCGAGCCTAAAA
TGTTATATCTTTTTGGTTAAGAACTGATTGAATGATAATAAAGTCGAGCCTARAA
TGTTATATCTTTTTGGTTAAGAAACTGATTGAATGATAATAAAGTCGAGCCTARAA
TGTTATATCTTTTTGGTTAAGAAACTGATTGAATGATAATAAAGTCGAGCCTAAAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@AATCGATEETAAAGTGAGCCTAARAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@GAATGATGETAAAGTTGAGCCTABAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@AATCGATEETAAAGTGAGCCTAARAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@AATCGATEGETAAAGTGAGCCTAARAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@GAATGATGETAAAGTTGAGCCTABAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@GAATCGATEETAAAGTGAGCCTARAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@GAATGATGETAAAGTTGAGCCTABAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@AATCGATEETAAAGTTGAGCCTARAA
TGTTATATCTTTTTGGTTAAGAAACTGATT@AATCGATGETAAAG TGAGCCTAARAA
TGTTATATCTTTTTGGTTAAGAAACTGATTGAATGATAATAAAGTCGAGCCTAAAA
TGTTATATCTTTTTGGTTAAGAACTGATTGAATGATAATAAAGTCGAGCCTARAA
TGTTATATCTTTTTGGTTAAGAAACTGATTGAATGATAATAAAGTCGAGCCTAAAA
TGTTATATCTTTTTGGTTAAGAACTGATTGAATGATAATAAAGTCGAGCCTARAA
TGTTATATCTTTTTGGTTARGAAGCTGATTAAATAATCGATAAAGTGGAGCCTAGAA

240
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTETATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
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rabbit3_chro.50457 (181)
rabbit4_chro.50457 (181)
C.meleagridis_chro.50457 (181)

241
ch2_chro.50457 (241)
ch3_chro.50457 (241)
ch4_chro.50457 (241)

TU502_chro.50457 (241)
cp2_chro.50457 (241)
cp3_chro.50457 (241)
cp4_chro.50457 (241)
lowa_chro.50457 (241)
Moredun_chro.50457 (241)
w65_chro.50457 (241)
w66_chro.50457 (241)
w67_chro.50457 (241)
w70_chro.50457 (241)
rabbitl_chro.50457 (241)
rabbit2_chro.50457 (241)
rabbit3_chro.50457 (241)
rabbit4_chro.50457 (241)
C.meleagridis_chro.50457 (241) C

301
ch2_chro.50457 (301)
ch3_chro.50457 (301)
ch4_chro.50457 (301)

TU502_chro.50457 (301)
cp2_chro.50457 (301)
cp3_chro.50457 (301)
cp4_chro.50457 (301)
lowa_chro.50457 (301)
Moredun_chro.50457 (301)
w65_chro.50457 (301)
w66_chro.50457 (301)
w67_chro.50457 (301)
w70_chro.50457 (301)
rabbitl_chro.50457 (301)
rabbit2_chro.50457 (301)
rabbit3_chro.50457 (301)
rabbit4_chro.50457 (301)
C.meleagridis_chro.50457 (301)

361 373
ch2_chro.50457 (361)
ch3_chro.50457 (361)
ch4_chro.50457 (361)

TU502_chro.50457 (361)
cp2_chro.50457 (361)
cp3_chro.50457 (361)
cp4_chro.50457 (361)
lowa_chro.50457 (361)
Moredun_chro.50457 (361)
w65_chro.50457 (361)
w66_chro.50457 (361)
w67_chro.50457 (361)
w70_chro.50457 (361)
rabbitl_chro.50457 (361)
rabbit2_chro.50457 (361)
rabbit3_chro.50457 (361)
rabbit4_chro.50457 (361)
C.meleagridis_chro.50457 (361)

GATCTTTTTGGATA@AATATTATTCATTTTAATAATATTGACTBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTEBTATGTGTAATAA
GATCTTTTTGGAT@AATATTATTCATTTTAATAATATTGACTRTIGTGTGTAATAA
300
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAA@ACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAA@ACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAA@ACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAA@ACTAGGTACTTTTGGAAATTAATTACATACCTTBAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TTCAAGCTAGGTACTTTTGGAABTTAATTACATACCTTEAGTGAAGGTAATAGTTA
TCAAQCTAGGTACTTTTGGAGE CAACTACATACCTTARAGTGAAGGTAATAGTTA
360
TAACTATTCACTICCITATTATTCATCCTEAATACTCECTTGATACTETTGGTTCTCT
TAACTATTCACICCITATTATTCATCCTEAATACTCETTGATACTETTGGTTCTCT
TAACTATTCACTICCITATTATTCATCCTEAATACTCECTTGATACTE@TTGGTTCTCT
TAACTATTCACTICCITATTATTCATCCTEAATACTCETTGATACTETTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTTAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTTAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTTAATACTCATTGATACTCTTGGTTCTCT
TAACTATTTACICCITATTATTCATCCTEAATACTCATTGATACTCTTGGTTCTCT
TAACTATTCACICCITATTATTCATCCTEAATACTCETTGATACTETTGGTTCTCT
TAACTATTCACTCCITATTATTCATCCTEAATACTCECTTGATACTE@TTGGTTCTCT
TAACTATTCACTICCITATTATTCATCCTEAATACTCECTTGATACTE@TTGGTTCTCT
TAACTATTCACICCITATTATTCATCCTEAATACTCETTGATACTETTGGTTCTCT
TAACTATTTACCCAGTATTATTCATCCTCAATGCTCATTGATACTE@TTGGTTCTCT

TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
TTTTCTCAAATCA
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*4C2:-:

% *$

1
ch2_cgd6_5020 (1)
ch3_cgd6_5020 (1)
ch4_cgd6_5020 (1)

TU502_cgd6_5020 (1)
rabbitl_cgd6_5020 (1)
rabbit2_cgd6_5020 (1)
rabbit3_cgd6_5020 (1)
rabbit4_cgd6_5020 (1)

cp2_cgd6_5020 (1)
cp3_cgd6_5020 (1)
cp4_cgd6_5020 (1)
lowa_cgd6_5020 (1)
Moredun_cgd6_5020 (1)
w65_cgd6_5020 (1)
w66_cgd6_5020 (1)
w67_cgd6_5020 (1)
w70_cgd6_5020 (1)
C.meleagridis_cgd6_5020 (1)
61

ch2_cgd6_5020 (61)
ch3_cgd6_5020 (61)
ch4_cgd6_5020 (61)
TU502_cgd6_5020 (61)
rabbitl_cgd6_5020 (61)
rabbit2_cgd6_5020 (61)
rabbit3_cgd6_5020 (61)
rabbit4_cgd6_5020 (61)
cp2_cgd6_5020 (61)
cp3_cgd6_5020 (61)
cp4_cgd6_5020 (61)
lowa_cgd6_5020 (61)
Moredun_cgd6_5020 (61)
w65_cgd6_5020 (61)
w66_cgd6_5020 (61)
w67_cgd6_5020 (61)
w70_cgd6_5020 (61)
C.meleagridis_cgd6_5020 (61)
121
ch2_cgd6_5020 (121)
ch3_cgd6_5020 (121)
ch4_cgd6_5020 (121)
TU502_cgd6_5020 (121)
rabbitl_cgd6_5020 (121)
rabbit2_cgd6_5020 (121)
rabbit3_cgd6_5020 (121)
rabbit4_cgd6_5020 (121)
cp2_cgd6_5020 (121)
cp3_cgd6_5020 (121)
cp4_cgd6_5020 (121)
lowa_cgd6_5020 (121)
Moredun_cgd6_5020 (121)
w65_cgd6_5020 (121)
w66_cgd6_5020 (121)
w67_cgd6_5020 (121)
w70_cgd6_5020 (121)
C.meleagridis_cgd6_5020 (121)
181
ch2_cgd6_5020 (181)
ch3_cgd6_5020 (181)
ch4_cgd6_5020 (181)
TU502_cgd6_5020 (181)
rabbitl_cgd6_5020 (181)
rabbit2_cgd6_5020 (181)
rabbit3_cgd6_5020 (181)
rabbit4_cgd6_5020 (181)
cp2_cgd6_5020 (181)
cp3_cgd6_5020 (181)
cp4_cgd6_5020 (181)
lowa_cgd6_5020 (181)
Moredun_cgd6_5020 (181)
w65_cgd6_5020 (181)
w66_cgd6_5020 (181)
w67_cgd6_5020 (181)
w70_cgd6_5020 (181)
C.meleagridis_cgd6_5020 (181) T
241

60
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGIACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGIACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGIACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGIACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGIACTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGTATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGTATTGATGAGTAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGTATTGATGAGTAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTATTGATGAGTAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEGTATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGEBTATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGAGACAGAACAAGETATTGATGAGUAATAATGA
ACGATTGCTCTTTATCTTTATGEEACAGAACAAGTTACTGATGAGOGATAATGA

120
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC
AGAACAAGAAATCCCATTCTATGGGTGTAACTTGTATCCAAAAGTGSAATBATC

180
AATTTTGGTCAGBGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGBGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGEGPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGBGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGEGPAGGATGATAAACT
AATTTTGGTCAGBGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGKRAGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGKAGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGKAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGTGPAGGATGATAAACT
AATTTTGGTCAGKAGTTACGACGAAACCCTTAGATTCTGGEPAGGATGATAAACT
AATTTTGGTCAGRAGTTACGACGAAACCCTTAGATTCTGGEGPAGGATGATAAACT
AATTTTGGTCAGKAGTTACGACGAAACCCTTAGATTCTGGGPAGGATGATAAACT

240
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
CTCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGRATT

TCCTATTTATGAGCACAAAACTAATGGAGGAATTTGGAGAATTAATGAAGATT
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ch2_cgd6_5020 (241)
ch3_cgd6_5020 (241)
ch4_cgd6_5020 (241)

TU502_cgd6_5020 (241)

rabbitl_cgd6_5020 (241)
rabbit2_cgd6_5020 (241)
rabbit3_cgd6_5020 (241)
rabbit4_cgd6_5020 (241)
cp2_cgd6_5020 (241)
cp3_cgd6_5020 (241)
cp4_cgd6_5020 (241)
lowa_cgd6_5020 (241)

Moredun_cgd6_5020 (241)

w65_cgd6_5020 (241)
W66_cgd6_5020 (241)
W67_cgdé_5020 (241)
W70_cgd6_5020 (241)

C.meleagridis_cgd6_5020 (241)

% *$

1
ch2_COWP (1)
ch3_CcowpP (1)
ch4_COWP (1)
TU502_COWP (1)
rabbitl COWP (1)
rabbit2_ COWP (1)
rabbit3_COWP (1)
rabbit4_COWP (1)
cp2_COWP (1)
cp3_COWP (1)
cp4d_COWP (1)
lowa_COWP (1)
Moredun_COWP (1)
w65_COWP (1)
w66_COWP (1)
w67_COWP (1)
w70_COWP (1)

C.meleagridis_ COWP (1)

61

ch2_COWP (61)
ch3_COWP (61)
ch4_COWP (61)
TU502_COWP (61)
rabbitl_COWP (61)
rabbit2_COWP (61)
rabbit3_COWP (61)
rabbit4_COWP (61)
cp2_COWP (61)
cp3_COWP (61)
cp4_COWP (61)
lowa_COWP (61)
Moredun_COWP (61)
w65_COWP (61)
w66_COWP (61)
w67_COWP (61)
w70_COWP (61)
C.meleagridis_ COWP (61)
121
ch2_COwP (121)
ch3_COWP (121)
ch4_COWP (121)
TU502_COWP (121)

ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA
ACCTTGGA

60
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGMACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGMFACTGTACCTGAGGGCBACAGGTTBGTTGGAGAGAACTA
CAGGCATTATCTTGARACTGTACCTGAGGGCBACAGGTTAGTTGGAGAGAACTA
CAGGCATTATCTTGGEACTGTACCTCAGGGCPRACAGGTTEBGTTGGAGESAACTA

120
GTTTRATACACTGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACACTGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACACTGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACACTGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACACTGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACAITGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACAITGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTAATACATGGAGGCCTTGTAATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT
GTTTRATACACTGGAGGCCTTGTRATGAAATTTGGTGGGCATTCCTTTGCAGGAGCT

180
ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTABRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA

- 262 -



rabbitl_COWP (121)
rabbit2_COWP (121)
rabbit3_COWP (121)
rabbit4_COWP (121)
cp2_COWP (121)
cp3_COWP (121)
cp4_COWP (121)
lowa_COWP (121)
Moredun_COWP (121)
w65_COWP (121)
w66_COWP (121)
w67_COWP (121)
w70_COWP (121)
C.meleagridis_ COWP (121)
181
ch2_COWP (181)
ch3_COWP (181)
ch4_COWP (181)
TU502_COWP (181)
rabbitl_ COWP (181)
rabbit2_ COWP (181)
rabbit3_COWP (181)
rabbit4_COWP (181)
cp2_COWP (181)
cp3_COWP (181)
cp4_COWP (181)
lowa_COWP (181)
Moredun_COWP (181)
w65_COWP (181)
w66_COWP (181)
w67_COWP (181)
w70_COWP (181)
C.meleagridis_ COWP (181)
241
ch2_COWP (241)
ch3_COWP (241)
ch4_COWP (241)
TU502_COWP (241)
rabbitl_COWP (241)
rabbit2_COWP (241)
rabbit3_COWP (241)
rabbit4_COWP (241)
cp2_COWP (241)
cp3_COWP (241)
cp4_COWP (241)
lowa_COWP (241)
Moredun_COWP (241)
w65_COWP (241)
w66_COWP (241)
w67_COWP (241)
w70_COWP (241)
C.meleagridis_ COWP (241)
301
ch2_COWP (301)
ch3_COWP (301)
ch4_COWP (301)
TU502_COWP (301)
rabbitl_COWP (301)
rabbit2_ COWP (301)
rabbit3_COWP (301)
rabbit4_COWP (301)
cp2_COWP (301)
cp3_COWP (301)
cp4_COWP (301)
lowa_COWP (301)
Moredun_COWP (301)
w65_COWP (301)
w66_COWP (301)
w67_COWP (301)
w70_COWP (301)
C.meleagridis_ COWP (301)
361
ch2_COWP (361)
ch3_COWP (361)
ch4_COWP (361)
TU502_COWP (361)
rabbitl_ COWP (361)
rabbit2_ COWP (361)
rabbit3_COWP (361)
rabbit4_COWP (361)
cp2_COWP (361)
cp3_COWP (361)

ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTABRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTBRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATAGACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
ACATATABACACAATCATCTCCTGRCTGTATATCCTGGTGGGCAGACCATATCAATA
240
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTARCATTTTCCATTTTCAAATATTGAATTAGGTGGGCBGATTCT
TTTTTAATCACTTACATTTTCCATTTTCAAATATTGAATTAGGTGGGCEGATTCT
TTTTTAATCACTTGCATTTTCCATTTTCAAATATTGAATTAGGTGGGCAGATTCT
300
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMATICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMATICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMATICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMATICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMATICCAGGAGGACAG
AATTCAGEGATTCTGGTGCCATACATTGTTGTCCTGACABMITICCAGGAGGACAG
AATTCAGBGATTCTGGTGCCATACATTGTTGTCCTGACARMITICCAGGAGGACAG
360
ATTTTBTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
ATTTTETTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGTHNGAA
ATTTTGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
ATTTTEGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGTHNGAA
ATTTTGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
ATTTTGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
ATTTTGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGTHNGAA
ATTTTGTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGGNGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIHNGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGINGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGGNGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGTHNGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGGNGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGINGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIINGAA
ATTTTATTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGGNGAA
ATTTTBTTTGCAGGGAGATATTGAACACATCTATTTCCTTCTTCAACAAAAGIIHGAA
420
CAAACGGTATCAATTTGTTGAATTAATTTACACEATTT TCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACASCEATTT TCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEATTTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACACEATTTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEATTTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACASCEATTTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACASCEATTTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEATTTCCAGTATAGACCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACACEAT ETCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEAT CTCCAGTATAGEBCCTGGA
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cp4_COWP (361)
lowa_COWP (361)
Moredun_COWP (361)
w65_COWP (361)
w66_COWP (361)
w67_COWP (361)
w70_COWP (361)

C.meleagridis_ COWP (361)
421
ch2_COWP (421)
ch3_COWP (421)
ch4_COWP (421)
TU502_COWP (421)
rabbitl_COWP (421)
rabbit2_COWP (421)
rabbit3_COWP (421)
rabbit4_COWP (421)
cp2_COWP (421)
cp3_COWP (421)
cp4_COWP (421)
lowa_COWP (421)
Moredun_COWP (421)
w65_COWP (421)
w66_COWP (421)
w67_COWP (421)
w70_COWP (421)
C.meleagridis_ COWP (421)
481
ch2_COWP (481)
ch3_COWP (481)
ch4_COWP (481)
TU502_COWP (481)
rabbitl_COWP (481)
rabbit2_ COWP (481)
rabbit3_COWP (481)
rabbit4_COWP (481)
cp2_COWP (481)
cp3_COWP (481)
cp4_COWP (481)
lowa_COWP (481)
Moredun_COWP (481)
w65_COWP (481)
w66_COWP (481)
w67_COWP (481)
w70_COWP (481)
C.meleagridis_ COWP (481)

CAAACGGTATCAATTTGTTGAATTAATTTACARCEAT CTCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEAT CTCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACACEAT ETCCAGTATAGBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACARCEAT CTCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEAT CTCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACARCEAT CTCCAGTATAGBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACATCEAT CTCCAGTATAGEBCCTGGA
CAAACGGTATCAATTTGTTGAATTAATTTACANCEIATETCTAGTATAGEBCCTGGA
480
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAABACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAARACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAAAACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAARACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAAAACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAARACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAAAACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAAAACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATUGAGAAARACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACRCATICGAGAAAAACG
GGACATTCTGGATTAGGAGGAGCTGTGTCTGATTGAACECATUGAGAAARACG
529

AATCCTGGBGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGBGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGBGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGBGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGBGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGBGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBBATGCAACACAATCTC
AATCCTGGGGACATGATTTTTCAGGCATEBATGCAACACAATCTC
AATCCTGBGGACATGATTTTTCAGGCATABATGCAACACAATCTC
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Cgd2_80 (4431 bp)
Chr2 (23.97k- 28.85Kk)
PCR product 266 bp
total number of bp 248

Isolates 34 41 115 151 154 160 163
Ch2
Ch3
Ch4
TU502
Cp2 G A A G G C T T T
Cp3 G A A G G C T T T
Cp4 G A A G G C T T T
lowa G A A G G C T T T
Moredun G A A G G C T T T
w65 G A A G G C T T T
w66 G A A G G C T T T
w67 G A A G G C T T T
w70 G A A G G C T T T
Rabbitl A G G A A T C T T
Rabbit2 A G G A A T C T T
Rabbit3 A G G A A T C T T
Rabbit4 A G G A A T C T T
C.meleagridis G A A G G C T G C
Cgd2_2430 (873 bp)

Chr2 (492.39k- 493.35k)

PCR product 389 bp

total number of bp 361
Isolates 73 74 79 94 190 217 247 295 320 346
Ch2
Ch3
Ch4

TU502

Cp2 G A G C G G A T C C T A A
Cp3 G A G C G G A T C C T A A
Cp4 G A G C G G A T C C T A A
lowa G A G C G G A T C C T A A
Moredun G A G C G G A T C C T A A
w65 G A G C G G A T C C T A A
w66 G A G C G G A T C C T A A
w67 G A G C G G A T C C T A A
w70 G A G C G G A T C C T A A
Rabbitl G G A T A G T C T T (03 G G
Rabbit2 G G A T A G T C T T (03 G G
Rabbit3 G G A T A G T C T T (03 G G
Rabbit4 G G A T A G T C T T C G G
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cgd6_200 (1374 pb)

chr.6 (50.41k- 51.92K)
PCR product 447 bp

total number of bp 420

319 325 331

318

301

259 265 277

AN
o
N
—
Lo
—

116 136 145

112

37 55 102 103 109

Isolates
Ch2
Ch3
Ch4

TU502
Cp2
Cp3
Cp4

lowa
Moredun
w65
w66

w67

w70

<L

-

-

(O ONONG]

e

(ONONONG]

<L

(ONONONG]

e

e

(ONONONU]

-

(ONONONG]

I

0000

(ONONONU]

e

(ONONONU]

(ONONONU]

I

G

Rabbit1l

Rabbit2
Rabbit3
Rabbit4

C.meleagridis




cgd6_5020 (651 bp)
Chr.6 (1189.88k- 1190.60k)
PCR product 271 bp

total number of bp 248

Isolates 26 40 43 53 134 166 181
Ch2
Ch3
Ch4
TU502
Cp2 T G T A A T C
Cp3 T G T A A T C
Cp4 T G T A A T C
lowa T G T A A T C
Moredun T G T A A T C
w65 T G T A A T C
w66 T G T A A T C
w67 T G T A A T C
w70 T G T A A T C
Rabbitl
Rabbit2
Rabbit3
Rabbit4
C.meleagridis C T C G A Cc T

cgd8_ 2370 (1188 bp)

chr.8 (631.04K- 632.35K)

PCR product 685 bp

total number of bp 661
Isolates 312 414 450 513 543 579 596
Ch2
Ch3
Ch4

TU502
Cp2
Cp3
Cp4
lowa
Moredun

— ==
O0O0O000
ONONANANG)]
>>>>>
>>>>>
>>>>>
O0O000
OOO00
ONONANANG)]
O0O000
— = -
ONONANANG)]

Rabbit1 A C G T A G T A A T C A
Rabbit2 A C G T A G T A A T Cc A
Rabbit3 A C G T A G T A A T Cc A
Rabbit4 A C G T A G T A A T C A
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Chro.20156 (795 bp)
Chr.2 (310.76- 311.551K)

PCR product 247 bp

total number of bp 248

Isolates 107 186 196 208 227 228
Ch2

Ch3

Ch4

TU502

Cp2 A G A C C C
Cp3 A G A C C (03
Cp4 A G A C C (03
lowa A G A C C (03
Moredun A G A C C C
w65 A G A C C (03
w66 A G A C C (03
w67 A G A C C (03
w70 A G A C C C
Rabbitl G A T T A A
Rabbit2 G A T T A A
Rabbit3 G A T T A A
Rabbit4 G A T T A A

chro.50330 (681 bp)
chr.5 (148.97K- 151.05K)
PCR product 368 bp

total number of bp 346

Isolates 9 69 210

Ch2

Ch3

Ch4

TU502

Cp2 A C G
Cp3 A C G
Cp4 A C G
lowa A C G
Moredun A C G
w65 A C G
w66 A C G
w67 A C G
w70 A C G
Rabbitl

Rabbit2

Rabbit3

Rabbit4
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chro.50317 (1419 bp)
chr.5 (173.60K- 179.56K )

PCR product 752 bp

total number of bp 727

230 239 245 263 293 298

219 221

214

™
(@]
N

152 153

134

35 46 65 71 74 82 110 126

9

Isolates
Ch2
Ch3
Ch4

TU502
Cp2
Cp3
Cp4

lowa

Moredun

w65
w66
w67
w70

T
T
T
T

G G A
G G A
G G A
G G A

T
T
T
T

T
T
T
T

C

C A A G G G

Rabbit1l

Rabbit2

Rabbit3

Rabbit4
C.meleagridis




~—
o
o]
()]
M—-

X o
N
N~ A
M~ L
37K7
o =
n—9Y o
Sn 3
SLo0 9
e~ 2
OO g

@
O
[a

total number of bp 727

638 645

632

569 581 584 596 620

524 536

494 523

476

<
©
<
[oo)
Lo
<

431

396 413

364

324 331 340

319

Moredun

G
G
G
G

Rabbitl

Rabbit2

Rabbit3

Rabbit4

C.melea-
gridis




chro.50457 (1080 bp)
Chr.5 (903.26K- 905.12K)
PCR product 394 bp

total number of bp 373

Isolates 13 28 31 38 43 44 45 49 50 51 73 85 91 94 97 98 108 142 146 154 158 161 162 169 178
Ch2
Ch3
Ch4
TU502

Cp2

Cp3

Cp4
lowa
Moredun

w65
w66
w67
w70

OOOOOOO OO
e e e o e I B I
>>>>>>>>>
OO0O000OO0O0O0O0
OOOOOOO OO
>>>>>>>>>
e e e o e I B I
OO0O0O00OO0O0O0OO0
OOOOOOO OO
OOOOOOO OO
>>>>>>>>>
>>>>>>>>>
e e e o e I B I
e e e o e I B I
>>>>>>>>>
OO0O000OO0O0O0O0
>>>>>>>>>
>>>>>>>>>
o T M o s M R A
>>>>>>>>>
>>>>>>>>>
OOOOOOO OO
OOOOOOO OO
OOO0OO0OO 00O
o T M o s M R A
>>>>>>>>>

Rabbit1l
Rabbit2
Rabbit3
Rabbit4

C.meleagridis A C G T A G A C A AT G C €C GT 6 GG € G A A G A G ¢

chro.50457 (1080 bp)



Chr.5 (903.26K- 905.12K )
PCR product 394 bp
total number of bp 373

Isolates 196 227 229 238 241 247 265 266 268 271 283 307 310 313 316 331 335 340 350

Ch2

Ch3

Ch4

TU502

Cp2 T C A T T A A A T T C C T T T T A T C
Cp3 T C A T T A A A T T C C T T T T A T C
Cp4 T C A T T A A A T T C C T T T T A T C
lowa T C A T T A A A T T C C T T T T A T C
Moredun T C A T T A A A T T C C T T T T A T C
w65 T C A T T A A A T T C C T T T T A T C
w66 T C A T T A A A T T C C T T T T A T C
w67 T C A T T A A A T T C C T T T T A T C
w70 T C A T T A A A T T C C T T T T A T C
Rabbit1l

Rabbit2

Rabbit3

Rabbit4

C.meleagridis C T G T C T G G C C T T T C G C G T T

Chro.30149 (1500 bp)
chr.3 (9.7K- 11.5 K)
PCR product 331 bp



total number of bp 308

233 245 257 263

17 41 44 50 56 59 62 68 71 110 152 158 167 173 179

14

Isolates
Ch2
Ch3
Ch4

TU502
Cp2
Cp3
Cp4

lowa

Moredun

w65
w66
w67
w70

Rabbit1l

Rabbit2

Rabbit3

Rabbit4

C.meleagridis

oocyst wall protein) 4890 bp

Chr.6 (493.95K- 499.32K)

COWP ( Cryptosporidium

PCR product 555 bp



total number of bp 529

396 402 405 414 465 477 489 513

234 249 285 306

195

129 147

17 18 29 36 45 54 66 72 87

Isolates
Ch2
Ch3
Ch4

TU502
Cp2
Cp3
Cp4

T
T
T
T
T
T
T
T
T

G G A A

T
T
T
T
T
T
T
T
T

G G A A

G G A A

G G A A

G G A A

G G A A

G G A A

G G A A

G G A A

lowa
Moredun

w65
w66
w67
w70

Rabbit1l

Rabbit2

Rabbit3

Rabbit4

G A C T

T

C.meleagridis
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1
IOWA_cry (1)
IOWA_cry_WGA _illustra_GenomiPhi (1)
IOWA_cry WGA_REPLI-g (1)
IOWA_cry_WGA_GenomePlex (1)
W15511_cry (1)
W15511_cry_WGA _illustra_GenomiPhi (1)
W15511 cry_ WGA_REPLI-g (1)
W15511_cry_ WGA_GenomePlex (1)
W15516_cry (1)
W15516_cry_WGA _illustra_GenomiPhi (1)
W15516_cry_ WGA_REPLI-g (1)
W15516_cry WGA_GenomePlex (1)
W15507_cry (1)
W15507_cry_WGA _illustra_GenomiPhi (1)
W15507_cry_WGA_REPLI-g (1)
W15507_cry_WGA_GenomePlex (1)
51
IOWA_cry (51)
IOWA_cry_WGA _illustra_GenomiPhi (51)
IOWA_cry WGA_REPLI-g (51)
IOWA_cry_WGA_GenomePlex (51)
W15511_cry (51)
W15511_cry_ WGA _illustra_GenomiPhi (51)
W15511_cry_ WGA_REPLI-g (51)
W15511_cry_ WGA_GenomePlex (51)
W15516_cry (51)
W15516_cry_WGA _illustra_GenomiPhi (51)
W15516_cry_ WGA_REPLI-g (51)
W15516_cry WGA_GenomePlex (51)
W15507_cry (51)
W15507_cry_WGA _illustra_GenomiPhi (51)
W15507_cry_ WGA_REPLI-g (51)
W15507_cry_WGA_GenomePlex (51)
101
IOWA_cry (101)
IOWA_cry_WGA_illustra_GenomiPhi (101)
IOWA_cry_ WGA_REPLI-g (101)
IOWA_cry_WGA_GenomePlex (101)
W15511_cry (101)
W15511_cry_WGA _illustra_GenomiPhi (101)
W15511 cry_ WGA_REPLI-g (101)
W15511_cry WGA_GenomePlex (101)
W15516_cry (101)
W15516_cry_WGA _illustra_GenomiPhi (101)
W15516_cry_ WGA_REPLI-g (101)
W15516_cry_WGA_GenomePlex (101)
W15507_cry (101)
W15507_cry_WGA _illustra_GenomiPhi (101)
W15507_cry_ WGA_REPLI-g (101)
W15507_cry_WGA_GenomePlex (101)
151
IOWA_cry (151)
IOWA_cry_WGA_illustra_GenomiPhi (151)
IOWA_cry_ WGA_REPLI-g (151)
IOWA_cry_WGA_GenomePlex (151)
W15511_cry (151)
W15511_cry_WGA _illustra_GenomiPhi (151)
W15511 cry_ WGA_REPLI-g (151)
W15511_cry WGA_GenomePlex (151)
W15516_cry (151)
W15516_cry_WGA _illustra_GenomiPhi (151)

O+>>*A O+>
97( 7 0

50
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGTBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGTBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGTBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGTBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTITTTTCTGGAAAACAATGABCAATCAGACACAGCTCCTCCTAATCC
GTCTTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTCTTTTCTGGAAAACAATGTBCAATCAGACACAGCTCCTCCTAATCC
GTCTTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC
GTCTTTTCTGGAAAACAATGIBCAATCAGACACAGCTCCTCCTAATCC

100
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCAGECTATACTGABAATGGCACATGTAAATTAATTC
AGAATGTCCTCCABARCTATACTGGMATGGCACATGTAAATTAATTC
AGAATGTCCTCCABSCTATACTGGMATGGCACATGTAAATTAATTC
AGAATGTCCTCCABRCTATACTGGRAATGGCACATGTAAATTAATTC
AGAATGTCCTCCABRCTATACTGGMATGGCACATGTAAATTAATTC

150
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEGSANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEGENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEBENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESNBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEBENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEBENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTAGNBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEGENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTEGENBGAAATAGA
AACAAATTGATACCGTTTGTCCTTCTGGTTTTGTESANBGAAATAGA

200
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
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W15507_cry WGA_REPLI-g (251)
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IOWA cry WGA_REPLI-g (301)
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W15511_cry (301)
W15511_cry_WGA _illustra_GenomiPhi (301)
W15511_cry WGA_REPLI-g (301)
W15511_cry WGA_GenomePlex (301)
W15516_cry (301)
W15516_cry_WGA _illustra_GenomiPhi (301)
W15516_cry WGA_REPLI-g (301)
W15516_cry_WGA_GenomePlex (301)
W15507_cry (301)
W15507_cry_WGA _illustra_GenomiPhi (301)
W15507_cry WGA_REPLI-g (301)
W15507_cry_WGA_GenomePlex (301)
351
IOWA _cry (351)
IOWA_cry_WGA_illustra_GenomiPhi (351)
IOWA cry WGA_REPLI-g (351)
IOWA_cry_WGA_GenomePlex (351)
W15511_cry (351)
W15511_cry_WGA _illustra_GenomiPhi (351)
W15511_cry WGA_REPLI-g (351)
W15511_cry WGA_GenomePlex (351)
W15516_cry (351)
W15516_cry_WGA _illustra_GenomiPhi (351)
W15516_cry WGA_REPLI-g (351)
W15516_cry_WGA_GenomePlex (351)
W15507_cry (351)
W15507_cry_WGA _illustra_GenomiPhi (351)
W15507_cry WGA_REPLI-g (351)
W15507_cry_WGA_GenomePlex (351)
401
IOWA _cry (401)
IOWA_cry_WGA _illustra_GenomiPhi (401)
IOWA_cry WGA_REPLI-g (401)
IOWA_cry_WGA_GenomePlex (401)
W15511_cry (401)
W15511_cry_WGA _illustra_GenomiPhi (401)

TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAMAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT
TGTGTTCAATATCTCCCTGCAAAAATCTGTCCTCCTGGATTCAATTT

250
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTSACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTSACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTSACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTBACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATUSACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCTAAATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATUSACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTBACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATUGACAT
GTCAGGACAACAATGTATGGCACCAGAATCAGCT@AATTGACAT

300
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT
GCCCACCTAATTCAATATTTGAAAATGGAAAATGTAAAGTGATTAAAAAT

350
ATTGATATGGTCTGCCCACCAGGATATACRGXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACRGAGGAATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATACKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATATRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATATKGHRGGEBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATATRGAXGGBATGATTGTGT
ATTGATATGGTCTGCCCACCAGGATATATRGAXGGBATGATTGTGT

400
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG
ACTATATGTAGCTCCTGCAAAGGAATGCCCACCAAATTTCATTTTACAAG

450
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
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W15507_cry_WGA_GenomePlex (451)

*4C2:-: % *$

1
IOWA_cgd5020 (1)
IOWA_cgd5020_WGA _illustra_GenomiPhi (1)
IOWA_cgd5020_WGA_REPLI-g (1)
IOWA_cgd5020_WGA_GenomePlex (1)
W15511_cgd5020 (1)
W15511_cgd5020_WGA _illustra_GenomiPhi (1)
W15511_cgd5020_WGA_REPLI-g (1)
W15511_cgd5020_WGA_GenomePlex (1)
W15516_cgd5020 (1)
W15516_cgd5020_WGA _illustra_GenomiPhi (1)
W15516_cgd5020_ WGA REPLI-g (1)
W15516_cgd5020_WGA_GenomePlex (1)
W15507_cgd5020 (1)
W15507_cgd5020_WGA _illustra_GenomiPhi (1)
W15507_cgd5020_ WGA REPLI-g (1)
W15507_cgd5020_WGA_GenomePlex (1)
W15519 ¢gd5020 (1)

WW15519_cgd5020_WGA_illustraGenomiPhi (1)

WW15519_cgd5020_WGA_GenomePlex (1)
51
IOWA_cgd5020 (51)
IOWA_cgd5020_WGA_illustra_GenomiPhi (51)
IOWA_cgd5020_WGA_REPLI-g (51)
IOWA_cgd5020_WGA_GenomePlex (51)
W15511_cgd5020 (51)
W15511_cgd5020_WGA _illustra_GenomiPhi (51)
W15511_cgd5020_WGA_REPLI-g (51)
W15511_cgd5020_WGA_GenomePlex (51)
W15516_cgd5020 (51)
W15516_cgd5020_WGA _illustra_GenomiPhi (51)
W15516_cgd5020_WGA_REPLI-g (51)
W15516_cgd5020_WGA_GenomePlex (51)
W15507_cgd5020 (51)
W15507_cgd5020_WGA _illustra_GenomiPhi (51)
W15507_cgd5020 WGA REPLI-g (51)
W15507_cgd5020_WGA_GenomePlex (51)
W15519 ¢gd5020 (51)

GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCATGTATACAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCBTGTATTCAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCBIGTATTCAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCBTGTATTCAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
GCCTCCBIGTATTCAAACTAGTTCTGCTCCAACTCAACCTGTCTGCCCT
470
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA
CCAGGTACAGTATTACAAGA

50
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT
ATGAGCCAATAATGAAGAACAAGAAATCCCATTCTATGGGTGTAACTTGT

100
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAAGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAAGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTAXGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTIAGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTIAGIT ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTONGET ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTONGET ACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTONGET ACGACGA
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W15516_cgd5020 WGA REPLI-g (151)
W15516_cgd5020_WGA_GenomePlex (151)
W15507_cgd5020 (151)
W15507_cgd5020_WGA _illustra_GenomiPhi (151)
W15507_cgd5020 WGA REPLI-g (151)
W15507_cgd5020_WGA_GenomePlex (151)
W15519_cgd5020 (151)
WW15519_cgd5020_WGA _illustraGenomiPhi (151)
WW15519_cgd5020_WGA_GenomePlex (151)
201
IOWA_cgd5020 (201)
IOWA_cgd5020_WGA _illustra_GenomiPhi (201)
IOWA_cgd5020_WGA_REPLI-g (201)
IOWA_cgd5020_WGA_GenomePlex (201)
W15511_cgd5020 (201)
W15511_cgd5020_WGA _illustra_GenomiPhi (201)
W15511_cgd5020_WGA_REPLI-g (201)
W15511_cgd5020_WGA_GenomePlex (201)
W15516_cgd5020 (201)
W15516_cgd5020_WGA _illustra_GenomiPhi (201)
W15516_cgd5020_ WGA REPLI-g (201)
W15516_cgd5020_WGA_GenomePlex (201)
W15507_cgd5020 (201)
W15507_cgd5020_WGA _illustra_GenomiPhi (201)
W15507_cgd5020 WGA REPLI-g (201)
W15507_cgd5020_WGA_GenomePlex (201)
W15519 _¢gd5020 (201)
WW15519_cgd5020_WGA_illustraGenomiPhi (201)
WW15519_cgd5020_WGA_GenomePlex (201)

ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTORGITACGACGA
ATCCAAAAGTCGAATAGAAATCATCAATTTTGGTONGIT ACGACGA
150
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
AACCCTTAGATTCTGGGATTTTAGGATGATAAACTCTCCTATTTATGAGC
200

ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT
ACAAAACTAATGGAGGAATTTGGAGAATTAACCAATTTGAAGATTACCTT

GGA
GGA
GGA
GGA
GGA
GGA
GGA
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3% +-:(24 % *$
1

IOWA_chro156 (1)
IOWA_chro156_WGA _illustra_GenomiPhi (1)
IOWA_chro156_WGA_REPLI-g (1)
IOWA_chro156_WGA_GenomePlex (1)
W15511_chro156 (1)
W15511_chro156_WGA_illutra_GenomiPhi (1)
W15511_chro156_WGA_REPLI-g (1)
W15511_chro156_WGA_GenomePlex (1)
W15516_chro1l56 (1)
W15516_chro156_WGA_illustra_GenomiPhi (1)
W15516_chro156_WGA_REPLI-g (1)
W15516_chro156_WGA_GenomePlex (1)
W15507_chro156 (1)
W15507_chro156_WGA_illustra_GenomiPhi (1)
W15507_chro156_WGA _REPLI-g (1)
W15507_chro156_WGA_GenomePlex (1)
W15519_chro156_WGA_GenomePlex (1)

51
IOWA_chro156 (51)
IOWA_chro156_WGA_illustra_GenomiPhi (51)
IOWA_chro156_WGA_REPLI-g (51)
IOWA_chro156_WGA_GenomePlex (51)
W15511_chro156 (51)
W15511_chro156_WGA_illutra_GenomiPhi (51)
W15511_chro156_WGA_REPLI-g (51)
W15511_chro1l56_WGA_GenomePlex (51)
W15516_chro156 (51)
W15516_chro156_WGA_illustra_GenomiPhi (51)
W15516_chro156_WGA_REPLI-g (51)
W15516_chro156_WGA_GenomePlex (51)
W15507_chro156 (51)
W15507_chro156_WGA_illustra_GenomiPhi (51)
W15507_chro156_WGA_REPLI-g (51)
W15507_chro156_WGA_GenomePlex (51)
W15519_chro156_WGA_GenomePlex (51)
101
IOWA_chro156 (101)
IOWA_chro156_WGA _illustra_GenomiPhi (101)
IOWA_chro156_WGA_REPLI-g (101)
IOWA_chro156_WGA_GenomePlex (101)
W15511_chro156 (101)
W15511_chro156_WGA_illutra_GenomiPhi (101)
W15511_chro156_WGA_REPLI-g (101)
W15511_chro156_WGA_GenomePlex (101)
W15516_chro156 (101)
W15516_chro156_WGA_illustra_GenomiPhi (101)
W15516_chro156_WGA_REPLI-g (101)
W15516_chro156_WGA_GenomePlex (101)
W15507_chro156 (101)
W15507_chro156_WGA_illustra_GenomiPhi (101)
W15507_chro156_WGA_REPLI-g (101)
W15507_chro156_WGA_GenomePlex (101)
W15519_chro156_WGA_GenomePlex (101)
151
IOWA_chro156 (151)
IOWA_chro156_WGA _illustra_GenomiPhi (151)
IOWA_chro156_WGA_REPLI-g (151)
IOWA_chro156_WGA_GenomePlex (151)
W15511_chrol56 (151)
W15511_chro156_WGA_illutra_GenomiPhi (151)
W15511_chro156_WGA_REPLI-g (151)
W15511_chro156_WGA_GenomePlex (151)
W15516_chro1l56 (151)
W15516_chro156_WGA_illustra_GenomiPhi (151)
W15516_chro156_WGA_REPLI-g (151)
W15516_chro156_WGA_GenomePlex (151)
W15507_chro156 (151)
W15507_chro156_WGA_illustra_GenomiPhi (151)
W15507_chro156_WGA_REPLI-g (151)
W15507_chro156_WGA_GenomePlex (151)
W15519 chro156_WGA_GenomePlex (151)

50
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTAGBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTBEBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTBEBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTBEBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTBEBAGG
CTGCCAAGCGGAAAAAAGAGTAGTAGAATTTTATGTTTTBEBAGG

100
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT
AAGACGGCATATTGATCCAACCGAACAAATGATTGAGACAATGTCAATAT

150
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRRGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRRGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRRGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRRGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRERGAA
CAAATCCTGAAGATATAGAAGEACCAGCTCAAGTAAATGRRGAA
CAAATCCTGAAGATATAGAABSACCAGCTCAAGTAAATGARGAA
CAAATCCTGAAGATATAGAABBACCAGCTCAAGTAAATGARGAA
CAAATCCTGAAGATATAGAABSACCAGCTCAAGTAAATGARGAA
CAAATCCTGAAGATATAGAABBACCAGCTCAAGTAAATGARGAA
CAAATCCTGAAGATATAGAABBACCAGCTCAAGTAAATGARGAA

186
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCAGEACTTGCCTGGTATCAATGCC
AACATGGTCCCABAACTTGCCTGGTATCAATGCC
AACATGGTCCCABAACTTGCCTGGTATCAATGCC
AACATGGTCCCABAACTTGCCTGGTATCAATGCC
AACATGGTCCCABAACTTGCCTGGTATCAATGCC
AACATGGTCCCABAACTTGCCTGGTATCAATGCC
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5 +054

5 )HD=B*, 4

1
Cp2_cgd2_4380 (1)
Cp3_cgd2_4380 (1)
Cp4_cgd2_4380 (1)

lowa_cgd2_4380 (1)
Moredun_cgd2_4380 (1)
W65_cgd2_4380 (1)
W66_cgd2_4380 (1)
W67_cgd2_4380 (1)
W70_cgd2_4380 (1)

C.meleagridis_cgd2_4380 (1)
Ch2_cgd2_4380 (1)
Ch3_cgd2_4380 (1)
Ch4_cgd2_4380 (1)
TU502_cgd2_4380 (1)
61

Cp2_cgd2_4380 (61)
Cp3_cgd2_4380 (61)
Cp4_cgd2_4380 (61)
lowa_cgd2_4380 (61)
Moredun_cgd2_4380 (61)
W65_cgd2_4380 (61)
W66_cgd2_4380 (61)
W67_cgd2_4380 (61)
W70_cgd2_4380 (61)
C.meleagridis_cgd2_4380 (61)
Ch2_cgd2_4380 (61)
Ch3_cgd2_4380 (61)
Ch4_cgd2_4380 (61)
TU502_cgd2_4380 (61)
121
Cp2_cgd2_4380 (121)
Cp3_cgd2_4380 (121)
Cp4_cgd2_4380 (121)
lowa_cgd2_4380 (121)
Moredun_cgd2_4380 (121)
W65_cgd2_4380 (121)
W66_cgd2_4380 (121)
W67_cgd2_4380 (121)
W70_cgd2_4380 (121)
C.meleagridis_cgd2_4380 (121)
Ch2_cgd2_4380 (121)
Ch3_cgd2_4380 (121)
Ch4_cgd2_4380 (121)
TU502_cgd2_4380 (121)
181
Cp2_cgd2_4380 (181)
Cp3_cgd2_4380 (181)
Cp4_cgd2_4380 (181)
lowa_cgd2_4380 (181)
Moredun_cgd2_4380 (181)
W65_cgd2_4380 (181)
W66_cgd2_4380 (181)
W67_cgd2_4380 (181)
W70_cgd2_4380 (181)
C.meleagridis_cgd2_4380 (181)
Ch2_cgd2_4380 (181)
Ch3_cgd2_4380 (181)
Ch4_cgd2_4380 (181)
TU502_cgd2_4380 (181)
241
Cp2_cgd2_4380 (241)
Cp3_cgd2_4380 (241)
Cp4_cgd2_4380 (241)
lowa_cgd2_4380 (241)
Moredun_cgd2_4380 (241)
W65_cgd2_4380 (241)
W66_cgd2_4380 (241)
W67_cgd2_4380 (241)
W70_cgd2_4380 (241)
C.meleagridis_cgd2_4380 (241)

Ch2_cgd2_4380 (205) ----------
Ch3_cgd2_4380 (205) ----------

60
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT
AGGGGTGGACCTAGATGCTCAAGAGCCCCGCATCCTAGACTCCMAGBSTGT

120
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINNGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINNGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINNGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINNGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTINNGATTT
TCAGAAACAGATTCAACTGATGGAGGTAGCAATACTGCAAGTCABTIMRATTT

180
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGETCCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGETCCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCARGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCMAAGETCCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCARGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCMAAGETCCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCAAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGETCCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEAGETI CCAACTTTAGGGCTATTT
TTAAATCCAGGATATGGTTCACGACCAGGTTCEBAGSTCCAACTTTAGGGCTATTT

240
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIEC/GTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIEC/GTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIEC/GTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIEC/GTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCACIECASTTTTTCCAACTCGTAGACCATATTCAGGAATTTTGCTTACCTCT
ACTAGATCAGEECACCICTTCCA
ACTAGATCAGEECACCICTTCCA
ACTAGATCAGEECACCICTTCCA
ACTAGATCAGEECACCICTTCCA

300
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT
AGTGGTTCGAAGTCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGGIATIRAT

AGTGGTTCGARCCTCTGCTCTTTCAAGCAGATTTGGACAAAAGCCATCAAGTTCTCAT
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Ch4_cgd2_4380 (205) -------

TU502_cgd2_4380 (205)
301
Cp2_cgd2_4380 (301)
Cp3_cgd2_4380 (301)
Cp4_cgd2_4380 (301)
lowa_cgd2_4380 (301)
Moredun_cgd2_4380 (301)
W65_cgd2_4380 (301)
W66_cgd2_4380 (301)
W67_cgd2_4380 (301)
W70_cgd2_4380 (301)
C.meleagridis_cgd2_4380 (301)

Ch2_cgd2_4380 (205) ---------
Ch3_cgd2_4380 (205) ---------
Ch4_cgd2_4380 (205) ---------

TU502_cgd2_4380 (205) --------

361
Cp2_cgd2_4380 (361)
Cp3_cgd2_4380 (361)
Cp4_cgd2_4380 (361)
lowa_cgd2_4380 (361)

Moredun_cgd2_4380 (361)
W65_cgd2_4380 (361)
W66_cgd2_4380 (361)
W67_cgd2_4380 (361)
W70_cgd2_4380 (361)

C.meleagridis_cgd2_4380 (361)

Ch2_cgd2_4380 (205) ---------

Ch3_cgd2_4380 (205) --—
Ch4_cgd2_4380 (205) --—

TU502_cgd2_4380 (205) --------

421
Cp2_cgd2_4380 (421)
Cp3_cgd2_4380 (421)
Cp4_cgd2_4380 (421)
lowa_cgd2_4380 (421)

Moredun_cgd2_4380 (421)
W65_cgd2_4380 (421)
W66_cgd2_4380 (421)
W67_cgd2_4380 (421)
W70_cgd2_4380 (421)

C.meleagridis_cgd2_4380 (421)

Ch2_cgd2_4380 (205) ---------

Ch3_cgd2_4380 (205) -
Ch4_cgd2_4380 (205) -

TU502_cgd2_4380 (205) --------

481
Cp2_cgd2_4380 (481)
Cp3_cgd2_4380 (481)
Cp4_cgd2_4380 (481)
lowa_cgd2_4380 (481)

Moredun_cgd2_4380 (481)
W65_cgd2_4380 (481)
W66_cgd2_4380 (481)
W67_cgd2_4380 (481)
W70_cgd2_4380 (481)

C.meleagridis_cgd2_4380 (481)

Ch2_cgd2_4380 (205) ---------
Ch3_cgd2_4380 (205) -
Ch4_cgd2_4380 (205) ---------
TU502_cgd2_4380 (205) ---------

541
Cp2_cgd2_4380 (541)
Cp3_cgd2_4380 (541)
Cp4_cgd2_4380 (541)
lowa_cgd2_4380 (541)

Moredun_cgd2_4380 (541)
W65_cgd2_4380 (541)
W66_cgd2_4380 (541)
W67_cgd2_4380 (541)
W70_cgd2_4380 (541)

C.meleagridis_cgd2_4380 (541)

Ch2_cgd2_4380 (205) ----------
Ch3_cgd2_4380 (205) ----------

Ch4_cgd2_4380 (205) -

TU502_cgd2_4380 (205) ---------

601
Cp2_cgd2_4380 (601)
Cp3_cgd2_4380 (601)
Cp4_cgd2_4380 (601)

360
TCTACAAGTACAGGAACTCGTGINTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTGIANTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTGIANTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTGINTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTGIANTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTCINTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTCONTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTCTNTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTCINTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA
TCTACAAGTACAGGAACTCGTGIANTAAAGCGGTGTAGGAAGCAGATTTTTGAGTCCA

420
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGACTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGACTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGACTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGACTAGRTCA
GGATATGGTTCAAGACCAGGTTCAACACGTGGTCCAACTTTAGGECTAGRTCA

480
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAATITTAGT TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGTI TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGTI TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAATITTAGT TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGTI TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGT TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGT TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGTI TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAAGITTAGT TCTAGCAGTTTT
CGTCCAGTTTTTCCAACTCGTAGACCATATTCAGGAATGITTAGTI TCTAGCAGTTTT

540
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCBGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCBGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCBGCGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCBGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT
AGATCTTCTAATGCTTCAGGGATCAGGAGATTCGTCATATAGTTCTCGTTTTACAGGT

600
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEGTRCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEGTRCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEGTRCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEBSTARCAGT
ACAGGAACTCGTGGTTCACAAGGCGGTGTAGGAAGCAGATTTTTGEGTRCAGT

652
TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
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lowa_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA

Moredun_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
W65_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
W66_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
W67_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA
W70_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGTCCAACTTTGGGGCTATTTACTAGATCA

C.meleagridis_cgd2_4380 (601) TTACAACCAGGTTCAGCACGCGGFEGA ------mrmrmmnv

Ch2_cgd2_4380 (205) ------nnnnnmnmmmmmmm
Ch3_cgd2_4380 (205) ----
Ch4_cgd2_4380 (205) ----
TU502_cgd2_4380 (205) --------------------
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1
C. parvum (2)
C. hominis 1)

61
C. parvum (61)
C. hominis (61)
121
C.parvum  (121)
C. hominis (121)
181
C.parvum  (181)
C. hominis (181)
241
C. parvum  (241)
C. hominis (241)
301
C.parvum  (301)
C. hominis (301)
361
C. parvum  (361)
C. hominis (361)
421
C. parvum  (412)
C. hominis (421)
481
C. parvum  (472)
C. hominis (481)
541
C. parvum  (532)
C. hominis (541)
601
C. parvum  (592)
C. hominis (601)
661
C. parvum  (652)
C. hominis (661)
721
C. parvum  (712)
C. hominis (721)
781
C.parvum  (772)
C. hominis (781)
841
C. parvum
C. hominis (807)
901
C. parvum
C. hominis (807)
961
C. parvum
C. hominis (818)
1021
(1012)
(838)
1081
(1070)
(893)
1141
(1130)
(953)
1201
(1190)
(1013)
1261
(1250)
(1073)
1321

C. parvum
C. hominis

C. parvum
C. hominis

C. parvum
C. hominis

C. parvum
C. hominis

C. parvum
C. hominis

5 +
#E4,% /

60
ATGGGTAATAGTTTAAATGTTTTTTIRATTTTTCTAGTTGTTTTTCTTAATTTTTTG
ATGGGTAATAGTTTAAATGTTTTTTTMATTTTTCTAGTTGTTTTTCTTAATTTTTTG

120

GGGTACAAACTTTTTTTAATACKGAAATGTTGAAAGCAATTTATTIRATTTTAAAT
GGGTTCAAACTTTTTTTAATAGESAAATGTTGAAAGCAATTTATTTTATTTTAAAT
180
TCTTATCCATCATTCATTAAGCTTGGAGGAATGEAAGAGAAGGGAGTTGTBGA
TCTTATCCATCATTCATTAAGCTTGGAGGAARGEA AGAGAAGGGAGTTATBGA
240
TTTTCGTCTGGAGBEACATGTTCATIGCAAGGBEBGATCATTAAGAGATAGIGCGT
TTTTCGTCTGGAGGEACARGTTCATTCAAGGAGATCATTAAGAGATAGEGCGT
300
TCAAGGGGIGACCTAGATGCTCAAGACCCEATCCTAACTCCAAACCATTATTGAG
TCAAGGGRIGATCTAGATGCTCAAGABIC@ATCCTAACTCCAAACCATTATTGAG
360
TGTTCAGAAACAGATTABTGATGGATT AGCAATACTGAAGT CAACCAATGGCAGA
TGTTCAGAAACAGATTCBTGATGGAITAGCAATACTGAAATCAACCABTGGCAGA
420
TTTTTAAATCCAGGPATGA TCACGACCAGE------- TTCAACACGTGBCCAACT
TTTTCAAATCCAGGBGE GETTGCAACCAGGCCACGTGIGGATCACGTGGCCAACT
480
TTAGGGCTATTTACTAGATCACGTGUATTCCAACTCGTAGACCATATTCAGGAATT
TTAGGGCTATTTACTAGATCACGTACIATTCCAACTCGTAGACCATATTCAGGAATT
540
TTGCTTACCTCAGTGGTCGAAGTCCTCTGCTCTTTCAAGCAGATGGAAAAAGCA
TTGCTTACCTCEGTGGTITGALACTCTTCTGETCTTTCAAGCAGARGGAAAGCATA
600
TCAAGTTCTCATTCTACAABTAGGAACTCGTECTACAAAGCGGTGTAGGAAGEA
TCGAGTTCTCATTCTACAAGTAGGAACTCG B CCACAAAGCGGTGTAGGAABEA
660
TTTTTGAGTCCAGGATATGGTAGACCAGGTTARACGGGTCCAACTTTAGGGCTA
TTTTTGAGTCCAGGATATGGTUOGACCAGGTT@GRACE®GGTCCAACTTTAGGGCTA
720
TTTACTAGATCBGTCCATITTTCCAACTCGTAGACCATATTCAGGAAGTTTACT
TTTACTAGATCAGTCCACICTTCCAACTCGTAGACCATATTCAGGAAGTTTACT
780
TCTAGCAGTTTAGATCTTCTAATGCTTCABGGATAGGEATTCGTCATATAGTTCT
TCTAGCAGTTAAGITCTTCTAATGCTTCABEIGGATAGGREAATCGTCATATAGTTCT
840
CGTTTTACGGTACAGGAACBIGGTTCABAGEGGTGTAGGAAGCAGATTTTTGAGT

900

(832) CCAGGATACGGTTTACAACCAGGTTCAGCACGCGGTCCARGGGGCTATTTACTAGA

960

(892) TCACGCCCACCTCTTCCAACTCGTAMCCATATCAGGASTTTGCTTACTTCTAGCAGA

ACCATAT-- GGAA---------mmmmmem
1020

(952) TTGAGTTCTTCTAATG CTTCAGGERTTAGGACAATCGTCATCTAGTTCTAGTACA

CTTCAGGTF AATAGA----rmrmmmrmmmemmas
1080
AGT/ACAGG/ACTCAGGACCA TATGGAACTTCAGGAT GGTACSECGTTGGGCOBT
AGTATGGA-- AGGACCBTTCTGTAACTTCAGGAT GGTACGCATCGGGCOAT
1140
CTGTTTCACTGASGAMACCACAAGGTTTABGCTAGAGGATATARCATCAAATT
CTGTTTCACTGAAGAATACCACAAGGTTTABGCTAGAGGATATGACATCAAATT
1200
GTCCACGTABTTCCAGGTGAGCATCGAGTAGARCTAGTAACGGTTCTTTGMT
GTCCACGTGBTTCCAGGTGAGCATCGAGTAGARCTAGTAACGGTTCTTTGAT
1260
GCTGTTATTGTTATAATAGATGTGATCATGAAGGTTTTAAGCCACCAAGABGA
GGTGTTATTGTTATAATAGATGTGATCATGAAGGTTTTAAGCCACCAAGAGGRN
1320
CAACAABACACAATCACCACCATATTCTTCTAGGGGGIBACATTAGATTGTCCAC
CAACAATACACAATCACCACCATATTCTTCTAGGGGTGIBACATTAGATTGTCCAC
1380

TTTTCT
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C. parvum  (1310)
C. hominis  (1133)
1381
C. parvum (1370)
C. hominis (1193)
1441
C. parvum  (1430)
C. hominis (1253)
1501
C. parvum  (1490)
C. hominis  (1312)
1561
C. parvum  (1550)
C. hominis  (1372)
1621
C. parvum (1610)
C. hominis (1432)
1681
C. parvum  (1670)
C. hominis (1487)
1741 1753
C.parvum (1727) T
C. hominis  (1547) A

TTGGTACCCCAGGAACATCGCTTAGATGIATAATTCTGGCGTTTATTTTGCGCTA
TTGGTACCCCAGGAACATCGCTTAGATCGATTAGTGATGGCGGITATTTTAGCTA
1440
CTTGTGGTAAGKTTTAGTCATCAAGGGTGCCCACCACCGAAAATRETEBCCGAA
CTTGTGGTAAGGTTTAGTCATCAAGGGTGCCCACCACCGAAAARARTIECCGAA
1500
AATAAAACATGAAACAGCATXTTTCATTATTATTTTBAACATTITTACACAAAAACA
AA- AAAACATGAAACAGCADXI TTCATTATTATTTTGATCATCTTACAQATAAACA
1560
GTTTGCGGTCTAAATACGGCTGCTATATTTTATTTTATATAGATTCCIROTTTTG
GTTTGCGGTCTAAATACGGCTGCTATATTTTATTTTATATAGATTCCIROTTTTG
1620
TAGQACAAAAATATTGGATTGAAGACCGAGTTTGTAATAGI TTATTTCTAAAARG
TAGGCAAAAARATTGGATTGAAG@RACCGAGTTTITAATGAITTGTTTCTAAAAAG
1680
CTAGTAAAGTTGCTTATTTTAATATAOICCTTTACAATGTTAGTTATAAGTTIGTGCT
CTAGTAAAGTTGCTTATTTTAATATOCCTTTACAATGTTAT-- AAGTTRTATT
1740
ATAATTTGGAG-- ATCTTAATGCAAAGATTCTTGGATTAN TTGGAAACTTAGSG
ATCATTTCAAGAAGRATTTTAATGCAAAGATTCTTGGATTAIN TTAAGCCAATAGIG

T TTAGGGTTT
TCGIAATGGTTT
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