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Supplementary	Table	1:	Annotation	and	effect	of	mtDNA	variants	and	Indels	identified	in	third	generation	primordial	follicles	and	egg	
precursor	cells.	
 

 
Annotation	is	based	on	Mus	musculus	genome	assembly	10	(mm10).	Protein	coding	substitutions	were	determined	using	Panther’s	Evolutionary	Analysis	of	Coding	
SNPs.			Position-specific	evolutionary	preservation	(PSEP)	measures	the	length	of	time	(millions	of	years;	my)	that	the	position	of	a	current	protein	has	been	preserved	
by	back	tracking	to	its	direct	ancestors.	The	greater	the	length	of	time	that	a	position	has	been	preserved,	the	greater	the	likelihood	that	it	would	be	deleterious.	The	
thresholds	chosen	were:	"probably	damaging"	(time	>	450my,	which	corresponds	to	a	false	positive	rate	of	~0.2	as	tested	on	HumVar);	"possibly	damaging"	(450my	>	
time	>	200my,	which	corresponds	to	a	false	positive	rate	of	~0.4);	and	"probably	benign"	(time	<	200my).	tRNA	variants	and	Indels	were	determined	based	on	the	
potential	of	variants	to	affect	structure	using	http://mamit-tRNA.u-strasbg.fr	

	
 
 

Variant	 Annotation	 Substitution	 PSEP	 Potential	effect	
nt9348	(G®A)	 CO3	 V247I	 2800	 Probably	damaging	

nt9461	(T®C)	 ND3	 M1T	 176	 Probably	benign	

nt9829(InsA)	 tRNA-Arg	 D-loop	region;	Non-anticodon	region	
nt9830(InsA)	 tRNA-Arg	 D-loop	region;	Non-anticodon	region	

	
4052	(DelA)	 ND2	 Premature	translation	termination	
5172(InsA)	 OL	 Regulatory	region	
5172(DelA)	 OL	 Regulatory	region	
5172(DelAA)	 OL	 Regulatory	region	
9821(InsA)	 tRNA-Arg	 D-loop	region;	non-anticodon	region	
9821(DelA)	 tRNA-Arg	 Non	anticodon	region	
12581(C®A)	 ND5	 L280I	 910	 Probably	damaging	



Supplementary	Table	2:	Low	level	variants	and	Indels	identified	in	mtDNA	from	third	generation	primordial	follicles	(PF	1	to	6)	and	egg	precursor	cells	
(EPC	1	to	3).	

	

Reference	
Position	 Type	 Reference	 Allele	 PF1	 PF2	 PF3	 PF4	 PF5	 PF6	 EPC1	 EPC2	 EPC3	

Coding	
region		

Mean	All		
(±	SEM)	

Mean	PF		
(±	SEM)	

Mean	EPC	
(±SEM)	 Significance	

4052	 Deletion	 A	 -	 5.1	 4.5	 5.9	 5	 4.2	 4.8	 4.9	 4.9	 4.6	 ND2	 4.9	±	1.6	 4.2	±	0.2	 4.8	±	0.1	 	

5172	 Insertion	 -	 A	 8.1	 8.3	 8.4	 8.8	 7.9	 8.7	 7.2	 7.2	 7.5	 OL	 8.0	±	0.2	 8.4	±	0.1	 7.3	±	0.1	 	

5172	 Deletion	 A	 -	 22.7	 22.8	 21.2	 22	 23.6	 21.1	 21	 21	 21.2	 OL	 21.2	±	0.33	 22.2	±	0.4	 21.04	±	0.1	 	

5172	 Deletion	 AA	 -	 4.1	 3.7	 3.2	 3.8	 3.9	 3.1	 4.1	 	 	 OL	 3.7	±	0.15	 3.6	±	0.2	 4.11	±	0	 	

9821	 Insertion	 -	 A	 	 	 	 13.2	 6.3	 12.7	 	 4.1	 3.9	 tRNA-Arg	 8.05±	2.1	 10.75	±	2.2	 4.01	±	0.1	 P<0.001	

9821	 Deletion	 A	 -	 	 	 	 	 	 	 14	 14	 13.7	 tRNA-Arg	 13.9	±	0.12	 	 13.9	±	0.1	 P<0.0001	

12581	 SNV	 C	 A	 13.9	 12.5	 8.6	 3.8	 10	 	 	 	 	 ND5	 9.8	±	1.75	 9.8	±	1.75	 	 P<0.0001	
	
	



	

Supplementary	Figure	1	The	effects	of	mitochondrial	supplementation	on	litter	size	relative	to	

parity.	(a)	Assessment	of	litter	size	over	five	parities	from	the	first	generation	of	mitochondrial	

supplemented	mice	(n	=	21).	(b)	Assessment	of	litter	size	(mean	±	SEM)	over	three	parities	from	

the	second	generation	of	mitochondrial	supplemented	mice	(n	=	19).	All	values	are	mean	±	

SEM.	

	

	 	



	

Supplementary	Figure	2	Representative	histological	images	of	ovaries	from	ten	week	old	

control,	and	mitochondrial	supplemented	first	(Mito	1
st
),	second	(Mito	2

nd
)	and	third	(Mito	3

rd
)	

generation	mice.	Sections	were	stained	with	Masson’s	trichrome.	Examples	of	primordial,	

primary,	secondary	and	antral	follicles	are	indicated	on	the	control	image.	Scale	bar	=	100µm.		

	

	 	



	

Supplementary	Figure	3	Assessment	of	weight	gain	in	mitochondrial	supplemented	mice.	Mice	

were	assessed	over	eight	weeks	(weeks	1	to	8)	after	birth.	(a)	Weight	gain	in	first	generation	(all	

parities)	mitochondrial	supplemented	mice.	(b)	Weight	gain	in	ICSI-derived	mice.	(c)	Weights	at	

week	4	over	five	parities	from	first	generation	mitochondrial	supplemented	mice.	(d)	Total	

values	for	first	(F1),	second	(F2)	and	third	(F3)	generation	mitochondrial	supplemented	mice.	*	

=	P<0.05,	***	=	P<0.001,	****	=	P<0.0001.	All	values	are	mean	±	SEM.	

	

	 	



	

Supplementary	Figure	4	Weight	comparisons	for	founders	and	offspring.	(a)	Weight	gain	over	

weeks	1	to	8	for	founders.	(b)	Weight	gain	comparisons	for	mitochondrial	supplemented	

founders	and	ICSI-derived	founders	over	weeks	1	to	6.	(c)	Mitochondrial	supplemented	

founders	(F0)	compared	with	1
st
	(F1)	mitochondrial	supplemented	mice.	*	=	P<0.05.	All	values	

are	mean	±	SEM.	
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9.1 Histopathology Report

Case Number APN16/016 Hudson Institute of Medical Research (Jacqui Johnson)

Registration Date Wed 23/03/2016

Animal Details Control-1
DOB: 31/01/16, 9 weeks, Female, 21.9g, Agouti
Strain: F1 C57BL6/J x CBA

Control-2
DOB: 31/01/16, 9 weeks, Female, 20.3g, Agouti
Strain: F1 C57BL6/J x CBA

Control-3
DOB: 31/01/16, 9 weeks, Female, 17.0g, Agouti
Strain: F1 C57BL6/J x CBA

A-1 (#A137),
DOB: 12/01/16, 13 weeks, Female, 21.3g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

A-2 (#A140),
DOB: 12/01/16, 13 weeks, Female, 20.6g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

A-3 (#A138),
DOB: 12/01/16, 13 weeks, Female, 18.4g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

B-1 (#B126)
DOB: 12/01/16, 13 weeks, Female, 23.7g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

B-2 (#B133)
DOB: 12/01/16, 13 weeks, Female, 20.5g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

B-3 (#B124)
DOB: 12/01/16, 13 weeks, Female, 24.0g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

C-1 (#C27)
DOB: 12/01/16, 13 weeks, Female, 21.2g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

C-2 (#C20)
DOB: 12/01/16, 13 weeks, Female, 19.9g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)

C-3 (#C29)
DOB: 12/01/16, 13 weeks, Female, 21.9g, Agouti
Strain: F1 C57BL6/J x CBA (MICSI)
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DoD / Necropsy Tue 05/04/2016

Death CO2

Origin Hudson Institute of Medical Research

Treatment Treatment
3 x groups of adult female mice, groups designated A, B and C with 3
animals per group and 3 x matched control mice.

Species / Breed / Strain F1 C57BL6/J x CBA

Animal Health Facility Monash Medical Centre Animal Facility
POSITIVE for Pasteurella pneumotropica
POSITIVE for Tritrichomonas muris
POSITIVE for Mouse Histology
POSITIVE for Mouse Hepatitis Virus
POSITIVE for Proteus spp
POSITIVE for Pasteurellaceae spp (not including pneumotropica)
POSITIVE for Mouse Norovirus

Organs Examined Adrenal glands, Bladder, Bone marrow, Brain, Cecum, Cervix, Clitoral gland,
Colon, Duodenum, Eyes, Gall bladder, Harderian glands, Head, Heart, Hind
leg (Long bone, Bone marrow, Synovial joint, Skeletal muscle), Ileum,
Jejunum, Kidney, Liver, Lungs, Mammary tissue, Mesenteric lymph node,
Other tissue, Ovaries, Oviducts, Pancreas, Salivary glands and Regional
lymph nodes, Skin, Spinal cord, Spleen, Stomach, Tail, Thymus, Thyroids,
Trachea, Uterus, Vagina

Macroscopic
Observations

Animals are in good general health (J. Johnson).

Delivered to the APN Tuesday AM 5th April by Jetpets.

At the time of necropsy, the animals appeared well nourished, well groomed,
active/curious and healthy with normal movement and gait. There were no
observable dermal lesions and no nasal/ocular discharges. The
gastrointestinal tract contained ample ingesta and the thoracic and
abdominal viscera showed no macroscopic abnormalities.

Microscopic Observations

Most readings are within the normal mouse reference intervals. The Hematocrit was mildly elevated in
some samples. This is likely to be a result of mild dehydration as the RBC count was normal. The platelet
count for all samples was low, worth noting as some MPV values were elevated indicating large, immature
platelets. We will pay close attention to the morphology of the megakaryocytes.
Please note that some low platelet counts may  be due to blood collection difficulties rather than a true
decrease in platelet counts. Mouse platelets readily aggregate and instrument generated platelet counts
will underestimate true platelet counts in the presence of platelet clumping. In addition, mouse platelet
clumps are counted as eosinophils by some automated hematology analyser. Note that the eosinophil
count for all samples was elevated.

Note:
(i)Reactive lymph nodes are defined as mild follicular hyperplasia, germinal centre formation and
occasional sinus histiocytosis- a common finding in mice
(ii) Mild extramedullary hematopoiesis (EMH) identified in the red pulp of all the spleens, a common
finding in the mouse. EMH consists of erythroid precursors, myeloid precursors, megakaryocytes or all
three. While some degree of extramedullary hematopoiesis is present in normal rodents, especially in
mice, increased extramedullary hematopoiesis can result from hematotoxic insult, systemic anemia, and
infections elsewhere in the body.
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A.W Suttie, 2006

Summary:

A-3(#A138)-Kidney-Focal lymphocytic perivascular inflammatory aggregate identified in one kidney
(54109)
B-2(#B133)-Stomach:Mild enterocyte hyperplasia, mild inflammation (neutrophils) in the lower gastric
glands and submucosa (54161)
Salivary glands: Mild, multifocal, perivascular lymphocytic infiltrates(54153)
B-3(#B124)-Thymus:  small cyst  (54176), worth noting but not significant
C-3(#C29)- Skin: Mild, focal peri-follicular inflammation. Mild, multifocal epidermal hyperplasia with a
papillated appearance (54239)

Please note:
Large, prominent and reactive lymph nodes and Peyer's patches are also a common feature in the control
samples.

Request pathology comment on all kidney samples

Control-1 (control)

Macro Observations

Spleen: 10x4x2mm
Kidneys: 8x6x5mm, symmetrical
Thymus: 7x6x2mm
Heart: 8x6x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 90mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear

Micro Observations

Animal Control-1 was used as a histological control

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils. No discernible morphological
changes or detectable parasites (54321)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Numerous and unremarkable megakaryoblasts
(54320).

No lesions of significance

Control-2 (control)

Macro Observations

Spleen: 14x4x2mm
Kidneys: 10x5x5mm, symmetrical
Thymus: 10x7x2mm
Heart: 8x5x5mm
Brain: 14x10x6mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 86mm (straight)
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Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear

Micro Observations

Control-2 was used as a histological control

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54322)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54323).

No lesions of significance

Control-3 (control)

Macro Observations

Spleen: 10x4x2mm
Kidneys: 8x6x5mm, symmetrical
Thymus: 7x6x2mm
Heart: 8x6x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 90mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear

Micro Observations

Control-3 was used as a histological control

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54324)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54325).

No lesions of significance

A-1 (#A137)

Macro Observations

Spleen: 14x3x2mm
Kidneys: 11x6x4mm, symmetrical
Thymus: 9x5x2mm
Heart: 8x5x5mm
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Brain: 14x11x7mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 82mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Excessive abdominal fat
Lungs inflated but marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54302)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54303).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia. Some scattered mast cells
identified; a common finding in mouse mammary tissue.
No lesions of significance
(54065)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54064)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia. The endometrial stroma appeared distended judged to be estrus related.Some
neutrophils and low numbers of lymphocytes identified in the endometrial glands; a common
finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at metestrus
No lesions of significance
(54064)

Urinary Bladder

Section does not include bladder

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins.
The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted nutritional status
of the animal.
Unremarkable Gall bladder
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No lesions of significance
(54062)

Stomach

Section shows unremarkable fore and glandular portions of the stomach with limiting ridge.
No lesions of significance
(54081)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
Peyer’s patches displayed typical reactive nodal histology with discernible follicles and an
expanded paracortex.
No lesions of significance.
(54072, 54076)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional reactive lymphoid cluster (Peyer's
patches)
No lesions of significance
(54070, 54073)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation, an expanded paracortex and mild sinus
histiocytosis.
No lesions of significance
(54067)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
(54069)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54069)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
(54063)

Comments:

Pathology to comment (medulla)

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54063)
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Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The lymphoid cells of the regional lymph nodes displayed mild follicular hyperplasia with
germinal centre formation, indicating a reactive state.
No lesions of significance
(54067)

Thyroids

Normal lateral lobes of the thyroid gland with typical colloid secreting follicles lined by cuboidal
epithelium.
No lesions of significance
(54079)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium
No lesions of significance
(54079)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54078)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54074, 54079)

Comments:

Pathology to comment

Skin

Typical dermal appendages and distribution. Numerous scattered mast cells identified in the
subcutis and the reticular dermis; a common finding in mouse.
No lesions of significance
(54066)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54080)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54075)
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Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain: including cortex (Bregma 2.34mm)

Level II midbrain: including lateral and third ventricle,anterior commissure and caudate putamen
(Bregma 0.38mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma 5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination.
The cerebellum appears symmetrical with typical architecture and Purkinje cells.
There was no evidence of neuronal loss and the myelination appeared normal.
No lesions of significance
(54071, 54326)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54068)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint and bone marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei.
No lesions of significance
(54077)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54338).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54340, 54342).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54340, 54341, 54342).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (54342)

No lesions of significance
(54338-54341, 55934)
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A-2 (#A140)

Macro Observations

Spleen: 12x4x2mm
Kidneys: 10x6x5mm, symmetrical
Thymus: 6x5x2mm
Heart: 7x5x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 80mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils. No obvious platelets (clumps). No discernible
morphological changes or detectable parasites (54304)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54305).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia. Some scattered mast cells
identified; a common finding in mouse mammary tissue.
No lesions of significance
(54100)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development  and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54101)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia. Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
No lesions of significance
(54101)
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Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(54101)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins.
The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted nutritional status
of the animal.
Unremarkable Gall bladder
No lesions of significance
(54099)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
No lesions of significance
(54091)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The  Peyer’s patches are prominent and displayed mild follicular hyperplasia with germinal centre
formation, indicating a reactive state.
No lesions of significance
(54082, 54097)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional prominent and reactive lymphoid
cluster (Peyer's patch)
No lesions of significance
(54083, 54084)

Mesenteric lymph node

Section shows small portion of mesenteric lymph node with typical nodal histology
No lesions of significance
(54086, 54082)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54088)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54088)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
Section also includes renal lymph nodes with typical reactive nodal histology and mild sinus
histiocytosis.
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No lesions of significance
(54098)

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54098)

Salivary glands and Regional lymph nodes

The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation
and mild sinus histiocytosis, indicating a reactive state.
No lesions of significance
(54086)

Thyroids

Normal lateral lobes of the thyroid gland with typical colloid secreting follicles lined by cuboidal
epithelium.
No lesions of significance
(54093)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles,
blood vessels and parabronchial lymph node.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium
No lesions of significance
(54093)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54092)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54095)

Comments:

Pathology to comment

Skin

Typical dermal appendages and distribution
No lesions of significance
(54087)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54090)
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Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54094)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, the lateral ventricles, caudate putamen and anterior
commissure (Bregma 1.18mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, median eminence and
lateral and third ventricles (Bregma -2.18mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54085, 54327)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, brown fat (dorsal and intermuscular),
vertebral bone, striated muscle, peripheral nerves and bone marrow.
(54089)

Comments:

Pathology & Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint and bone marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei.
No lesions of significance
(54096)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54344).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54345, 54346, 55824).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54346, 54347).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths (54347, 55824)

No lesions of significance
(54343-54347, 55824)
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A-3 (#A138)

Macro Observations

Spleen: 9x3x3mm
Kidneys: 11x6x4mm, symmetrical
Thymus: 10x7x2mm
Heart: 8x5x5mm
Brain: 14x10x6mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 84mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Excessive abdominal fat
Lungs show marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54306)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54307).

Mammary glands

Section shows small portion of  typical mammary fat pad with developing lactiferous ducts, blood
vessels and nerve bundles.
No lesions of significance
(54107)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development  and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54106, 55413)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia. Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus. The
micromorphology of the uterus and vagina places the animal at metestrus
No lesions of significance
(54106, 55413)
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Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(55413)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins.
The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted nutritional status
of the animal.
Unremarkable Gall bladder
No lesions of significance
(54108)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
No lesions of significance
(54104)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are prominent and displayed mild follicular hyperplasia with germinal centre
formation, indicating a reactive state.
No lesions of significance
(54115, 54119)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54114, 54117)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54113)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54111)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54111)
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Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
Focal lymphocytic perivascular inflammatory aggregate identified in one kidney.
(54109)

Comments:

Pathology to comment

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54109)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes with typical reactive nodal histology.
No lesions of significance
(54113)

Thyroids

Normal lateral lobes of the thyroid gland with typical colloid secreting follicles lined by cuboidal
epithelium.
No lesions of significance
(54102)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles,
blood vessels and parabronchial lymph node.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Trachea with unremarkable mucosal epithelial lining and hyaline cartilage.
Oesophagus with typical features including stratified squamous epithelium
No lesions of significance
(54093)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54103)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54121)

Comments:

Pathology to comment
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Skin

Typical dermal appendages and distribution
No lesions of significance
(54112)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54105)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54120)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, the third and lateral ventricles and caudate putamen
(Bregma 0.14mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, median eminence and
lateral and third ventricles (Bregma -1.94mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54116,54328)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54110)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54118)

Wed, 27 Jul 2016 10:15:24 AM APN16/016 | Page 16 of 71



Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54349). Levels also include small portion of thyroid
glands (54350).
The outer and middle regions of the ear are discernible. The tympanic membrane is intact and
the ossicles are unremarkable and include the stapedial annular ligaments (54352, 55828,
55830).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54352, 55828).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (55830)

No lesions of significance
(54348-54352, 55828,55830)

B-1 (#B126)

Macro Observations

Spleen: 12x4x2mm
Kidneys: 10x6x5mm, symmetrical
Thymus: 6x5x2mm
Heart: 8x6x5mm
Brain: 14x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 90mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Excessive abdominal fat and subcutaneous dorsal fat
Lungs show marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54768)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54309).
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Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, dermal
appendages and nerve bundles.
No lesions of significance
(54127)

Ovaries/Oviducts

Section shows unremarkable ovaries containing numerous follicles at various stages of
development and several corpora lutea.
No lesions of significance
(54129)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia. Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at Diestrus.
No lesions of significance
(54129)

Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle.
No lesions of significance
(54129)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal. Section also shows unremarkable regional lymph node.
Unremarkable Gall bladder
No lesions of significance
(54133)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
No lesions of significance
(54140)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are prominent and displayed mild follicular hyperplasia with germinal centre
formation, indicating a reactive state.
No lesions of significance
(54123, 54137)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54122, 54125)
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Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54130)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54126)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54126)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
(54131)

Comments:

Pathology to comment (medulla)

Adrenal glands

Section shows one adrenal gland with typical cortex/medulla micromorphology.
No lesions of significance
(54131)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
No lesions of significance
(54130)

Thyroids

Normal lateral lobes of the thyroid gland with typical colloid secreting follicles lined by cuboidal
epithelium.
No lesions of significance
(54136)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Trachea with unremarkable mucosal epithelial lining and hyaline cartilage
Oesophagus with typical features including stratified squamous epithelium
No lesions of significance
(54136)
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Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54134)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54141)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus)
No lesions of significance
(54132)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54138)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54139)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, lateral ventricles and caudate putamen (Bregma 0.38mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, median eminence, lateral
and third ventricles (Bregma -1.82mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -6.12mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54124, 54329)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54128)
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Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54135)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54353, 54354).The outer and middle regions of the ear
are discernible. The tympanic membrane is intact and the ossicles are unremarkable and include
the stapedial annular ligaments (54355, 54357, 55829).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54355, 54357).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (54357, 55829)

No lesions of significance
(54353-54357, 55829)

B-2 (#B133)

Macro Observations

Spleen: 14x4x3mm
Kidneys: 11x5x4mm, symmetrical
Thymus: 12x6x2mm
Heart: 8x6x5mm
Brain: 15x10x6mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 82mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Excessive abdominal fat
Excessive fat surrounding salivary glands and ovaries
Lungs show marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54767)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
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Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54311).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia.
No lesions of significance
(54155)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54154)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia.Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at diestrus.
No lesions of significance

Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(54154)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal.
Unremarkable Gall bladder
No lesions of significance
(54156)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
In the glandular portion, mild enterocyte hyperplasia, mild inflammation (neutrophils) in the
lower gastric glands and submucosa.
(54161)

Comments:

Pathology to comment
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Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are large, prominent and displayed mild follicular hyperplasia with germinal
centre formation, indicating a reactive state.
No lesions of significance
(54142, 54146)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54147, 54148)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54153)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54151)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54151)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
No lesions of significance
(54157)

Adrenal glands

Section shows one adrenal gland with typical cortex/medulla micromorphology.
No lesions of significance
(54157)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands. Mild, multifocal, perivascular
lymphocytic infiltrates in the submandibular glands, a common background lesion in the mouse
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
(54153)

Comments:

Note: Perivascular lymphocytic infiltrates in the submandibular and parotid glands increase in
incidence and severity with age (M.R. Anver and D.C Haines, The Laboratory Mouse)
Pathology to comment
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Thyroids

Unremarkable colloid secreting follicles identified.
No lesions of significance
(54159)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium
No lesions of significance
(54159)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54158)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54144)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus).
No lesions of significance
(54152)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54160)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54145)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, lateral ventricles and caudate putamen (Bregma 0.62mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, lateral and third ventricles
(Bregma -1.58mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
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no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54149, 54330)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54150)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54143)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54359).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (55826, 54360, 54361, 54362, 55826).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54361, 55827).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (54361)

No lesions of significance
(54358-54362, 55826-55827)

B-3 (#B124)

Macro Observations

Spleen: 12x5x2mm
Kidneys: 10x6x5mm, symmetrical
Thymus: 6x6x2 mm
Heart: 8x6x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 82mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
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Additional notes:
Excessive abdominal fat
Excessive fat surrounding salivary glands and ovaries
Lungs show marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54769)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54313).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia.
No lesions of significance
(54168, 56045)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54169)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia.Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at diestrus.
No lesions of significance
(54169)

Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(54169)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal.
Unremarkable Gall bladder
No lesions of significance
(54167)
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Stomach

Section shows unremarkable fore and glandular portions of the stomach with limiting ridge.
No lesions of significance
(54175)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are prominent and displayed mild follicular hyperplasia with germinal centre
formation, indicating a reactive state.
No lesions of significance
(54164, 54173)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54162, 54165)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54178, 54165)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54180)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54180)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
(54166)

Comments:

Pathology to comment (medulla)

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54166)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
No lesions of significance
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(54178)

Thyroids

Unremarkable colloid secreting follicles identified. Section also shows a small sheet-like mass of
polygonal cells, characteristic of the parathyroid gland.
No lesions of significance
(54177)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium.
No lesions of significance
(54177)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
One thymic cyst identified; worth noting but not significant
(54176)

Comments:

Thymic cysts represent either a dilation of thymic tubular structures or remnants of the
thymopharyngeal ducts. Cysts are a common finding in aged mice or they may be associated
with epithelial glandular hyperplasia.
Pathology of the Mouse, R.R Maronpot
Pathology to comment

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54171)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus)
No lesions of significance
(54179)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54174)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Section also includes portion of optic nerve.  Typical branched tubuloalveolar formation of the
Harderian gland.
No lesions of significance
(54170)
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Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, lateral ventricles and caudate putamen (Bregma 1.10mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, lateral and third ventricles
(Bregma -1.70mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.52mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54163, 54331)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54181)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54172)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54364).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54365,54366).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. The organ of corti is discernible however there is marked
mechanical artefact (54366).
Examples of otolith organs can be seen with typical features such as the hair cells and mineral
otoliths. The ampulla including the crista ridge with hair cells is discernible (54366)

No lesions of significance
(54363-54367)

C-1 (#C27)

Macro Observations
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Spleen: 13x4x3mm
Kidneys: 10x5x4mm, symmetrical
Thymus: 9x7x3mm
Heart: 8x5x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 83mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54770)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54315).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels and
nerve bundles. Section also includes unremarkable dermal appendages
No lesions of significance
(54189)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54188)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia.Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at metestrus.
No lesions of significance
(54188, 56046)

Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(56046)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal.
Unremarkable Gall bladder
No lesions of significance
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(54186)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
No lesions of significance
(54190)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are large, prominent and displayed mild follicular hyperplasia with germinal
centre formation, indicating a reactive state.
No lesions of significance
(54195, 54199)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54194, 54197)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54183)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54185)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54185)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
No lesions of significance
(54187)

Comments:

Pathology to comment (medulla)

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54187)
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Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
No lesions of significance
(54183)

Thyroids

Normal lateral lobes of the thyroid gland with typical colloid secreting follicles lined by cuboidal
epithelium. Section also shows a small sheet-like mass of polygonal cells, characteristic of the
parathyroid gland
No lesions of significance
(54369, 54192)

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium.
Section also shows portion of unremarkable atria and valves.
No lesions of significance
(54192)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54193)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54201, 54192)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus)
No lesions of significance
(54182)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54191)

Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Section also includes portion of unremarkable optic nerve and extraocular muscles. Typical
branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54200)
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Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, lateral ventricles and caudate putamen (Bregma 3.08mm to
1.42mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, lateral and third ventricles
(Bregma -2.18mm to -2.80mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.34mm to -
6.64mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(554196, 54332, 56044)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
Sections also show white and brown fat and portion of mammary fat pad with lactiferous ducts.
No lesions of significance
(54184)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54198)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54369).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54370, 54371).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54371).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (54371)

No lesions of significance
(54368-54371)
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C-2 (#C20)

Macro Observations

Spleen: 12x4x2mm
Kidneys: 10x6x5mm, symmetrical
Thymus: 6x6x2mm
Heart: 8x6x5mm
Brain: 15x10x5mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 85mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear
Additional notes:
Excessive abdominal fat
Excessive fat surrounding  ovaries
Lungs show marked congestion; judged to be terminal
Terminal blood was difficult to take

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54316)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54317).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia. Also, unremarkable dermal
appendages.
No lesions of significance
(54211)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54210)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia. The endometrial stroma appeared distended judged to be estrus related. Some
neutrophils and low numbers of lymphocytes identified in the endometrial glands; a common
finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at proestrus.
No lesions of significance
(54210)
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Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(54210)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal.
Unremarkable Gall bladder
No lesions of significance
(54212)

Stomach

Section shows unremarkable glandular portions of the stomach and a portion of the non-
glandular region. marked artefactual tearing of section.
(54221)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are large, prominent and displayed mild follicular hyperplasia with germinal
centre formation, indicating a reactive state.
No lesions of significance
(54202, 54206)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54203, 54204)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54216)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54214)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54214)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
(54213)

Wed, 27 Jul 2016 10:15:24 AM APN16/016 | Page 35 of 71



Comments:

Pathology to comment (medulla)

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54213)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
No lesions of significance
(54216)

Thyroids

Sections do not include thyroid glands

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium.
Trachea with unremarkable mucosal epithelial lining and hyaline cartilage.
Section also shows portion of unremarkable atria and valves.
No lesions of significance
(54219)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54218)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54208)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus)
No lesions of significance
(54217)

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54220)
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Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Section also includes portion of unremarkable optic nerve. Typical branched tubuloalveolar
formation of the Harderian gland.
No lesions of significance
(54209)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain:  corpus callosum, lateral ventricles and caudate putamen (Bregma 0.26 to -
0.22mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, lateral and third ventricles
(Bregma -2.18mm to -2.92mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54205, 54333)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, intervertebral disc,
striated muscle, peripheral nerves and bone marrow.

No lesions of significance
(54215)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54207)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54375).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54376, 54377, 55926).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (54377, 55925).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
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ridge with hair cells is discernible (54377, 55926)

No lesions of significance
(54373-54377,55925-55926)

C-3 (#C29)

Macro Observations

Spleen: 15x4x3mm
Kidneys: 10x6x4mm, symmetrical
Thymus: 8x6x2mm
Heart: 8x6x5mm
Brain: 15x11x6mm, symmetrical
Pituitary gland identified, macroscopically normal
Tail 84mm (straight)
Teeth, tongue and oral mucosa unremarkable - Head harvested for evaluation of auditory and
vestibular structures
Tail suspension test for neurological defects-negative
Left hind leg-Bone marrow smear

Micro Observations

Peripheral blood smear:
Examination of the smear showed red blood cells (majority of cells shown), occasional white
blood cells including segmented neutrophils and platelets (clumps). No discernible morphological
changes or detectable parasites (54319)

Marrow smear:
Cells observed were readily identified as those from the erythroid and myeloid series.
Conspicuous cells from the lymphoid series. Discernible and unremarkable megakaryoblasts
(54318).

Mammary glands

Section shows typical mammary fat pad with developing lactiferous ducts, blood vessels, nerve
bundles and a large lymph node with mild follicular hyperplasia.
No lesions of significance
(54236)

Ovaries/Oviducts

Section shows unremarkable ovaries containing follicles at various stages of development and
several corpora lutea.
Unremarkable oviduct micromorphology with typical columnar epithelium and mucosal folds.
No lesions of significance
(54237)

Uterus/Cervix/Vagina/Clitoral gland

Unremarkable architecture of the endometrium/ endometrial glands, myometrium and
adventitia.Some neutrophils and low numbers of lymphocytes identified in the endometrial
glands; a common finding within a non-inflamed endometrium during the phases of estrus.
The micromorphology of the uterus and vagina places the animal at proestrus.
No lesions of significance
(54237)
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Urinary Bladder

Unremarkable collapsed bladder with typical urothelium and detrusor muscle
No lesions of significance
(54237, 56047)

Liver/Gall bladder

Section shows typical liver parenchyma including hepatocytes, Kupffer cells, portal triads and
central veins. The cytoplasm of the hepatocytes appeared vacuolated indicating a non-fasted
nutritional status of the animal.
Section does not include Gall bladder
No lesions of significance
(54235)

Stomach

Section shows unremarkable glandular portions of the stomach with limiting ridge and a portion
of the non-glandular region.
No lesions of significance
(54224)

Small Intestine (Duodenum, Jejunum & Ileum)/GALT

Section shows typical mucosal villi and submucosal layers.
The Peyer’s patches are prominent and displayed mild follicular hyperplasia with germinal centre
formation, indicating a reactive state.
No lesions of significance
(54229, 54233)

Cecum/Colon/GALT

Typical mucosal folds and submucosal layers and occasional, prominent and reactive lymphoid
clusters (Peyer's patch)
No lesions of significance
(54227, 54228)

Mesenteric lymph node

Section shows mesenteric lymph node with typical reactive micromorphology including mild
follicular hyperplasia, germinal centre formation and mild sinus histiocytosis.
No lesions of significance
(54238)

Spleen

Unremarkable follicular pattern identified with typical red and white pulp micromorphology.
Mild extramedullary hematopoiesis identified in the red pulp of the spleen, a common finding in
the mouse.
No lesions of significance
(54240)

Pancreas

Section shows representative exocrine tissue (serous acini) and endocrine tissue (islets of
Langerhans).
No lesions of significance
(54240)

Kidney

Section shows a cortex, medulla, and papilla. There is a uniform distribution of Glomeruli and
accompanying nephron components and the micromorphology of the convoluted and straight
segment tubules was unremarkable.
(54234)
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Comments:

Pathology to comment

Adrenal glands

Section shows adrenal glands with typical cortex/medulla micromorphology.
No lesions of significance
(54234)

Salivary glands and Regional lymph nodes

Section shows submandibular, sublingual and parotid glands.
The regional lymph nodes displayed mild follicular hyperplasia with germinal centre formation,
indicating a reactive state.
No lesions of significance
(54238)

Thyroids

Section does not include thyroid glands

Trachea/Lungs

Section shows typical lung micromorphology demonstrating parenchyma/alveoli, bronchioles and
blood vessels.
Mild degree of parenchymal and vascular congestion, judged to be artefactual.
Oesophagus with typical features including stratified squamous epithelium.
Section also includes portion of typical heart atria and aorta.
No lesions of significance
(54222)

Thymus

Section shows typical medulla/cortex distribution and micromorphology.
No lesions of significance
(54223)

Heart/chambers/vessels/valves

Typical micromorphological observed in cardiac muscle, chambers, valves and vessels of the
heart.
The cardiac muscle fibres demonstrated typical features including central nuclei, branching fibres
and striations.
No lesions of significance
(54231, 54222)

Skin

Typical dermal appendages and distribution. Unremarkable thin layer of striated muscle
(panniculus carnosus).
Mild, focal peri-follicular inflammation.
Mild, multifocal epidermal hyperplasia with a papillated appearance in some areas.
(54239)

Comments:

Pathology to comment

Tail

Section shows typical tail components including keratinized squamous epithelium, dense regular
connective tissue, tendons, bone, bone marrow, skeletal muscle, nerves and blood vessels.
No lesions of significance
(54225)
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Eyes/Harderian glands

Section shows eyes with unremarkable retina, cornea, iris, ciliary body, lens, sclera and choroid.
Typical branched tubuloalveolar formation of the Harderian gland.
No lesions of significance
(54230)

Brain

Sections were prepared from the standard levels of the brain:

Level I forebrain: corpus callosum, lateral ventricles and caudate putamen (Bregma 0.62mm)

Level II midbrain: includes the hippocampus, thalamus,hypothalamus, lateral and third ventricles
(Bregma -1.70mm)

Level III hindbrain: includes the cerebellum, pons and fourth ventricle (Bregma -5.68mm)

Sections of brain stained with Haematoxylin and Eosin, Luxol Fast Blue appear symmetrical with
no ventricular dilation observed, unremarkable meninges and typical lamination. The cerebellum
appears symmetrical with typical architecture and Purkinje cells.
(54226, 54334)

Comments:

Neuropathology to comment

Spinal cord

Representative thoracic and lumbar region of spinal cord, vertebral bone, striated muscle,
peripheral nerves and bone marrow.
No lesions of significance
(54241)

Comments:

Neuropathology to comment

(Hind leg) Long bone/Bone marrow/Synovial joint/Skeletal muscle

Section shows unremarkable long bone, striated muscle, synovial joint, ligaments and bone
marrow
including conspicuous megakaryoblasts. The skeletal muscle shows consistent fiber size with
peripheral nuclei
No lesions of significance
(54232)

Head

Multiple levels through the head demonstrate dermal appendages, nasal cavity,oral cavity, teeth
and tongue including muscle bundles. Sections also show unremarkable pituitary gland including
pars intermedia, pars distalis and pars nervosa
as well and the trigeminal nerve/ganglia (54379).The outer and middle regions of the ear are
discernible. The tympanic membrane is intact and the ossicles are unremarkable and include the
stapedial annular ligaments (54382, 55927,55928).
Typical components of the inner ear including bony labyrinth, organ of corti, stria vascularis and
scala cavities are discernible. Based on multiple levels, the organ of corti is unremarkable with no
discernible loss of inner/outer hair cells and typical tectorial membrane (55928, 55929).
The cochlear nerve and spiral ganglion is also demonstrated and based on several levels, there is
no reduction in the density of the spiral ganglion cells. Examples of otolith organs can be seen
with typical features such as the hair cells and mineral otoliths. The ampulla including the crista
ridge with hair cells is discernible (55928-55930)
No lesions of significance
(54378-54382, 55927-55930)
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Comment / Plan

Case APN16/016 will be referred to Professor Rolfe Howlett R&A Pathology Services NSW  and
Professor Catriona McLean, Anatomical Pathology, Alfred Hospital Melbourne  for comment.

Tina Cardamone
21st June, 2016

Supplementary Pathology Report

Control-1 (control)

Control-2 (control)

Control-3 (control)

A-1 (#A137)

Peripheral Blood Smear

The majority of the cells are erythrocytes throughout which are scattered neutrophils,
lymphocytes and clumps of platelets.
No lesions of significance.

Bone marrow smear

Cells from the erythroid, myeloid and lymphocytic series are readily recognized as are occasional
megakaryocytes.

Ovary/Fallopian tubes

In both ovaries several follicles at different stages of development as well as Corpora Lutea had
formed. The oviducts (Fallopian tubes) present have no features of abnormality.

Uterus/Vagina

The horns of the uterus lead into the cervix and vagina. Changes particularly on the vaginal
surface place this mouse at metoestrus.
No lesions of significance.

Mammary glands

Sections display the mammary gland with lactiferous compound tubuloalveolar.
Glands scattered through the mammary fat pad. A small lymph node is present in the fat pad.
The microscopic  pattern of the mammary fat pad is normal.
No lesions of significance.

Liver /Gall Bladder

Sections from liver and gallbladder display unremarkable microscopic features with no lesions of
significance.

Oesophagus

A longitudinal section of the oesophagus in the mediastinum does not show any lesion of
significance.
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Stomach

The section reveals the glandular and non-glandular regions of the stomach separated by the
limiting ridge.
No lesions of significance.

Small Intestine

Sections of the duodenum, jejunum and ilium display no lesions of significance.
The Peyer’s patches in the ilium were prominent some displaying follicular hyperplasia.
An indication of immunogenic stimulation.
No lesions of significance.

Large Intestine /Caecum

Typical mucosal folds and the walls of the large bowel are unremarkable.
Lymphocytic nodules in the large bowel walls display follicular hyperplasia; induced
immunogenicity.
No lesions of significance.

Mesenteric Lymph Node

Sections reveal follicular hyperplasia with germinal centers as well as sinus histiocytosis.
No lesions of significance.

Spleen

The spleen has a nodular pattern with lymphoid cells forming dense islands separated by the red
pulp stroma containing many red blood cells. Mild extramedullary haematopoiesis was present.
No lesions of significance.

Pancreas

The dominant component of the pancreas is an exocrine gland (compound tubuloalveolar gland
or a compound acinar gland).The endocrine gland consists of  a number of islets of Langerhans.
The structure and the micromorphology is as expected in a normal gland.
No lesions of significance.

Kidneys

Both kidneys were sectioned and do not reveal any specific lesion.
The cortex merges into the medulla which flows into a renal papilla that fills and occupies much
of the renal pelvis.
The tubular portions of the nephron that reside in the medulla and also within the single renal
papilla are patent and do not contain any obstructive proteinaceous material in their lumens nor
any cellular response within the interstitium in cortex, medulla and renal papilla. The ureter
appears to have a few epithelial cells in the lumen. However, in my opinion these cells have
dislodged in sectioning.
No lesions of significance

Comments:

If suspecting a lesion within the medulla (e.g. urinary concentration) and light microscopic
appraisal does not reveal any micromorphological lesion suggest the research team should
appraise the micro-morphology using electron microscopy. Alternatively urinalysis should be
undertaken.

Adrenal glands

Both adrenals were present in the section and do not display any feature of abnormality.
No lesions of significance.
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Thyroid glands

The thyroid straddles both sides of the trachea. The colloid containing acini are as expected in a
normal mouse.
No lesions of significance.

Salivary glands and associated Lymph nodes

Glands of the parotid, submandibular and sublingual are present. No lesions of significance was
present. The regional lymph nodes were reactive displaying follicular hyperplasia and sinus
histiocytosis.
No lesions of significance.

Lungs/ Trachea /Bronchi

The right and left lungs were present as was the most proximal portion of the trachea as
entering the oral cavity. The pulmonary parenchyma including airways, alveolae and vascular
network are all unremarkable
No lesions of significance.

Thymus

Typical cortex and medulla with expected cell types.
No lesions of significance.

Heart / major vessels / valves

The sections mostly include the ventricular muscle. However in one section of the heart there is
a small part of the atria-ventricular valve that has a small fibrotic nodule (about 100 microns in
diameter) with spindle cells and accompanying myxomatous matrix. (section# 54074)
A cross section of the aorta was present in section #54079; the features were normal.

Skin

Epidermis, dermis and dermal appendages are unremarkable although a light scattering of mast
cells is present in the dermis and upper hypodermis. The Panniculus carnosus has no lesions of
significance.
Mast cells do occur in murine skin that appears microscopically  normal.
No lesion of significance.

Eyes / Harderian glands

Microscopic sections for both eyes reveal normal microscopic detail in all critical layers of the
retina, iris, cornea, lens ciliary body, sclera and choroid.
Additionally the Harderian glands are normal
No lesion of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Sections included the femur, tibia, patella, patella ligament and anterior cruciate ligament. The
femoral and tibial epiphyses  as well as the marrow cavities are with active marrow with a light
scattering of megakaryocytes.
No lesions of significance.

Head

Six levels were prepared from this site.
The nasal and oral cavities with teeth appear normal as did the skin covering the head.
The pituitary gland, with all its regions, is present and has no lesions of significance.
The outer and middle ear are normal as were the ossicles and tympanic membrane is intact.
The levels readily allowed identification of the features of the inner ear e.g. bony labyrinth, organ
of Corti and Scala cavities, cochlear duct and the organ of Corti with tectorial membrane and the
inner and outer hair cells.
Most importantly the spiral ganglion cells appear not to have reduction in density from level to
level.
No lesions of significance were observed.
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A-2 (#A140)

Peripheral Blood Smear

The majority of cells are erythrocytes. The common nucleated cells are neutrophils and
lymphocytes accompanied by platelet clumps.
No abnormalities observed.
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Bone marrow smear

Cells of erythroid and myeloid series as well as the lymphocytic series are readily observed.
Megakaryocytes are discernible and do not display any feature of abnormality.
Additionally in the sections cut from the appendicular skeleton, cells of erythroid and myeloid
series fill the tibial and femoral cavities without lesions of significance.
Megakaryocytes are also obvious in the marrow.
No lesions of significance.

Ovary/ Fallopian tubes

Several follicles at different development stages as well as corpora Lutea occurred in both
ovaries. The fallopian tubes together with the ovaries have no features or lesions of significance.

Uterus  / Vagina

The features of  uterine horns and the composite endometrium, endometrial glands and
myometrium are normal throughout which are a scattering of neutrophils. The latter observation
is consistent with the mouse, being commonly observed in various stages of oestrus. There are
no lesions of significance. No vagina is present in the section.
No lesions of significance.

Mammary glands

Typical mammary fat pad with developing lactiferous glands.
A small lymph node (1.5mm in length) is present.
The skin covering the mammary gland is without lesions and a few normal mast cells are
observed in the dermis.
No lesions of significance.

Urinary Bladder

The in-tact bladder wall is collapsed; the lining epithelium and the muscular wall are normal. One
ureter entering the bladder is present.
There are no lesions of significance.

Liver /Gall Bladder

This major organ and its gall bladder display no  features or lesions of significance.

Oesophagus

Longitudinal sections from the thoracic portion of the oesophagus display superficial erosions
limited mainly to the keratinous surface. In the keratinous erosions are bacterial colonies but no
inflammatory microscopic features has occurred in the epithelial or muscular coats of the
oesophagus.

Stomach

The section displays the glandular and non-glandular portions of the stomach separated by the
limiting ridge.
There are no lesions of significance.

Small Intestine

Normal with no lesions of significance.
Lymph nodes in the wall of the small intestine(Peyer’s patches) display nodular hyperplasia,
often with a germinal center, indicative of immune reactivity.
No lesions of significance.
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Large Intestine /Caecum

Typical mucosal folds and epithelial lining.
Minimal lymphocytic islands in the intestinal wall. There appeared to be little in the way of
immune reactivity.
No lesions of significance.

Mesenteric Lymph Node

A small portion of  the node.
No lesions of significance.

Spleen

A follicular pattern formed by islands of white pulp enclosed by red pulp. The latter is formed
mainly by erythrocytes supported on the splenic stroma.
No lesions of significance.

Pancreas

The exocrine and endocrine (Islets of Langerhans) portions of this gland are easily recognized
and there are no lesions of significance.

Kidneys

Sections of both kidneys reveal no lesions of significance in the cortex, medulla and renal
papillae. The latter enter the normal renal pelves. The tubular structures that course from the
medulla into the renal papilla do not display any feature of significance and their lumens do not
contain any material e.g. proteinaceous or cellular material.
No lesions of significance.

Adrenal Glands

Both glands are present and show no lesions of significance.

Thyroid Glands

Normal colloid secreting lateral lobes of  the thyroid gland.
The colloid follicles are lined by cuboidal epithelium.
No lesions of significance.

Salivary glands and associated Lymph nodes

Parotid, submandibular and sublingual glands are present and accompanied by regional lymph
nodes. The latter displays mild immunogenic reactivity.
No significant lesions.

Lungs/ Trachea /Bronchi

Sections include normal pulmonary parenchyma that includes vascular tributaries and alveolar
sacs as well as airways.
No lesions of significance.

Thymus

The cortex and medulla of the thymus are present.
No lesions of significance.

Heart / major vessels / valves

Left and right atria and corresponding ventricles are identified as normal. Only small portions of
the large vessels at the base of the heart are available in the section.
However, at the terminal end of a valve (possibly the aortic valve) there is a myxomatous
thickening of the connective tissue.

Comments:
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Deeper levels will be required from this block should a more definitive identification and location
be required. Additionally the valve may have to be re-embedded to ensure that valve is locally
thickened for at the moment the terminal end appears to have rolled.
Furthermore, it is worth noting that Robert R. Maronpot editor of  “Pathology of the Mouse” Page
362  reports that typically in mice there is a pale myxomatous appearance to the connective
tissue of the aortic valve when stained with H & E.

Skin

Sections display the epidermis, dermis, dermal appendages as well as the hypodermis and the
Panniculus carnosus. No lesions of significance were encountered.

Eyes / Harderian glands

Sections from both eyes display retina, lens, cornea, ciliary body, iris and sclera having normal
microscopic features. The Harderian glands were also were without lesions or abnormalities.
No lesions of significance.

Spinal Cord  /vertebrae

The sections from the spinal cord at different levels does not display any microscopic lesion of
the vertebral bone or of the  intervertebral disc.
The spinal cord is symmetrical and appears not to have any local lesion.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

The appendicular skeleton including portions of the femur and tibia separated by a normal styfle
joint  including the patella and the patellar ligament. The striated skeletal muscle is composed of
fibres of consistent size and peripheral nuclei.
No lesions of significance are present.

Head

Sections from 6 levels display the features as described in the preliminary report.
Sections reveal normal nasal and oral cavities with tongue and teeth.
The pituitary gland is displayed in slide 54344 showing the component parts viz; Pars
intermedia,
pars distalis and pars nervosa and nearby  trigeminal nerve.
Furthermore, sections display ;
The outer and middle ear with intact tympanic membrane and ossicles
The inner ear  including the bony labyrinth, cochlear duct ,  organ of Corti, and Scala Cavities
with tectorial membrane and associated inner and outer hair cells.
No reduction in the density of spiral ganglion cells over several levels.
And micro-organs with otoliths buried in a covering cupula.
No lesions or abnormal features of significance were observed.

A-3 (#A138)

Peripheral Blood Smear

The majority of the cells are erythrocytes throughout which are a light scattering of neutrophils
and lymphocytes as well as platelet clumps. No lesions or features of abnormality.

Bone Marrow Smear

Microscopic anatomical sections reveal cells of erythroid and myeloid series which fill the tibial
and femoral cavities without lesions of significance.
Megakaryocytes are obvious in these marrow sections.
In the marrow smear cells from the erythroid and myeloid series as well as lymphocytic series
are readily identified and those few megakaryocytes encountered are discernible and have no
abnormalities.
No lesions of significance.
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Ovary/ Fallopian tubes

Several follicles and corpora Lutea at different stages in both ovaries. The fallopian tubes
together with the ovaries have no features of significance.

Uterus  / Vagina

The features of uterus and vagina are those observed in metoestrus. The low numbers of
neutrophils and lymphocytes very lightly scattered through the myometrium particularly in the
endometrial glands is consistent with the mouse being in one of the stages of oestrus.
There are no lesions of significance.

Mammary glands

A small portion of the mammary fat pad displayed developing lactiferous glands.
No lesions of significance.

Urinary Bladder

The bladder has collapsed.
There are no lesions in the urothelium or the Tunica muscularis
No lesions of significance.

Liver /Gall Bladder

This major organ and its gall bladder display no  features or lesions of significance.
A small area of oesophagus lined by stratified squamous cell epithelium is buried in connective
tissue adjoining the liver.

Oesophagus

A Longitudinal section from the thoracic portion of the oesophagus is displayed in the section
taken from the lung.
No lesions of significance.

Stomach

The section displays the glandular and non-glandular portions of the stomach separated by the
limiting ridge.
There are no lesions of significance.

Small Intestine

Sections from the duodenum, jejunum and ileum reveal unremarkable microscopic features.
Lymph nodes in the wall of the small intestine display nodular hyperplasia indicative of immune
reactivity.
No lesions of significance.

Large Intestine /Caecum

Typical mucosal folds with a normal mucosa and Tunica muscularis.
A few lymphoid nodules in the intestinal wall; a few displayed a mild degree of immunogenic
activity.
No lesions of significance.

Mesenteric Lymph Node

Mild sinus histiocytosis and follicular hyperplasia; indicative of a mild immunogenic response.
No lesions of significance.
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Spleen

Follicular pattern formed with white pulp (nucleated cells mostly lymphocytes) and red pulp
(mainly erythrocytes supported in the splenic stroma) cell types. Mild extramedullary
haematopoiesis; a very common finding in mice.
No lesions of significance.

Pancreas

The exocrine (compound tubuloacinar gland) and endocrine portions (Islets of Langerhans) of
this gland are easily recognized.
No lesions of significance.

Kidneys

Sections from both kidneys reveal a mild difference. One kidney appears not to have any lesion
while the other has mild observable changes. The latter kidney has small aggregates of round
cells (mainly lymphocytes) in the renal pelvis wall as well there is a perivascular nodule (0.05mm
in diameter) of lymphocytes in the supporting stroma. Such pattern may suggest a previous
ascending infection that has healed. However, in the main there are no lesions in the cortex,
glomeruli and medulla. On close examination the tubular structures that course from the medulla
into the renal papilla do not display any feature of significance and their lumens do not contain
any material e.g. proteinaceous or cellular material and nothing in the renal pelvis.
The normal kidney had no lesions of significance in the cortex, medulla and renal papilla that
enters the renal pelvis.

Adrenal glands

Both glands were present and show a typical cortex and medulla.
No lesions of significance.

Thyroid glands

Colloid secreting thyroid gland on both sides of the trachea.
No lesions of significance.

Salivary glands and associated Lymph nodes

Parotid, submandibular and sublingual glands are present with no apparent lesions.
The accompanying regional lymph nodes display a minor immune reactivity.
No significant lesions.

Lungs/ Trachea /Bronchi

Sections display left and right lungs with extra and intra pulmonary airways as well as pulmonary
alveolar sacs. There is no evidence of abnormalities or pathology.
No significant lesions.

Thymus

The cortex and medulla of the thymus were unremarkable.
No lesions of significance.

Heart / major vessels / valves

One section displays ventricular muscle only, the other section displays ventricular muscle and a
few tissue fronds possibly from heart valves rather than the wall of the atrium. There does
appear to be a couple of cellular nodules with a myxomatous connective tissue.

Comments:

Suggest deeper sections(levels) to ascertain the presumptive changes and their location.
Furthermore, It may be worth re-embedding the organ with attention to structures on the base
of the heart and ensure to include the large vessels of the heart.
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Skin

Sections display the epidermis, dermis, dermal appendages as well as the upper hypodermis and
the Panniculus carnosus. No lesions of significance were encountered.

Eyes / Harderian glands

The eyes and all the known structures for each eye were identified and unremarkable; no lesions
of significance.
Typical branched tubuloalveolar glands( Harderian glands)  from both eyes are devoid of any
significant lesions.
No lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Portions of the appendicular skeleton in the sections and the styfle joint have no significant
lesions.
The growth zones were still functioning albeit minimally.
The striated skeletal muscle have consistent fibre size with peripheral nuclei.
No lesions of significance.

Head

Sections from 6 levels display the features as described in the preliminary report.
In details sections reveal normal nasal and oral cavities with tongue and  teeth.
The pituitary gland is displayed in slide 54349 showing the component parts viz; Pars
intermedia, pars distalis and pars nervosa.
Furthermore, sections display;
The outer and middle ear with intact tympanic membrane and ossicles.
The inner ear  including the bony labyrinth, cochlear duct , organ of Corti, and Scala Cavities
with tectorial membrane and associated inner and outer hair cells.
No reduction in the density of spiral ganglion cells over several levels.
And micro-organs  with otoliths buried in a covering cupula.
No lesions or abnormal features of significance were observed.

B-1 (#B126)

Peripheral blood smear

Mainly red blood cells but scattered throughout are platelet clumps, lymphocytes and
neutrophils. No abnormalities detected.

Bone marrow smear

Cells from the erythroid and myeloid series together with precursors of lymphocytes and
megakaryocytes are readily detected.

Ovary/ Fallopian tubes

Both ovaries were sectioned and display numerous follicles at varying stages of maturation as
well as at least two corpora lutea.
No lesions of significance.

Uterus  / Vagina

The uterus and vagina have a normal appearance. The features of the vaginal lumenal surface
would place this female mouse at the Dioestrus stage of the oestrus cycle.
There are no lesions of significance.
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Mammary glands

The gland has lactiferous glands scattered through the background of adipose tissue.
No lesions of significance.

Urinary Bladder

The bladder shape, lining epithelium and the Tunica muscularis display no features of abnormal
significance.

Liver /Gall Bladder

The liver and the accompanying gall bladder show no lesions of significance.

Oesophagus

The thoracic portion of the oesophagus is without lesions of significance.

Stomach

Sections include the glandular and non glandular regions, separated by the limiting ridge, of the
stomach.
No lesions of significance .

Small Intestine

The features are normal. Additionally the aggregated Lymphatic nodules show nodular
hyperplasia with germinal centers; such a pattern is representative of local/regional
immunogenic activity.
No lesions of significance.

Large Intestine /Caecum

The features are normal. Additionally the aggregated Lymphatic nodules show nodular
hyperplasia with germinal centers.
No lesions of significance.

Mesenteric Lymph Node

Prominent follicular hyperplasia and sinus histiocytosis of this lymph node.
No lesions of significance.

Spleen

A nodular pattern of  nucleated cells scattered through the splenic parenchyma dominantly
occupied by erythrocytes. A mild extramedullary haematopoiesis.
No lesions of significance.

Pancreas

This glandular pattern consists mainly of  exocrine serous acini throughout which are islets of
Langerhans (endocrine tissue).
No lesions of significance.

Kidneys

Both kidneys were sectioned and do not reveal any specific lesion.
The cortex merges into the medulla which flows into a renal papilla that fills and occupies much
of the renal pelvis.
The tubular portions of the nephron that reside in the medulla and also within the single renal
papilla are patent and do not contain any obstructive proteinaceous material in their lumens nor
any cellular response within the interstitium in cortex, medulla and renal papilla.
No lesions of significance.

Comments:
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If suspecting a lesion within the medulla (e.g. urinary concentration) and light microscopic
appraisal does not reveal any micromorphological lesion suggest the research team should
appraise the micro-morphology using electron microscopy. Alternatively urinalysis should be
undertaken.

Adrenal glands

Micromorphology of the cortex and medulla of the one adrenal gland sectioned show no lesions
of significance .

Thyroid glands

Colloid secreting portions of the gland do not display any lesions of significance.

Salivary glands and associated Lymph nodes

Sections include the parotid, submandibular and sublingual salivary glands as well as the
regional lymph nodes. The latter display nodular hyperplasia with germinal centers; features
indicative of immunogenic reactivity.

Lungs/ Trachea /Bronchi

The lungs together with extra and intra pulmonary airways do not display any lesion of
significance.
No lesions of significance.

Thymus

Typical cortex and medulla morphology.
No lesions of significance.

Heart / major vessels / valves

Sections display portions of the left and right ventricles and atria as well as large vessels at the
base of the heart.
No lesions of significance.

Skin

The skin has regularly spaced dermal appendages. This layer overlies the upper hypodermis that
in turn covered the thin muscle band (Panniculus carnosus).
No lesions of significance.

Eyes / Harderian glands

Both eyes have a normal micromorphology as do their Harderian glands.
No lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

The bones from the appendicular skeleton appear normal. The proximal tibial and distal femur
still have functional growth plates although the tibial growth plate shows peripheral margins.
Displaying features signifying early closure. The marrow cavities and the epiphyses of tibia and
femur are filled with active marrow. The skeletal muscle is striated and appeared normal.
No lesions of significance.

Head

Six slides were prepared from different levels.
The sections reveal the nasal cavity and the oral cavity with teeth; the head is covered by skin.
The pituitary gland with its subsections was located and is micromorphologically normal.
The outer and middle ear, with ossicles, are displayed as well as the inner ear. No lesions of note
or significance.
The cochlear with components, are readily identifiable and do not display any lesions of
significance. The scala cavities, vestibular membrane, tectorial membrane, the hair cells and
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spiral ganglion of the cochlear nerve are readily identified. Finally the ganglion cells at different
section levels do not show any decrease in cellular numbers/density.
No lesions of significance.

B-2 (#B133)

Peripheral Blood Smear

Mainly red blood cells with a scattering of neutrophils, small lymphocytes and platelet clumps.
No lesion of significance.

Bone marrow smear

Cells were readily identified from the erythroid and myeloid series as well as the lymphocytic
series and multinucleated megakaryocytes.
No lesion of significance.

Ovary/ Fallopian tubes

Multiple follicular at varying stages of development as well as a number of corpora Lutea.
No lesion of significance.

Uterus  / Vagina

The uterine architecture displayed in the section is consistent with normal uterine and vaginal
micromorphology. This mouse is at the dioestrus stage in the oestrus cycle.
No lesion of significance.

Mammary glands

The section from this site displayed numerous lactiferous glands at early development.
No lesion of significance.

Urinary Bladder

The bladder wall lined by transitional epithelium has a normal muscular coat.
No lesion of significance.

Liver /Gall Bladder

The liver is populated by normal hepatocytes and structural support and vascular cells. There are
no lesions of significance in the liver or the accompanying gall bladder.
No lesion of significance.

Oesophagus

A section of the thoracic oesophagus was included in the section of the lung.
The oesophagus displayed no lesion of significance.

Stomach

The section included both the glandular and non glandular portions of the gastric wall with the
limiting ridge separating the two major divisions of the stomach.
Coursing from limiting ridge a band of neutrophils and lymphocytes have infiltrated into the
mucosa and into the tunica muscularis. This is a mild acute gastritis. I have noticed this region
not infrequently displays this mild inflammatory response in young mice. In older mice an
increase in fibrosis occurs in this site. The lesion has to be judged as significant albeit mild.
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Small Intestine

The small intestine has a normal profile for its wall including its mucosa. The lymphocytic
aggregate nodules were prominent some with germinal centers indicative of immunogenic
activity.
No lesion of significance.

Large Intestine /Caecum

The sections display no features of significance.

Mesenteric Lymph Node

The nodes display follicular formation with germinal centers as well as a mild sinus histiocytosis.
No lesion of significance.

Spleen

The follicular pattern created by islands of nucleated cells separated by the red marrow where
erythrocytes are dominant in the splenic stroma, the pattern is as expected and cell types are
normal.
Mild extramedullary haematopoiesis was observed; a change very frequently observed in mice.
No lesion of significance.

Pancreas

The exocrine and endocrine glandular components occur in the pancreatic tissue.
No lesion of significance.

Kidneys

The cortex, medulla and the renal papilla sited in the pelvises of both kidneys appear
microscopically without lesions of significance. Circumferentially around one renal pelvis is a light
scattering of lymphocytic foci, a feature of no significance.
Para-renal lymph node displays a mild sinus histiocytosis.
No lesion of significance.

Adrenal glands

Only one gland occurrs in the section. The micromorphology reveals an appropriate cortex and
medulla.
No lesion of significance.

Thyroid glands

Unremarkable colloid secreting follicular gland with normal follicular epithelium.
No lesions of significance.

Salivary glands and associated Lymph nodes

Sections have sampled the parotid, sublingual and submandibular salivary glands.
Periductal lymphocytic accumulation is apparent in two lobes of the submandibular salivary
gland; a patchy mild chronic periductal adenitis. Such findings are relatively frequent
encountered in mice and is consistent of an ascending bacterial infection (the cellular pattern is
consistent with the inflammation being healed / quiescent. The regional lymph nodes showed
follicular hyperplasia and sinus histiocytosis; indicative of enhanced immunogenicity.
These changes are worthy of note and are of minor significance.

Lungs/ Trachea /Bronchi

The right and left lungs are displayed completely and have no lesions of significance.
No Lesions of significance.
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Thymus

The gland has a well developed cortex and medulla.
No lesions of significance.

Heart / major vessels / valves

The section apparently has left ventricular muscle and a portion of the atria-ventricular valve
with a myxomatous nodular attached to it. Such an abnormality in time will lead to a cardiac
incompetence.

Skin

Skin with regularly formed dermal appendages covered the upper hypodermis and in turn the
thin muscular layer (Panniculus carnosus).
No lesions of significance.

Eyes / Harderian glands

Both eyes and their Harderian glands were sectioned and revealed.
The component elements of these structures are normal and have no lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Sections display the femur, tibia, tarsus, metatarsus and the styfle joint with the appropriate
structures. The striated muscle  of the leg is normal and covered by normal skin. The marrow in
the tibia and femur is active and throughout the marrow are scattered megakaryocytes.
No lesions of significance.

Head

Examination of 7 levels reveal  the following:
Pituitary gland, nasal cavity, oral cavity with teeth, outer and middle ear with ossicles, inner ear
with osseous labyrinth,
cochlear, organ of Corti, scala vestibular and Scala Tympani Tectorial membrane and associated
cells, sensory epithelium with otoliths in cupula, stria Vascularis and no apparent reduction in
spiral ganglion cells at several levels.
No lesions of significance.

B-3 (#B124)

Ovary/ Fallopian tubes

Several follicles at different stages of development as well as corpora lutea occured in both
ovaries. The fallopian tubes together with the ovaries have no features of significance.

Uterus  / Vagina

The features of uterus and vagina are those observed in dioestrus. There are no lesions of
significance.

Mammary glands

Typical mammary fat pad with developing lactiferous glands. No lesions of significance.

Urinary Bladder

No lesions of significance.
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Liver /Gall Bladder

This major organ and its gall bladder display no features of significance.

Oesophagus

Longitudinal sections from the thoracic portion of the oesophagus display no lesions of
significance.

Stomach

The section displays the glandular and non-glandular portions of the stomach. There are no
lesions of significance.

Small Intestine

Normal with no lesions of significance. Lymph nodes in the wall of the small intestine displays
nodular hyperplasia indicative of immune reactivity. No lesions of significance.

Large Intestine /Caecum

No lesions of significance.

Mesenteric Lymph Node

Mild sinus histiocytosis. No lesions of significance.

Spleen

Follicular pattern formed with white and red pulp cell types.
No lesions of significance.

Pancreas

The exocrine and endocrine portions of this gland are easily recognized and there are no lesions
of significance.

Kidneys

Sections of both kidneys reveal no lesions of significance in the cortex, medulla and renal papilla
that enters the renal pelvis. The tubular structures that course from the medulla into the renal
papilla do not display any feature of significance and their lumens do not contain any material
e.g. proteinaceous or cellular material.

Adrenal glands

Both glands were present and show no lesions of significance.

Thyroid glands

Colloid secreting thyroid gland on both sides of the trachea and in one there was a portion of a
normal parathyroid gland present.
No lesions of significance.

Salivary glands and associated Lymph nodes

Parotid, submandibular and sublingual were present the accompanying regional lymph nodes
displayed a minor reactivity. No significant lesions.

Lungs/ Trachea /Bronchi

No lesions of significance.
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Thymus

The cortex and medulla of the thymus were present. A small cyst was present; this cyst was of
little significance.
Please see information/comment re thymic cysts in the preliminary report.

Heart / major vessels / valves

Left atrium and ventricle with a portion of the aorta were identified as was a small amount of the
right atrium and ventricle. No significant lesions were observed.

Skin

Sections display the epidermis, dermis, dermal appendages as well as the hypodermis and the
panniculus carnosus. No lesions of significance were encountered.

Eyes / Harderian glands

The eyes and the Harderian glands were devoid of significant lesions.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

The appendicular skeleton and the styfle joint appeared without significant lesions. The striated
skeletal muscle appeared without a significant lesion.

Bone marrow smear

Cells of erythroid and myeloid series filled the tibial and femoral cavities without lesions of
significance. Megakaryocytes were obvious in the marrow.
No lesions of significance.

Tail

Longitudinal and cross sections display the components expected and no lesion of significance
was observed.

Head

Sections from 5 levels display the features as described in the preliminary report. Please note
that a portion of the inner ear was not present in the pertinent section. However, that displayed
in the section seemed without significant lesions.

C-1 (#C27)

Peripheral Blood Smear

Mainly red blood cells with a scattering of neutrophils, small lymphocytes and platelet clumps.
No lesion of significance.

Bone marrow smear

Cells were readily identified from the erythroid and myeloid series as well as the lymphocytic
series and multinucleated megakaryocytes were occasionally observed.
No lesion of significance.

Ovary/ Fallopian tubes

Sections from both ovaries display follicles and corpora lutea at different development stages.
Unremarkable fallopian tubes.
No lesions of significance.
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Uterus  / Vagina

The architecture of the uterus and the low numbers of neutrophils and lymphocytes in the
myometrium and the endometrial glands is consistent with the migration of these cells during a
stage of oestrus. The loss of much of the luminal vaginal keratinous layer by neutrophils  is
consistent with the mouse being in metoestrus.
No lesions of significance.

Mammary glands

Typical mammary fat pad with regular spaced scattering of lactiferous ducts covered by skin.
No lesions of significance.

Urinary Bladder

Collapsed bladder with an out-flowing urethra. The Tunica muscularis appears normal.
No lesions of significance.

Liver /Gall Bladder

The liver displays a few foci of neutrophils and lymphocytes scattered throughout the
parenchyma. The gall bladder does not display any lesion of significance.
The few parenchymal foci of inflammatory cells are indicative of ascending bacterial occurrence;
such a feature is common in murine livers and is not considered consistent with lesions of
significance.
No lesions of significance.

Oesophagus

A cross section of the thoracic oesophagus was examined and does not display any lesion of
significance.
No lesions of significance.

Stomach

Sections display glandular and non-glandular regions of the stomach separated by the limiting
ridge.
No lesions of significance.

Small Intestine

Regions from the duodenum, jejunum and ileum did not display any lesion.
Lymph nodes in the wall of the small intestine displays nodular hyperplasia with germinal centers
indicative of immune reactivity.
No lesions of significance.

Large Intestine /Caecum

The mucosal folds and the mucosa of these parts of the large intestine do not show any feature
of abnormality.
No lesions of significance.

Mesenteric Lymph Node

Sections reveal mild nodular hyperplasia and sinus histiocytosis.
These features are indicative of increase immunogenicity; a constant occurrence in this node.
No lesions of significance.

Spleen

The splenic parenchyma displays a follicular pattern with lymphocytes forming the follicles while
the red pulp that separates the follicles has a high density of red blood cells.
A mild extramedullary haematopoiesis is apparent; such occurs regularly in mice.
No lesions of significance.
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Pancreas

The gland has an exocrine and endocrine section (islets of Langerhans).
No features of abnormality or lesions are microscopically apparent.
No lesions of significance.

Kidneys

The sections from both kidneys appear to be without any microscopic lesions.
Both kidneys were sectioned but the section of one kidney does not display the renal papilla or
pelvis.
However most lesions in the pelvis and /or papilla result in a flow or filter alteration such is not
the case in this kidney; hence possible lesions are unlikely. Regardless if you suspect a lesion in
the medulla then levels should be cut to ensure that there are no microscopic lesions.
The other kidney displays a cortex that merges into the medulla which flows into a renal papilla
that occupies a portion of the renal pelvis.
The tubular portions of each nephron that reside in the medulla and also within the renal papilla
appear patent and do not contain any obstructive proteinaceous material in their lumens nor any
cellular response within the sectioned interstitium of cortex, medulla and renal papilla.
No lesions of significance.

Comments:

If suspecting a lesion within the medulla (e.g. urinary concentration) light microscopic appraisal
does not reveal any micromorphological lesion. Therefore the research team should appraise the
morphology using electron microscopy. Alternatively Urinalysis should be undertaken.

Adrenal glands

Both glands were sectioned revealing cortex and medulla in one adrenal and cortex in the other
no lesions were observed.
No lesions of significance.

Thyroid glands

Sections reveal a colloid secreting follicular parenchyma of a lateral margin of the thyroid gland.
The follicles are lined by cuboidal epithelium.
Furthermore, there is a small area of parathyroid gland embedded in the thyroid gland.
No lesions of significance.

Salivary glands and associated Lymph nodes

Sections display the parotid, submandibular and sublingual glands. No features of abnormality.
The regional node shows a mild sinus histiocytosis (part of an innate immunogenicity).
No lesions of significance.

Lungs/ Trachea /Bronchi

Sections reveal most of the right and left lungs not displaying any abnormality. A portion of the
cardiac atria and at least, one atria-ventricular valve (see Heart / major vessels / valves).
No lesions of significance.

Thymus

Sections show a cortex and medulla with cellular features expected in these regions.
No lesions of significance.

Heart / major vessels / valves

A microscopic thickening of one cardiac valve on its free margin with the connective matrix
staining blue (H &E stained) as for a myxomatous matrix. Similar changes were observed in one
of the controls mice.
The myocardial ventricular muscle fibres from left and right ventricles display no lesions of
significance.
No lesions of significance.
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Skin

The epidermis, dermis and dermal appendages e.g. follicles, sebaceous glands have normal
features. The upper hypodermis and Panniculus carnosus do not have and features of
abnormality.
No lesions of significance.

Eyes / Harderian glands

Sections from each eye display normal retina, lens, cornea, sclera, ciliary body ,sclera, iris and
choroid.
The Harderian glands displaying a tubuloalveolar pattern, were both sampled.
No lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Sections revealed the distal end of the femur and the proximal half of the tibia, separated by the
synovial joint in which a patella and patella ligament are readily observed.
Active marrow occurred in the marrow cavity of femur and tibia. Megakaryocytes are observed.

Head

Four levels were taken from this structure revealing no lesions in the nasal and oral cavities.
Teeth in the appropriate sites were readily observed and the pituitary gland including Pars
intermedia, pars distalis and pars nervosa.
The outer and middle ear with an intact tympanic membrane and the ossicles were present.
The inner ear including the bony labyrinth, organ of Corti, cochlear with tectorial membrane and
the hair cells. Scala cavities identified and separated by the cochlear duct.
There does not appear to be a reduction in the spiral ganglion cells at different levels (slide
No54371).
Sections passed through an ampulla displaying a crista and a macula with sensory epithelium.
These areas have sensory cells some of which have hairs which project  into a gelatinous
material cap (cupula) which also contain otoliths.
No lesions of significance.

C-2 (#C20)

Peripheral Blood Smear

Mainly red blood cells with a scattering of neutrophils, small lymphocytes and platelet clumps.
No lesions of significance.

Bone marrow smear

Cells are readily identified from the erythroid and myeloid series as well as the lymphocytic
series. Multinucleated megakaryocytes are occasionally discernible.
No lesions of significance.

Ovary/ Fallopian tubes

Sections from both ovaries display follicles and corpora lutea at different development stages.
Unremarkable fallopian tubes.
No lesions of significance.

Uterus  / Vagina

The architecture of the uterus with two horns and a body that merges into the vagina. Low
numbers of neutrophils and lymphocytes occurred in the myometrium and occasionally in the
endometrial glands. Such a pattern is consistent with the migration of a few cells during a stage
of oestrus. A prominent layer of mucified cells above a line of discrete cornification lines the
vaginal luminal surface such a pattern is consistent with the mouse being in proestrus.
No lesions of significance.
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Mammary glands

Typical mammary fat pad with regular spaced scattering of lactiferous ducts covered by skin.
No lesions of significance.

Urinary Bladder

Collapsed bladder lined by urothelium. The Tunica muscularis appeared normal
No lesions of significance.

Liver /Gall Bladder

In several portal triads in the liver there isa mild accumulation of small lymphocytes, otherwise
there are no lesions of significance in the liver. The gall bladder does not display any lesion of
significance.
No lesions of significance.

Oesophagus

Two long longitudinal sections of the thoracic oesophagus, located in the mediastinum, are
examined and do not display any lesions of significance.
No lesions of significance.

Stomach

Sections display portions of the glandular and non-glandular regions of the stomach.
No lesions of significance.

Small Intestine

Regions from the duodenum, jejunum and ileum do not display any lesions.
Lymph nodes in the wall of the small intestine display nodular hyperplasia with germinal centers
indicative of immune reactivity; the latter feature more frequently occurrs in the Peyer’s patches
of the ileum.
No lesions of significance.

Large Intestine /Caecum

The mucosal folds and the mucosa of these parts of the large intestine do not show any feature
of abnormality. Prominent and reactive immunogenic lymphoid nodules.
No lesions of significance.

Mesenteric Lymph Node

Sections reveal mild nodular hyperplasia and moderate sinus histiocytosis.
These features are indicative of increase immunogenicity; a constant occurrence in this node.
No lesions of significance.

Spleen

The splenic parenchyma displays a follicular pattern with lymphocytes forming the follicles while
the red pulp that separates the follicles has a high density of red blood cells with a sprinkling of
nucleated cells.
A mild extramedullary haematopoiesis is apparent; such occurs regularly in mice.
No lesions of significance.

Pancreas

The gland has an exocrine and endocrine section (islets of Langerhans).
No features of abnormality or lesions are microscopically apparent.
No lesions of significance.
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Kidneys

The sections from both kidneys appear to be without any microscopic lesions.
Both kidneys are sectioned but the section in the main does not display the renal papilla or pelvis
although the medulla was viewed centrally. There do not appear to be any lesions in the kidney
nor in the medulla. However, to exclude any micromorphological lesions in the medulla, renal
papilla and renal pelvis deeper sections need to be prepared if medullary lesions are suspected
regardless of whether a microscopic lesion has been identified.
The tubular portions of each nephron that reside in the medulla should be inspected and also
within the renal papilla ensuring that the lumens of the nephron tubules appear patent and do
not contain any obstructive proteinaceous material in their lumens. Moreover, check for any
cellular response within the sectioned interstitium of cortex, medulla and renal papilla.
No microscopic lesions of significance were observed in the sections presented in this case.

Comments:

If suspecting a lesion within the medulla (e.g. urinary concentration) and light microscopic
appraisal does not reveal any micromorphological lesion, suggest the research team should
appraise the morphology using electron microscopy. Alternatively urinalysis should be
undertaken.

Adrenal glands

Both glands were sectioned revealing cortex and medulla in one adrenal and cortex in the other;
no lesions were observed.
No lesions of significance.

Thyroid glands

A tiny cluster of colloid secreting follicles in slide 54219 adjacent to the trachea.
No lesions of significance.

Salivary glands and associated Lymph nodes

Section displays the parotid, submandibular and sublingual glands. No features of abnormality.
The regional lymph nodes show a mild nodular hyperplasia and sinus histiocytosis (part of an
innate immunogenicity).
No lesions of significance.

Lungs/ Trachea /Bronchi

Section reveals most of the right and left lungs not displaying any abnormality.
The entire length of the trachea is included and near the proximal exit of the major airway is a
large aggregation of mucin secreting glands.
A cross section of a rib and some striated muscle is encountered.
No lesions of significance.

Thymus

Sections show a cortex and medulla with cellular features in these regions as normal.
No lesions of significance.

Heart / major vessels / valves

The right and left atria and corresponding ventricles with atria-ventricle valve from the right side
of the heart
No lesions of significance.

Skin

The epidermis, dermis and dermal appendages e.g. follicles, sebaceous glands have normal
features. The upper hypodermis and Panniculus carnosus do not have and features of
abnormality.
No lesions of significance.
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Eyes / Harderian glands

Sections from each eye displays normal retina, lens, cornea, sclera, ciliary body ,sclera, iris  and
choroid.
The Harderian glands displaying a branched tubuloalveolar pattern were both sampled.
No lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Sections reveal the distal end of the femur and the entire tibia and tarsal bones. The synovial
joint with relatively normal articular cartilage has a normal patella and patella ligament.
Active marrow occurred in the marrow cavity of femur and tibia. Megakaryocytes are observed.
The skeletal striated muscle has regular and consistent sized fibres and peripheral nuclei.
No lesions of significance.

Skin

Section reveal epidermis, dermis and upper hypodermis as well as Panniculus carnosus regions
having a normal microanatomical structure. The dermal appendages are regularly spaced and
the follicles and glands do not display any feature or lesion of significance.
No lesions of significance.

Head

Seven levels were taken from the head revealing no lesions of significance in the nasal and oral
cavities. Teeth seem to be in the appropriate sites for the mandible and maxillary facial bones.
The pituitary gland including Pars intermedia, pars distalis and pars nervosa are present.
The outer and middle ear with intact tympanic membranes and residing ossicles are observed.
The inner ear including the bony labyrinth, cochlear with organ of Corti(spiral organ ) the latter
included tectorial membrane, structural rods and  hair cells. Scala vestibuli and scala tympani
cavities are separated by the cochlear duct.
There does not appear to be a reduction in the spiral ganglion cells at different levels (slide
No55925).
Sections pass through an ampulla displaying a crista and a macula with sensory epithelium.
These areas have sensory cells some of which have hairs that project  into a gelatinous cap
(cupula) in which were otoliths.
No lesions of significance.

C-3 (#C29)

Peripheral Blood Smear

Red blood cells are the main cell in this smear together with a very light scattering of
lymphocytes and fewer neutrophils. Additionally clumps and small aggregates of platelets occurr.
No lesions or abnormalities were encountered.

Bone marrow smear

Representative cells from the myeloid and erythroid series as well as lymphocytic series are
readily discerned. Occasional unremarkable megakaryocytes are encountered.
No lesions or abnormalities were encountered.

Ovary/ Fallopian tubes

The ovaries appeared with out abnormality. Both ovaries display follicles at various development
stages as well as several corpora lutea. The Fallopian tubes appear unremarkable.
No lesions or abnormalities were encountered.
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Uterus  / Vagina

The horns and body of the uterus as well as the vagina display cellular activity indicative of an
active stage of oestrus. In light of the mucoid cellular layer over a keratinous layer formed on
the luminal surface of the vagina the mouse is at stage of proestrus.

Mammary glands

Sections from the mammary fat pad display regularly spaced active developing lactiferous ducts.
No lesions or abnormalities were encountered.

Urinary Bladder

Sections nominated in the primary report display a collapsed bladder with normal urothelium and
tunica muscularis.
No lesions or abnormalities were encountered.

Liver /Gall Bladder

The liver reveals a normal and unremarkable structured organ with a small portion of the
gallbladder attached.
Adjoining part of the liver was a muscle enclosed tangential portion of the oesophagus.
No lesions or abnormalities were encountered.

Oesophagus

In the mediastinum (slide 54222) is a cross section of the oesophagus.
No lesions or abnormalities were encountered.

Stomach

The section displays mainly the glandular portion of the stomach as well as some of the non-
glandular part of the gastric wall, separating these regions was the limiting ridge.
No lesions or abnormalities were encountered.

Small Intestine

The section includs the duodenum, jejunum and ileum with typically arranged villi for each of
these regions of the small intestine. Additionally, there are nodular islands of lymphoid tissue
scattered in the intestinal wall and in the ileum these nodular islands are nominated as Peyer’s
patches. All the lymphoid islands show varying degrees of reactive immunogenicity; an expected
phenomena.
No lesions or abnormalities were encountered.

Large Intestine /Caecum

Typical mucosal folds and micromorphology for the large bowel with an occasional nodular
lymphoid island in the intestinal wall displaying mild features of immunogenicity.
No lesions or abnormalities were encountered.

Mesenteric Lymph Node

A mild follicular hyperplasia and sinus histiocytosis such features are consistent with a mild
degree of immunogenicity.
No lesions or abnormalities were encountered.

Spleen

Sections display a follicular pattern composed of nodules composed mainly of lymphocytes,
separated from other nearby nodular islands by red pulp where the dominant cells are
erythrocytes. Additionally there is a mild extramedullary haematopoiesis.
No lesions or abnormalities were encountered.
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Pancreas

Sections reveal exocrine glandular tissue throughout which are scattered islets of Langerhans
(endocrine glands).
No lesions or abnormalities were encountered.

Kidneys

Sections from both kidneys reveal a cortex, medulla and a portion of the renal papilla within the
external portion of the renal pelvis. There are no lesions of significance in either kidney and their
microanatomy does not indicate any feature indicative of an acute or chronic pending
lesion/lesions.
However, to exclude any micromorphological lesions in the cortex, medulla, renal papilla and
renal pelvis  sections at levels could be prepared if  medullary lesions are suspected regardless of
whether a microscopic lesion has been identified. The tubular portions of each nephron that
reside in the medulla should be inspected and also within the renal papilla ensuring that the
lumens of the nephron tubules appear patent and do not contain any obstructive proteinaceous
material in their lumens. Moreover, check for any cellular response within the sectioned
interstitium of cortex, medulla and renal papilla.
No microscopic lesions of significance were observed in the sections presented to me in this case.

Comments:

If suspecting a lesion within the medulla (e.g. urinary concentration) and light microscopic
appraisal does not reveal any micromorphological lesion suggest the research team should
appraise the micro-morphology using electron microscopy. Alternatively urinalysis should be
undertaken.

Adrenal glands

Both adrenal glands have been sectioned and display unremarkable micromorphology for cortex
and medulla of each gland.
No lesions of significance.

Thyroid glands

Sections from the head at level 6 display an active colloid secreting follicles lined by cuboidal
epithelium on both sides of the larynx.

Salivary glands and associated Lymph nodes

Section displays parotid, submandibular and sublingual glands. Regional lymph nodes show a
mild degree of immunogenicity featuring as mild sinus histiocytosis and follicular hyperplasia.
No lesions of significance.

Lungs/ Trachea /Bronchi

Section includes the left and right lungs with appropriate airways, blood vessels and alveolar
parenchyma.
No lesions of significance.

Thymus

A small mucoid cyst occurs in the cortico-medullary junction. The cyst is isolated by an outer
band of connective tissue and appears to be a remnant of the thymopharyngeal duct. The cyst
measures less than 100 microns in diameter and would not be of significance.
No lesions of significance.

Heart / major vessels / valves

Sections (54231 and 54222 ) show components of the heart viz left and right atria and ventricles
and large vessels arising from the heart base.
Cardiac muscle fibres of the myocardium have a centrally located nuclei.
No lesions of significance.
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Skin

The macroscopic arrangement of the skin in location and components appear unremarkable. The
epidermis as described in the preliminary report as “mild multifocal epidermal hyperplasia with a
papillated appearance in some areas” does appear to be so. However, on examination of  strips
of skin overlying the mammary gland from this mouse the epidermis appeared to be as normal.
Furthermore, examination of cutaneous sections from the control animals, supplied the epidermis
has a scattered somewhat similarity to that observed in  this experimental mouse #C3.
Therefore leaving aside the possibility of a solitary fibropapilloma, the mild multifocal epidermal
hyperplasia in my opinion is artefactual, possibly resulting from the fixation technique.
No lesions of significance.

Eyes / Harderian glands

The retina, choroid, cornea, iris ,lens, sclera are readily observed and these regions of the eye
seem unremarkable.
The tubuloalveolar glandular pattern of the Harderian glands appears as normal.
No lesions of significance.

Skeletal Tissue (appendicular skeleton)/ synovial joint/ skeletal muscle

Section includes distal end of the femur and most of the tibia, these bones were separated by
the synovial joint. The joint appears normal and section highlights the presence of the patella
and the patella ligament. Some of the bones of the tarsus and metatarsus are included in the
section. The femur and tibia contain active bone marrow. Growth plates of the tibia and femur
display features consistent with pending closure.
The skeletal muscle of the limb appear normal and its muscle fibres are consistently sized with
nuclei located peripherally.
No lesions of significance.

Head

Nine levels were prepared from the head and reveal the nasal and oral cavities with their teeth
and tongue present. In slide 54379 the pituitary gland  Pars intermedia, pars distalis and pars
nervosa) and the trigeminal nerve are displayed. The outer and middle ear cavities are clearly
shown as is the tympanic membrane and indwelling ossicles.

Components of the inner ear including the bony labyrinth, organ of Corti (spiral organ).
Scala tympani and Scala vestibuli separated by cochlear duct are readily observed. The organ of
Corti (spiral organ) with Hair cells and rods covered by tectorial membrane appear without
lesion.
Moreover, the cochlear nerve and the spiral ganglion cells are observed at several levels with no
apparent  reduction in the number of these cells at different levels.
Sensory epithelium of the macula and the ampulla including the crista are encountered and in
these sensory regions the gelatinous cupula that covers the specialized cells frequently with
otoliths are present.

No lesions of significance.

Summary

The histopathology from each organ was compared to the same murine tissues recorded in the
literature as well as comparing to sampled tissue from the control mice (Control 1:Control
2:Control 3).
The animals presented in this case bear no lesions of significance.

Worth noting in animal B-2 (#B133), the atria-ventricular valve with a myxomatous nodule
Worth noting in Group A, possible myxomatous thickening of the connective tissue of the heart
valves

Professor Rolfe Howlett
R&A Pathology Services, NSW
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8th July, 2016

ADDENDUM
Supplementary report on three mice displaying possible cardiac lesions APN16/016 Group A. In
all cases 5 further levels were cut and examined (6 levels in total).
Valvular lesions displayed suggest that with age complications may arise.

Mouse A-1(#A137):
Further levels reveal definitive lesion and its complication.
Levels 2 and 3
Right atrium, right atria-ventricular valve and a recently formed thrombus in the right ventricle
extending through the valvular opening. One leaflet of the atria-ventricular valve shows a
distortion nodularity of the last 450microns measured from the free margin.
On the free valvular margin is a nodular mesenchymal lesion of some 80 microns in diameter.
Levels 5 &6
Aortic valve exposed to display mild myxomatous matrix thickening one leaflet.
The left atria-ventricular valve shows a mild myxomatous thickening along the free margin.

Mouse A-3(#A138)
In level 4 one leaflet of the left atria-ventricular is displayed to allow observation of a small
nodular thickening near to the free margin of a valve, appearing not to be on the free margin.
The nodular thickening extends from margin to margin with readily identified endothelial cells on
either margin.
The small nodular thickening is a consequence of an increased amount of intercellular
myxomatous matrix .

Mouse A2(#A140)
The six levels display normal right and left atria and right and left ventricle. Additionally the
aorta and one aortic valvular leaflet appear normal.
A thrombotic like mass in the right ventricle such may occur after euthanasia.
The A/V valves from their free margins for about 20 microns the intercellular matrix is lightly
basophilic indicative of a minor alteration in the chemistry of the matrices see “Pathology of the
Mouse” edited by Robert R Maronpot, page362, which states that typically in mice there is a pale
myxomatous appearance to the connective tissue of the aortic valve when stained with H & E.

Professor Rolfe Howlett
R&A Pathology Services, NSW
26th July, 2016

Supplementary Neuropathology Report

Control-1 (control)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Slides were used as histological controls

Control-2 (control)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Slides were used as histological controls

Control-3 (control)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Slides were used as histological controls
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A-1 (#A137)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

A-2 (#A140)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

A-3 (#A138)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

B-1 (#B126)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

B-2 (#B133)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

B-3 (#B124)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

C-1 (#C27)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

C-2 (#C20)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

C-3 (#C29)

H&E and LFB stained brain sections were examined.
Representative H&E stained sections of spinal cord were examined.
Sections of brain and spinal cord show no significant neuropathology.

Summary

Sections of brain and spinal cord show no significant neuropathology.

Professor Catriona A McLean
BSc, MBBS, FRCPA, MD, FFSc (RCPA)
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Head Anatomical Pathology, Alfred Health
14th July, 2016
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The Australian Phenomics Network advises all research groups that images or results obtained
through the services offered by the APN are to be acknowledged in resultant publications.

Example acknowledgement: "This study utilised the Australian Phenomics Network Histopathology
and Organ Pathology Service, University of Melbourne."

Authorised by Tina Cardamone, APN Histopathology and Organ Pathology Node manager.
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Supplementary	File	2	Histopathology	Report	(additional	hearts)	

	



Contacts:

Tina Cardamone, Manager APN
(Melbourne)
 Professor Janet Keast, Head APN 
(Melbourne)

Australian Phenomics Network 
Histopathology and Organ Pathology
The University of Melbourne
Department of Anatomy and Neuroscience 
Grattan Street, PARKVILLE, VIC 3010
T: +61 3 83448044 
 apn-info@unimelb.edu.au

9.1 Histopathology Report

Case Number APN17/006 Monash University-HIMR (Justin St John & Jacqueline Johnson)

Registration Date Thu 16/02/2017

Animal Details A148
DOB: null, Female, nullg

A150
DOB: null, Female, nullg

A151
DOB: null, Female, nullg

A152
DOB: null, Female, nullg

DoD / Necropsy Necropsy not conducted at HOPS

Death Unknown

Origin Monash University-HIMR

Treatment Treatment
Confirm heart valvular changes noted in B-2 (#B133) & Group A, case
APN16/016

Species / Breed / Strain C57BL6/JxCBA

Animal Health Facility N/A
N/A

Organs Examined Heart

Macroscopic
Observations

Four fixed mouse hearts delivered to APN HOPS 16/2/2017

Microscopic Observations

A148
Macro Observations

Fixed mouse heart
9x5x4mm

Micro Observations

Typical micromorphological observed in cardiac muscle, chambers and vessels of the heart.
The cardiac muscle fibers demonstrated typical features including central nuclei, branching fibers
and striations.
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Heart valves - myxomatous stroma with varying amounts of collagen and melanin.

A150
Macro Observations

Fixed mouse heart
10x6x5mm

Micro Observations

Typical micromorphological observed in cardiac muscle, chambers and vessels of the heart.
The cardiac muscle fibers demonstrated typical features including central nuclei, branching fibers
and striations.

Heart valves - myxomatous stroma with varying amounts of collagen and melanin.

A151
Macro Observations

Fixed mouse heart
10x6x5mm

Micro Observations

Typical micromorphological observed in cardiac muscle, chambers and vessels of the heart.
The cardiac muscle fibers demonstrated typical features including central nuclei, branching fibers
and striations.
Possible mild valvular changes.
Pathology to confirm

A152
Macro Observations

Fixed mouse heart
8x6x5mm

Micro Observations

Typical micromorphological observed in cardiac muscle, chambers and vessels of the heart.
The cardiac muscle fibers demonstrated typical features including central nuclei, branching fibers
and striations.
Possible mild valvular changes.
Pathology to confirm

Comment / Plan
Case APN17/006HIMR will be referred to Dr. John Finnie, SA Pathology for comment.

Tina Cardamone
3rd March, 2017
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Supplementary Pathology Report

A148

A150

A151

A152

Summary
All heart samples had varying degrees of severity of mucoid degeneration of the valves.

Dr John Finnie
Senior Veterinary Pathologist
SA Pathology, Adelaide, S.A. 5000
Affiliate Associate Professor
School of Medicine, University of Adelaide
8th March, 2017
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The Australian Phenomics Network advises all research groups that images or results obtained
through the services offered by the APN are to be acknowledged in resultant publications.

Example acknowledgement: "This study utilised the Australian Phenomics Network Histopathology
and Organ Pathology Service, University of Melbourne."

Authorised by Tina Cardamone, APN Histopathology and Organ Pathology Node manager.

Thu, 09 Mar 2017 08:55:41 AM APN17/006 | Page 4 of 4



Supplementary	File	3	Whole	mitochondrial	genome	alignments	for	consensus	sequences	
from	six	primordial	follicles	from	third	generation	mitochondrial	supplemented	mice	and	
three	EPC	aliquots	used	for	mitochondrial	supplementation.	An	asterisk	indicates	base	
changes	on	pages	67,	68	and	71.	
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64

0
Quality scores

GGAT T AGAT A CCCCACT AT G CT T AGCCAT A AACCT AAAT A AT T AAAT T T A ACAAAACT AT T T GCCAGAGA  560AJ489607 consensus
64

0
Quality scores

GGAT T AGAT A CCCCACT AT G CT T AGCCAT A AACCT AAAT A AT T AAAT T T A ACAAAACT AT T T GCCAGAGAConsensus
100%

0%
Conservation

2.0bits

0.0bits GGAT T AGAT A CCCCACT AT G CT T AGCCAT A AACCT AAAT A AT T AAAT T T A ACAAAACT AT T T GCCAGAGASequence logo

580 600 620
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  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

  630AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

  700AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

580 600 620

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT A  630AJ489607 consensus
64

0
Quality scores

ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT AConsensus
100%

0%
Conservation

2.0bits

0.0bits ACT ACT AGCC AT AGCT T AAA ACT CAAAGGA CT T GGCGGT A CT T T AT AT CC AT CT AGAGGA GCCT GT T CT ASequence logo

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

640 660 680 700

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAA  700AJ489607 consensus
64

0
Quality scores

T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAAConsensus
100%

0%
Conservation

2.0bits

0.0bits T AAT CGAT AA ACCCCGCT CT ACCT CACCAT CT CT T GCT AA T T CAGCCT AT AT ACCGCCAT CT T CAGCAAASequence logo

720 740 760
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  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

  770AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

  840AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

720 740 760

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAA  770AJ489607 consensus
64

0
Quality scores

CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAAConsensus
100%

0%
Conservation

2.0bits

0.0bits CCCT AAAAAG GT AT T AAAGT AAGCAAAAGA AT CAAACAT A AAAACGT T AG GT CAAGGT GT AGCCAAT GAASequence logo

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

780 800 820 840

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AA  840AJ489607 consensus
64

0
Quality scores

AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AAConsensus
100%

0%
Conservation

2.0bits

0.0bits AT GGGAAGAA AT GGGCT ACA T T T T CT T AT A AAAGAACAT T ACT AT ACCCT T T AT GAAACT AAAGGACT AASequence logo

860 880 900
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  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

  910AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

  980AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

860 880 900

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCC  910AJ489607 consensus
64

0
Quality scores

GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCCConsensus
100%

0%
Conservation

2.0bits

0.0bits GGAGGAT T T A GT AGT AAAT T AAGAAT AGAG AGCT T AAT T G AAT T GAGCAA T GAAGT ACGC ACACACCGCCSequence logo

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

920 940 960 980

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT A  980AJ489607 consensus
64

0
Quality scores

CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT AConsensus
100%

0%
Conservation

2.0bits

0.0bits CGT CACCCT C CT CAAAT T AA AT T AAACT T A ACAT AAT T AA T T T CT AGACA T CCGT T T AT G AGAGGAGAT ASequence logo

1,000 1,020 1,040
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  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

  1050AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

  1120AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

1,000 1,020 1,040

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCAT  1050AJ489607 consensus
64

0
Quality scores

AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCATConsensus
100%

0%
Conservation

2.0bits

0.0bits AGT CGT AACA AGGT AAGCAT ACT GGAAAGT GT GCT T GGAA T AAT CAT AGT GT AGCT T AAT AT T AAAGCATSequence logo

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

1,060 1,080 1,100 1,120

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAA  1120AJ489607 consensus
64

0
Quality scores

CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAAConsensus
100%

0%
Conservation

2.0bits

0.0bits CT GGCCT ACA CCCAGAAGAT T T CAT GACCA AT GAACACT C T GAACT AAT C CT AGCCCT AG CCCT ACACAASequence logo

1,140 1,160 1,180
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  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

  1190AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

  1260AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

1,140 1,160 1,180

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACA  1190AJ489607 consensus
64

0
Quality scores

AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACAConsensus
100%

0%
Conservation

2.0bits

0.0bits AT AT AAT T AT ACT AT T AT AT AAAT CAAAAC AT T T AT CCT A CT AAAAGT AT T GGAGAAAGA AAT T CGT ACASequence logo

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

1,200 1,220 1,240 1,260

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGA  1260AJ489607 consensus
64

0
Quality scores

T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGAConsensus
100%

0%
Conservation

2.0bits

0.0bits T CT AGGAGCT AT AGAACT AG T ACCGCAAGG GAAAGAT GAA AGACT AAT T A AAAGT AAGAA CAAGCAAAGASequence logo

1,280 1,300 1,320
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  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

  1330AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

  1400AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

1,280 1,300 1,320

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAAC  1330AJ489607 consensus
64

0
Quality scores

T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAACConsensus
100%

0%
Conservation

2.0bits

0.0bits T T AAACCT T G T ACCT T T T GC AT AAT GAACT AACT AGAAAA CT T CT AACT A AAAGAAT T AC AGCT AGAAACSequence logo

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

1,340 1,360 1,380 1,400

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAA  1400AJ489607 consensus
64

0
Quality scores

CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAAConsensus
100%

0%
Conservation

2.0bits

0.0bits CCCGAAACCA AACGAGCT AC CT AAAAACAA T T T T AT GAAT CAACT CGT CT AT GT GGCAAA AT AGT GAGAASequence logo

1,420 1,440 1,460
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  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

  1470AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

  1540AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

1,420 1,440 1,460

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGT  1470AJ489607 consensus
64

0
Quality scores

GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGTConsensus
100%

0%
Conservation

2.0bits

0.0bits GAT T T T T AGG T AGAGGT GAA AAGCCT AACG AGCT T GGT GA T AGCT GGT T A CCCAAAAAAT GAAT T T AAGTSequence logo

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

1,480 1,500 1,520 1,540

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACA  1540AJ489607 consensus
64

0
Quality scores

T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACAConsensus
100%

0%
Conservation

2.0bits

0.0bits T CAAT T T T AA ACT T GCT AAA AAAACAACAA AAT CAAAAAG T AAGT T T AGA T T AT AGCCAA AAGAGGGACASequence logo

1,560 1,580 1,600
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  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

  1610AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

  1680AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

1,560 1,580 1,600

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCT  1610AJ489607 consensus
64

0
Quality scores

GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCTConsensus
100%

0%
Conservation

2.0bits

0.0bits GCT CT T CT GG AACGGAAAAA ACCT T T AAT A GT GAAT AAT T AACAAAACAG CT T T T AACCA T T GT AGGCCTSequence logo

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

1,620 1,640 1,660 1,680

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACC  1680AJ489607 consensus
64

0
Quality scores

AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACCConsensus
100%

0%
Conservation

2.0bits

0.0bits AAAAGCAGCC ACCAAT AAAG AAAGCGT T CA AGCT CAACAT AAAAT T T CAA T T AAT T CCAT AAT T T ACACCSequence logo

1,700 1,720 1,740
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  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

  1750AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

  1820AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

1,700 1,720 1,740

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAG  1750AJ489607 consensus
64

0
Quality scores

AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAGConsensus
100%

0%
Conservation

2.0bits

0.0bits AACT T CCT AA ACT T AAAAT T GGGT T AAT CT AT AACT T T AT AGAT GCAACA CT GT T AGT AT GAGT AACAAGSequence logo

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

1,760 1,780 1,800 1,820

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCA  1820AJ489607 consensus
64

0
Quality scores

AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCAConsensus
100%

0%
Conservation

2.0bits

0.0bits AAT T CCAAT T CT CCAGGCAT ACGCGT AT AA CAACT CGGAT AACCAT T GT T AGT T AAT CAG ACT AT AGGCASequence logo

1,840 1,860 1,880
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  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

  1890AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

  1960AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

1,840 1,860 1,880

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGA  1890AJ489607 consensus
64

0
Quality scores

AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGAConsensus
100%

0%
Conservation

2.0bits

0.0bits AT AAT CACAC T AT AAAT AAT CCACCT AT AA CT T CT CT GT T AACCCAACAC CGGAAT GCCT AAAGGAAAGASequence logo

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

1,900 1,920 1,940 1,960

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT T  1960AJ489607 consensus
64

0
Quality scores

T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT TConsensus
100%

0%
Conservation

2.0bits

0.0bits T CCAAAAAGA T AAAAGGAAC T CGGCAAACA AGAACCCCGC CT GT T T ACCA AAAACAT CAC CT CT AGCAT TSequence logo

1,980 2,000 2,020

14



  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

  2030AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

  2100AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

1,980 2,000 2,020

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGG  2030AJ489607 consensus
64

0
Quality scores

ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGGConsensus
100%

0%
Conservation

2.0bits

0.0bits ACAAGT AT T A GAGGCACT GC CT GCCCAGT G ACT AAAGT T T AACGGCCGCG GT AT CCT GAC CGT GCAAAGGSequence logo

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

2,040 2,060 2,080 2,100

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T AT  2100AJ489607 consensus
64

0
Quality scores

T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T ATConsensus
100%

0%
Conservation

2.0bits

0.0bits T AGCAT AAT C ACT T GT T CCT T AAT T AGGGA CT AGCAT GAA CGGCT AAACG AGGGT CCAAC T GT CT CT T ATSequence logo

2,120 2,140 2,160
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  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

  2170AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

  2240AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

2,120 2,140 2,160

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GG  2170AJ489607 consensus
64

0
Quality scores

CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GGConsensus
100%

0%
Conservation

2.0bits

0.0bits CT T T AAT CAG T GAAAT T GAC CT T T CAGT GA AGAGGCT GAA AT AT AAT AAT AAGACGAGAA GACCCT AT GGSequence logo

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

2,180 2,200 2,220 2,240

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T G  2240AJ489607 consensus
64

0
Quality scores

AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T GConsensus
100%

0%
Conservation

2.0bits

0.0bits AGCT T AAAT T AT AT AACT T A T CT AT T T AAT T T AT T AAACC T AAT GGCCCA AAAACT AT AG T AT AAGT T T GSequence logo

2,260 2,280 2,300
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  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

  2310AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

  2380AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

2,260 2,280 2,300

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CA  2310AJ489607 consensus
64

0
Quality scores

AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CAConsensus
100%

0%
Conservation

2.0bits

0.0bits AAAT T T CGGT T GGGGT GACC T CGGAGAAT A AAAAAT CCT C CGAAT GAT T A T AACCT AGAC T T ACAAGT CASequence logo

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

2,320 2,340 2,360 2,380

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AAC  2380AJ489607 consensus
64

0
Quality scores

AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AACConsensus
100%

0%
Conservation

2.0bits

0.0bits AAGT AAAAT C AACAT AT CT T AT T GACCCAG AT AT AT T T T G AT CAACGGAC CAAGT T ACCC T AGGGAT AACSequence logo

2,400 2,420 2,440
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  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

  2450AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

  2520AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

2,400 2,420 2,440

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CC  2450AJ489607 consensus
64

0
Quality scores

AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CCConsensus
100%

0%
Conservation

2.0bits

0.0bits AGCGCAAT CC T AT T T AAGAG T T CAT AT CGA CAAT T AGGGT T T ACGACCT C GAT GT T GGAT CAGGACAT CCSequence logo

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

2,460 2,480 2,500 2,520

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACC  2520AJ489607 consensus
64

0
Quality scores

CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACCConsensus
100%

0%
Conservation

2.0bits

0.0bits CAAT GGT GT A GAAGCT AT T A AT GGT T CGT T T GT T CAACGA T T AAAGT CCT ACGT GAT CT G AGT T CAGACCSequence logo

2,540 2,560 2,580

18



  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

  2590AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

  2660AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

2,540 2,560 2,580

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCC  2590AJ489607 consensus
64

0
Quality scores

GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCCConsensus
100%

0%
Conservation

2.0bits

0.0bits GGAGCAAT CC AGGT CGGT T T CT AT CT AT T T ACGAT T T CT C CCAGT ACGAA AGGACAAGAG AAAT AGAGCCSequence logo

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

2,600 2,620 2,640 2,660

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
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ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CT  2660AJ489607 consensus
64

0
Quality scores

ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CTConsensus
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2.0bits

0.0bits ACCT T ACAAA T AAGCGCT CT CAACT T AAT T T AT GAAT AAA AT CT AAAT AA AAT AT AT ACG T ACACCCT CTSequence logo
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AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

2,680 2,700 2,720

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
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0
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AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
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AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
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AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGG  2730AJ489607 consensus
64

0
Quality scores

AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGGConsensus
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0.0bits AACCT AGAGA AGGT T AT T AG GGT GGCAGAG CCAGGAAAT T GCGT AAGACT T AAAACCT T G T T CCCAGAGGSequence logo

T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
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T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
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T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
Quality scores

T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
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T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
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T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
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T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
Quality scores

T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
Quality scores

T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCAT  2800AJ489607 consensus
64

0
Quality scores

T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCATConsensus
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2.0bits

0.0bits T T CAAAT CCT CT CCCT AAT A GT GT T CT T T A T T AAT AT CCT AACACT CCT C GT CCCCAT T C T AAT CGCCATSequence logo
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
Quality scores
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
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AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
Quality scores

AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT T  2870AJ489607 consensus
64

0
Quality scores

AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT TConsensus
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0.0bits AGCCT T CCT A ACAT T AGT AG AACGCAAAAT CT T AGGGT AC AT ACAACT AC GAAAAGGCCC T AACAT T GT TSequence logo

GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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2,880 2,900 2,920 2,940

GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT T  2940AJ489607 consensus
64

0
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GGT CCAT ACG GCAT T T T ACA ACCAT T T GCA GACGCCAT AA AAT T AT T T AT AAAAGAACCA AT ACGCCCT TConsensus
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2.0bits
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T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores
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T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
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T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores

T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
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T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
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T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores

T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores

T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores

T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGT  3010AJ489607 consensus
64

0
Quality scores

T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGTConsensus
100%
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0.0bits T AACAACCT C T AT AT CCT T A T T T AT T AT T G CACCT ACCCT AT CACT CACA CT AGCAT T AA GT CT AT GAGTSequence logo

T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
Quality scores
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
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T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGC  3080AJ489607 consensus
64

0
Quality scores

T CCCCT ACCA AT ACCACACC CAT T AAT T AA T T T AAACCT A GGGAT T T T AT T T AT T T T AGC AACAT CT AGCConsensus
100%
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2.0bits
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
Quality scores
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
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0
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
Quality scores

CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
Quality scores

CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
Quality scores

CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
Quality scores

CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T AC  3150AJ489607 consensus
64

0
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CT AT CAGT T T ACT CCAT T CT AT GAT CAGGA T GAGCCT CAA ACT CCAAAT A CT CACT AT T C GGAGCT T T ACConsensus
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
Quality scores

3,160 3,180 3,200 3,220

GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
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0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
Quality scores

GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
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GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAA  3220AJ489607 consensus
64

0
Quality scores

GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAAConsensus
100%
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2.0bits

0.0bits GAGCCGT AGC CCAAACAAT T T CAT AT GAAG T AACCAT AGC T AT T AT CCT T T T AT CAGT T C T AT T AAT AAASequence logo
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
Quality scores

T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
64

0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCC  3290AJ489607 consensus
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0
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T GGAT CCT AC T CT CT ACAAA CACT T AT T AC AACCCAAGAA CACAT AT GAT T ACT T CT GCC AGCCT GACCCConsensus
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
64

0
Quality scores

3,300 3,320 3,340 3,360

AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
64

0
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
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0
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
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0
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
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0
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
64

0
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAG  3360AJ489607 consensus
64
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AT AGCCAT AA T AT GAT T T AT CT CAACCCT A GCAGAAACAA ACCGGGCCCC CT T CGACCT G ACAGAAGGAGConsensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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AAT CAGAAT T AGT AT CAGGG T T T AACGT AG AAT ACGCAGC CGGCCCAT T C GCGT T AT T CT T T AT AGCAGA  3430AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
64

0
Quality scores

GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
64

0
Quality scores

GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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GT ACACT AAC AT T AT T CT AA T AAACGCCCT AACAACT AT T AT CT T CCT AG GACCCCT AT A CT AT AT CAAT  3500AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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0
Quality scores

3,520 3,540 3,560

T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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T T ACCAGAAC T CT ACT CAAC T AACT T CAT A AT AGAAGCT C T ACT ACT AT C AT CAACAT T C CT AT GGAT CC  3570AJ489607 consensus
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GAGCAT CT T A T CCACGCT T C CGT T ACGAT C AACT T AT ACA T CT T CT AT GA AAAAACT T T C T ACCCCT AAC  3640AJ489607 consensus
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GAGCAT CT T A T CCACGCT T C CGT T ACGAT C AACT T AT ACA T CT T CT AT GA AAAAACT T T C T ACCCCT AAC  3640AJ489607 consensus
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64

0
Quality scores
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ACT AGCAT T A T GT AT GT GAC AT AT T T CT T T ACCAAT T T T T ACAGCGGGAG T ACCACCAT A CAT AT AGAAA  3710AJ489607 consensus
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ACT AGCAT T A T GT AT GT GAC AT AT T T CT T T ACCAAT T T T T ACAGCGGGAG T ACCACCAT A CAT AT AGAAA  3710AJ489607 consensus
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ACT AGCAT T A T GT AT GT GAC AT AT T T CT T T ACCAAT T T T T ACAGCGGGAG T ACCACCAT A CAT AT AGAAA  3710AJ489607 consensus
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0
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ACT AGCAT T A T GT AT GT GAC AT AT T T CT T T ACCAAT T T T T ACAGCGGGAG T ACCACCAT A CAT AT AGAAA  3710AJ489607 consensus
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0
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ACT AGCAT T A T GT AT GT GAC AT AT T T CT T T ACCAAT T T T T ACAGCGGGAG T ACCACCAT A CAT AT AGAAA  3710AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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T AT GT CT GAT AAAAGAAT T A CT T T GAT AGA GT AAAT T AT A GAGGT T CAAG CCCT CT T AT T T CT AGGACAA  3780AJ489607 consensus
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0
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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T AGGAAT T GA ACCT ACACT T AAGAAT T CAA AAT T CT CCGT GCT ACCT AAA CACCT T AT CC T AAT AGT AAG  3850AJ489607 consensus
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GT CAGCT AAT T AAGCT AT CG GGCCCAT ACC CCGAAAACGT T GGT T T AAAT CCT T CCCGT A CT AAT AAAT C  3920AJ489607 consensus
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GT CAGCT AAT T AAGCT AT CG GGCCCAT ACC CCGAAAACGT T GGT T T AAAT CCT T CCCGT A CT AAT AAAT C  3920AJ489607 consensus
64

0
Quality scores

GT CAGCT AAT T AAGCT AT CG GGCCCAT ACC CCGAAAACGT T GGT T T AAAT CCT T CCCGT A CT AAT AAAT C  3920AJ489607 consensus
64

0
Quality scores
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CT AT CACCCT T GCCAT CAT C T ACT T CACAA T CT T CT T AGG T CCT GT AAT C ACAAT AT CCA GCACCAACCT  3990AJ489607 consensus
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CT AT CACCCT T GCCAT CAT C T ACT T CACAA T CT T CT T AGG T CCT GT AAT C ACAAT AT CCA GCACCAACCT  3990AJ489607 consensus
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CT AT CACCCT T GCCAT CAT C T ACT T CACAA T CT T CT T AGG T CCT GT AAT C ACAAT AT CCA GCACCAACCT  3990AJ489607 consensus
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CT AT CACCCT T GCCAT CAT C T ACT T CACAA T CT T CT T AGG T CCT GT AAT C ACAAT AT CCA GCACCAACCT  3990AJ489607 consensus
64

0
Quality scores
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T T CT T ACCAA AAT GAAT T AT CAT CACAGAA CT T AT AAAAA ACAACT GT CT AAT T AT AGCA ACACT CAT AG  4760AJ489607 consensus
64

0
Quality scores

T T CT T ACCAA AAT GAAT T AT CAT CACAGAA CT T AT AAAAA ACAACT GT CT AAT T AT AGCA ACACT CAT AG  4760AJ489607 consensus
64

0
Quality scores

T T CT T ACCAA AAT GAAT T AT CAT CACAGAA CT T AT AAAAA ACAACT GT CT AAT T AT AGCA ACACT CAT AGConsensus
100%

0%
Conservation

2.0bits

0.0bits T T CT T ACCAA AAT GAAT T AT CAT CACAGAA CT T AT AAAAA ACAACT GT CT AAT T AT AGCA ACACT CAT AGSequence logo

34



2.0bits

0.0bits

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

  4830AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

  4900AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T T CT T ACCAA AAT GAAT T AT CAT CACAGAA CT T AT AAAAA ACAACT GT CT AAT T AT AGCA ACACT CAT AG
CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus

64

0
Quality scores

4,780 4,800 4,820

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CC  4830AJ489607 consensus
64

0
Quality scores

CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CCConsensus
100%

0%
Conservation

2.0bits

0.0bits CAAT AAT AGC T CT ACT AAAC CT AT T CT T T T AT ACT CGCCT AAT T T AT T CC ACT T CACT AA CAAT AT T T CCSequence logo

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

4,840 4,860 4,880 4,900

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A  4900AJ489607 consensus
64

0
Quality scores

AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT AConsensus
100%

0%
Conservation

2.0bits

0.0bits AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT ASequence logo

35



2.0bits

0.0bits

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

  4970AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

  5040AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits AACCAACAAT AACT CAAAAA T AAT AACT CA CCAAACAAAA ACT AAACCCA ACCT AAT AT T T T CCACCCT A
GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus

64

0
Quality scores

4,920 4,940 4,960

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGT  4970AJ489607 consensus
64

0
Quality scores

GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGTConsensus
100%

0%
Conservation

2.0bits

0.0bits GCT AT CAT AA GCACAAT AAC CCT ACCCCT A GCCCCCCAAC T AAT T ACCT A GAAGT T T AGG AT AT ACT AGTSequence logo

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

4,980 5,000 5,020 5,040

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT  5040AJ489607 consensus
64

0
Quality scores

CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCTConsensus
100%

0%
Conservation

2.0bits

0.0bits CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCTSequence logo

36



2.0bits

0.0bits

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

  5110AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

  5180AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits CCGCGAGCCT T CAAAGCCCT AAGAAAACAC ACAAGT T T AA CT T CT GAT AA GGACT GT AAG ACT T CAT CCT
ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus

64

0
Quality scores

5,060 5,080 5,100

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACC  5110AJ489607 consensus
64

0
Quality scores

ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACCConsensus
100%

0%
Conservation

2.0bits

0.0bits ACAT CT AT T G AAT GCAAAT C AAT T GCT T T A AT T AAGCT AA GACCT CAACT AGAT T GGCAG GAAT T AAACCSequence logo

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

5,120 5,140 5,160 5,180

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA  5180AJ489607 consensus
64

0
Quality scores

T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAAConsensus
100%

0%
Conservation

2.0bits

0.0bits T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAASequence logo

37



2.0bits

0.0bits

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

  5250AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

  5320AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T ACGAAAAT T T AGT T AACAG CT AAAT ACCC T AT T ACT GGC T T CAAT CT AC T T CT ACCGCC GAAAAAAAAA
AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus

64

0
Quality scores

5,200 5,220 5,240

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCT  5250AJ489607 consensus
64

0
Quality scores

AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCTConsensus
100%

0%
Conservation

2.0bits

0.0bits AAT GGCGGT A GAAGT CT T AG T AGAGAT T T C T CT ACACCT T CGAAT T T GCA AT T CGACAT G AAT AT CACCTSequence logo

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

5,260 5,280 5,300 5,320

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT  5320AJ489607 consensus
64

0
Quality scores

T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCATConsensus
100%

0%
Conservation

2.0bits

0.0bits T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCATSequence logo

38



2.0bits

0.0bits

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

  5390AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

  5460AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T AAGACCT CT GGT AAAAAGA GGAT T T AAAC CT CT GT GT T T AGAT T T ACAG T CT AAT GCT T ACT CAGCCAT
T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus

64

0
Quality scores

5,340 5,360 5,380

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT A  5390AJ489607 consensus
64

0
Quality scores

T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT AConsensus
100%

0%
Conservation

2.0bits

0.0bits T T T ACCT AT G T T CAT T AAT C GT T GAT T AT T CT CAACCAAT CACAAAGAT A T CGGAACCCT CT AT CT ACT ASequence logo

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

5,400 5,420 5,440 5,460

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG  5460AJ489607 consensus
64

0
Quality scores

T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAGConsensus
100%

0%
Conservation

2.0bits

0.0bits T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAGSequence logo

39



2.0bits

0.0bits

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

  5530AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

  5600AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T T CGGAGCCT GAGCGGGAAT AGT GGGT ACT GCACT AAGT A T T T T AAT T CG AGCAGAAT T A GGT CAACCAG
GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus

64

0
Quality scores

5,480 5,500 5,520

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT T  5530AJ489607 consensus
64

0
Quality scores

GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT TConsensus
100%

0%
Conservation

2.0bits

0.0bits GT GCACT T T T AGGAGAT GAC CAAAT T T ACA AT GT T AT CGT AACT GCCCAT GCT T T T GT T A T AAT T T T CT TSequence logo

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

5,540 5,560 5,580 5,600

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT  5600AJ489607 consensus
64

0
Quality scores

CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGATConsensus
100%

0%
Conservation

2.0bits

0.0bits CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGATSequence logo

40



2.0bits

0.0bits

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

  5670AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

  5740AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits CAT AGT AAT A CCAAT AAT AA T T GGAGGCT T T GGAAACT GA CT T GT CCCAC T AAT AAT CGG AGCCCCAGAT
AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus

64

0
Quality scores

5,620 5,640 5,660

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCAT  5670AJ489607 consensus
64

0
Quality scores

AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCATConsensus
100%

0%
Conservation

2.0bits

0.0bits AT AGCAT T CC CACGAAT AAA T AAT AT AAGT T T T T GACT CC T ACCACCAT C AT T T CT CCT T CT CCT AGCATSequence logo

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

5,680 5,700 5,720 5,740

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA  5740AJ489607 consensus
64

0
Quality scores

CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCAConsensus
100%

0%
Conservation

2.0bits

0.0bits CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCASequence logo

41



2.0bits

0.0bits

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

  5810AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

  5880AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits CAT CAAT AGT AGAAGCAGGA GCAGGAACAG GAT GAACAGT CT ACCCACCT CT AGCCGGAA AT CT AGCCCA
T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus

64

0
Quality scores

5,760 5,780 5,800

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCA  5810AJ489607 consensus
64

0
Quality scores

T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCAConsensus
100%

0%
Conservation

2.0bits

0.0bits T GCAGGAGCA T CAGT AGACC T AACAAT T T T CT CCCT T CAT T T AGCT GGAG T GT CAT CT AT T T T AGGT GCASequence logo

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

5,820 5,840 5,860 5,880

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G  5880AJ489607 consensus
64

0
Quality scores

AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T GConsensus
100%

0%
Conservation

2.0bits

0.0bits AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T GSequence logo

42



2.0bits

0.0bits

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

  5950AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

  6020AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits AT T AAT T T T A T T ACCACT AT T AT CAACAT G AAACCCCCAG CCAT AACACA GT AT CAAACT CCACT AT T T G
T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus

64

0
Quality scores

5,900 5,920 5,940

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT AT  5950AJ489607 consensus
64

0
Quality scores

T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT ATConsensus
100%

0%
Conservation

2.0bits

0.0bits T CT GAT CCGT ACT T AT T ACA GCCGT ACT GC T CCT AT T AT C ACT ACCAGT G CT AGCCGCAG GCAT T ACT ATSequence logo

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

5,960 5,980 6,000 6,020

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC  6020AJ489607 consensus
64

0
Quality scores

ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT ACConsensus
100%

0%
Conservation

2.0bits

0.0bits ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT ACSequence logo

43



2.0bits

0.0bits

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

  6090AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

  6160AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits ACT ACT AACA GACCGCAACC T AAACACAAC T T T CT T T GAT CCCGCT GGAG GAGGGGACCC AAT T CT CT AC
CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus

64

0
Quality scores

6,040 6,060 6,080

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T T  6090AJ489607 consensus
64

0
Quality scores

CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T TConsensus
100%

0%
Conservation

2.0bits

0.0bits CAGCAT CT GT T CT GAT T CT T T GGGCACCCA GAAGT T T AT A T T CT T AT CCT CCCAGGAT T T GGAAT T AT T TSequence logo

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

6,100 6,120 6,140 6,160

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT  6160AJ489607 consensus
64

0
Quality scores

CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AATConsensus
100%

0%
Conservation

2.0bits

0.0bits CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AATSequence logo

44



2.0bits

0.0bits

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

  6230AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

  6300AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits CACAT GT AGT T ACT T ACT AC T CCGGAAAAA AAGAACCT T T CGGCT AT AT A GGAAT AGT AT GAGCAAT AAT
GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus

64

0
Quality scores

6,180 6,200 6,220

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACA  6230AJ489607 consensus
64

0
Quality scores

GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACAConsensus
100%

0%
Conservation

2.0bits

0.0bits GT CT AT T GGC T T T CT AGGCT T T AT T GT AT G AGCCCACCAC AT AT T CACAG T AGGAT T AGA T GT AGACACASequence logo

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

6,240 6,260 6,280 6,300

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G  6300AJ489607 consensus
64

0
Quality scores

CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T GConsensus
100%

0%
Conservation

2.0bits

0.0bits CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T GSequence logo

45



2.0bits

0.0bits

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

  6370AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

  6440AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits CGAGCT T ACT T T ACAT CAGC CACT AT AAT T AT CGCAAT T C CT ACCGGT GT CAAAGT AT T T AGCT GACT T G
CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus

64

0
Quality scores

6,320 6,340 6,360

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT T  6370AJ489607 consensus
64

0
Quality scores

CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT TConsensus
100%

0%
Conservation

2.0bits

0.0bits CAACCCT ACA CGGAGGT AAT AT T AAAT GAT CT CCAGCT AT ACT AT GAGCC T T AGGCT T T A T T T T CT T AT TSequence logo

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

6,380 6,400 6,420 6,440

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC  6440AJ489607 consensus
64

0
Quality scores

T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT ACConsensus
100%

0%
Conservation

2.0bits

0.0bits T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT ACSequence logo

46



2.0bits

0.0bits

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

  6510AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

  6580AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T ACAGT T GGT GGT CT AACCG GAAT T GT T T T AT CCAACT CA T CCCT T GACA T CGT GCT T CA CGAT ACAT AC
T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus

64

0
Quality scores

6,460 6,480 6,500

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T C  6510AJ489607 consensus
64

0
Quality scores

T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T CConsensus
100%

0%
Conservation

2.0bits

0.0bits T AT GT AGT AG CCCAT T T CCA CT AT GT T CT A T CAAT GGGAG CAGT GT T T GC T AT CAT AGCA GGAT T T GT T CSequence logo

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

6,520 6,540 6,560 6,580

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T  6580AJ489607 consensus
64

0
Quality scores

ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT TConsensus
100%

0%
Conservation

2.0bits

0.0bits ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT TSequence logo

47



2.0bits

0.0bits

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

  6650AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

  6720AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits ACT GAT T CCC AT T AT T T T CA GGCT T CACCC T AGAT GACAC AT GAGCAAAA GCCCACT T CG CCAT CAT AT T
CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus

64

0
Quality scores

6,600 6,620 6,640

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CA  6650AJ489607 consensus
64

0
Quality scores

CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CAConsensus
100%

0%
Conservation

2.0bits

0.0bits CGT AGGAGT A AACAT AACAT T CT T CCCT CA ACAT T T CCT G GGCCT T T CAG GAAT ACCACG ACGCT ACT CASequence logo

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

6,660 6,680 6,700 6,720

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G  6720AJ489607 consensus
64

0
Quality scores

GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT GConsensus
100%

0%
Conservation

2.0bits

0.0bits GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT GSequence logo

48



2.0bits

0.0bits

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

  6790AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

  6860AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits GACT ACCCAG AT GCT T ACAC CACAT GAAAC ACT GT CT CT T CT AT AGGAT C AT T T AT T T CA CT AACAGCT G
T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus

64

0
Quality scores

6,740 6,760 6,780

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GC  6790AJ489607 consensus
64

0
Quality scores

T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GCConsensus
100%

0%
Conservation

2.0bits

0.0bits T T CT CAT CAT GAT CT T T AT A AT T T GAGAGG CCT T T GCT T C AAAACGAGAA GT AAT AT CAG T AT CGT AT GCSequence logo

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

6,800 6,820 6,840 6,860

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A  6860AJ489607 consensus
64

0
Quality scores

T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT AConsensus
100%

0%
Conservation

2.0bits

0.0bits T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT ASequence logo

49



2.0bits

0.0bits

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

  6930AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

  7000AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T T CAACAAAT T T AGAAT GAC T T CAT GGCT G CCCT CCACCA T AT CACACAT T CGAGGAACC AACCT AT GT A
AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus

64

0
Quality scores

6,880 6,900 6,920

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT G  6930AJ489607 consensus
64

0
Quality scores

AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT GConsensus
100%

0%
Conservation

2.0bits

0.0bits AAAGT AAAAT AAGAAAGGAA GGAAT CGAAC CCCCT AAAAT T GGT T T CAAG CCAAT CT CAT AT CCT AT AT GSequence logo

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

6,940 6,960 6,980 7,000

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C  7000AJ489607 consensus
64

0
Quality scores

T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT CConsensus
100%

0%
Conservation

2.0bits

0.0bits T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT CSequence logo

50



2.0bits

0.0bits

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

  7070AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

  7140AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T CT T T CT CAA T AAGAT AT T A GT AAAAT CAA T T ACAT AACT T T GT CAAAGT T AAAT T AT AG AT CAAT AAT C
T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus

64

0
Quality scores

7,020 7,040 7,060

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGC  7070AJ489607 consensus
64

0
Quality scores

T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGCConsensus
100%

0%
Conservation

2.0bits

0.0bits T AT AT AT CT T AT AT GGCCT A CCCAT T CCAA CT T GGT CT AC AAGACGCCAC AT CCCCT AT T AT AGAAGAGCSequence logo

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

7,080 7,100 7,120 7,140

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C  7140AJ489607 consensus
64

0
Quality scores

T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT CConsensus
100%

0%
Conservation

2.0bits

0.0bits T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT CSequence logo

51



2.0bits

0.0bits

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

  7210AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

  7280AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits T AAT AAAT T T CCAT GAT CAC ACACT AAT AA T T GT T T T CCT AAT T AGCT CC T T AGT CCT CT AT AT CAT CT C
GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus

64

0
Quality scores

7,160 7,180 7,200

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACT  7210AJ489607 consensus
64

0
Quality scores

GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACTConsensus
100%

0%
Conservation

2.0bits

0.0bits GCT AAT AT T A ACAACAAAAC T AACACAT AC AAGCACAAT A GAT GCACAAG AAGT T GAAAC CAT T T GAACTSequence logo

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

7,220 7,240 7,260 7,280

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA  7280AJ489607 consensus
64

0
Quality scores

AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAAConsensus
100%

0%
Conservation

2.0bits

0.0bits AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAASequence logo

52



2.0bits

0.0bits

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

  7350AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

  7420AJ489607 consensus
64

0
Quality scores

Consensus
100%

0%
Conservation

2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits AT T CT ACCAG CT GT AAT CCT T AT CAT AAT T GCT CT CCCCT CT CT ACGCAT T CT AT AT AT A AT AGACGAAA
T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus

64

0
Quality scores

7,300 7,320 7,340

T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
64

0
Quality scores

T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT A  7350AJ489607 consensus
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T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT AConsensus
100%

0%
Conservation

2.0bits

0.0bits T CAACAACCC CGT AT T AACC GT T AAAACCA T AGGGCACCA AT GAT ACT GA AGCT ACGAAT AT ACT GACT ASequence logo

T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
64
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
64
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT A  7420AJ489607 consensus
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T GAAGACCT A T GCT T T GAT T CAT AT AT AAT CCCAACAAAC GACCT AAAAC CT GGT GAACT ACGACT GCT AConsensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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GAAGT T GAT A ACCGAGT CGT T CT GCCAAT A GAACT T CCAA T CCGT AT AT T AAT T T CAT CT GAAGACGT CC  7490AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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T CCACT CAT G AGCAGT CCCC T CCCT AGGAC T T AAAACT GA T GCCAT CCCA GGCCGACT AA AT CAAGCAAC  7560AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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AGT AACAT CA AACCGACCAG GGT T AT T CT A T GGCCAAT GC T CT GAAAT T T GT GGAT CT AA CCAT AGCT T T  7630AJ489607 consensus
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ACT AT GAAGC T AAGAGCGT T AACCT T T T AA GT T AAAGT T A GAGACCT T AA AAT CT CCAT A GT GAT AT GCC  7770AJ489607 consensus
64

0
Quality scores

ACT AT GAAGC T AAGAGCGT T AACCT T T T AA GT T AAAGT T A GAGACCT T AA AAT CT CCAT A GT GAT AT GCC  7770AJ489607 consensus
64

0
Quality scores

ACT AT GAAGC T AAGAGCGT T AACCT T T T AA GT T AAAGT T A GAGACCT T AA AAT CT CCAT A GT GAT AT GCC  7770AJ489607 consensus
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ACT AT GAAGC T AAGAGCGT T AACCT T T T AA GT T AAAGT T A GAGACCT T AA AAT CT CCAT A GT GAT AT GCC  7770AJ489607 consensus
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ACT AT GAAGC T AAGAGCGT T AACCT T T T AA GT T AAAGT T A GAGACCT T AA AAT CT CCAT A GT GAT AT GCC  7770AJ489607 consensus
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ACAACT AGAT ACAT CAACAT GAT T T AT CAC AAT T AT CT CA T CAAT AAT T A CCCT AT T T AT CT T AT T T CAA  7840AJ489607 consensus
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CT AAAAGT CT CAT CACAAAC AT T CCCACT G GCACCT T CAC CAAAAT CACT AACAACCAT A AAAGT AAAAA  7910AJ489607 consensus
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CT AAAAGT CT CAT CACAAAC AT T CCCACT G GCACCT T CAC CAAAAT CACT AACAACCAT A AAAGT AAAAA  7910AJ489607 consensus
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CT AAAAGT CT CAT CACAAAC AT T CCCACT G GCACCT T CAC CAAAAT CACT AACAACCAT A AAAGT AAAAA  7910AJ489607 consensus
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CT AAAAGT CT CAT CACAAAC AT T CCCACT G GCACCT T CAC CAAAAT CACT AACAACCAT A AAAGT AAAAA  7910AJ489607 consensus
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CT AAAAGT CT CAT CACAAAC AT T CCCACT G GCACCT T CAC CAAAAT CACT AACAACCAT A AAAGT AAAAA  7910AJ489607 consensus
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0
Quality scores
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64

0
Quality scores
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64

0
Quality scores

15,340 15,360 15,380 15,400

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15400AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15400AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15400AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15398AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15398AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15398AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15398AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G  15398AJ489607 consensus
64

0
Quality scores

AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT GConsensus
100%
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2.0bits

0.0bits AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT GSequence logo
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0.0bits

  15468AJ489607 consensus
64

0
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  15470AJ489607 consensus
64

0
Quality scores

  15470AJ489607 consensus
64

0
Quality scores

  15470AJ489607 consensus
64

0
Quality scores

  15468AJ489607 consensus
64

0
Quality scores

  15468AJ489607 consensus
64

0
Quality scores

  15468AJ489607 consensus
64

0
Quality scores

  15468AJ489607 consensus
64

0
Quality scores

  15468AJ489607 consensus
64

0
Quality scores

Consensus
100%
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Conservation

2.0bits

0.0bits
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  15538AJ489607 consensus
64

0
Quality scores

  15540AJ489607 consensus
64

0
Quality scores

  15540AJ489607 consensus
64

0
Quality scores

  15540AJ489607 consensus
64

0
Quality scores

  15538AJ489607 consensus
64

0
Quality scores

  15538AJ489607 consensus
64

0
Quality scores

  15538AJ489607 consensus
64
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Quality scores

  15538AJ489607 consensus
64
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Quality scores

  15538AJ489607 consensus
64
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Consensus
100%
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2.0bits

0.0bits
Sequence logo

2.0bits

0.0bits AAAT GAAGAT CT T CT CT T CT CAAGACAT CA AGAAGAAGGA GCT ACT CCCC ACCACCAGCA CCCAAAGCT G
GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus

64

0
Quality scores

15,420 15,440 15,460

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15470AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15470AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15470AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT A  15468AJ489607 consensus
64

0
Quality scores

GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT AConsensus
100%
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2.0bits

0.0bits GT AT T CT AAT T AAACT ACT T CT T GAGT ACA T AAAT T T ACA T AGT ACAACA GT ACAT T T AT GT AT AT CGT ASequence logo

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

15,480 15,500 15,520 15,540

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15540AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15540AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15540AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT  15538AJ489607 consensus
64

0
Quality scores

CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CATConsensus
100%

0%
Conservation

2.0bits

0.0bits CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CATSequence logo
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  15608AJ489607 consensus
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  15610AJ489607 consensus
64
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  15610AJ489607 consensus
64

0
Quality scores

  15610AJ489607 consensus
64

0
Quality scores

  15608AJ489607 consensus
64
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Quality scores

  15608AJ489607 consensus
64
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Quality scores

  15608AJ489607 consensus
64
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  15608AJ489607 consensus
64
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  15608AJ489607 consensus
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100%
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0.0bits
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  15678AJ489607 consensus
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  15680AJ489607 consensus
64
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  15680AJ489607 consensus
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0
Quality scores

  15680AJ489607 consensus
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Quality scores

  15678AJ489607 consensus
64

0
Quality scores

  15678AJ489607 consensus
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  15678AJ489607 consensus
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  15678AJ489607 consensus
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  15678AJ489607 consensus
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2.0bits

0.0bits CAT T AAACT A T T T T CCCCAA GCAT AT AAGC T AGT ACAT T A AAT CAAT GGT T CAGGT CAT A AAAT AAT CAT
CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus

64

0
Quality scores

15,560 15,580 15,600

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15610AJ489607 consensus
64

0
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CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15610AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15610AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT C  15608AJ489607 consensus
64

0
Quality scores

CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT CConsensus
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0.0bits CAACAT AAAT CAAT AT AT AT ACCAT GAAT A T T AT CT T AAA CACAT T AAAC T AAT GT T AT A AGGACAT AT CSequence logo

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

15,620 15,640 15,660 15,680

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15680AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15680AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15680AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G  15678AJ489607 consensus
64

0
Quality scores

T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T GConsensus
100%
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2.0bits
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  15748AJ489607 consensus
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  15750AJ489607 consensus
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  15750AJ489607 consensus
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  15750AJ489607 consensus
64
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  15748AJ489607 consensus
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  15748AJ489607 consensus
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  15818AJ489607 consensus
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  15820AJ489607 consensus
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  15820AJ489607 consensus
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  15820AJ489607 consensus
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  15818AJ489607 consensus
64

0
Quality scores
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2.0bits

0.0bits T GT GT T AT CT GACAT ACACC AT ACAGT CAT AAACT CT T CT CT T CCAT AT G ACT AT CCCCT T CCCCAT T T G
GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus

64

0
Quality scores

15,700 15,720 15,740

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15750AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15750AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15750AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus
64

0
Quality scores

GT CT AT T AAT CT ACCAT CCT CCGT GAAACC AACAACCCGC CCACCAAT GC CCCT CT T CT C GCT CCGGGCC  15748AJ489607 consensus
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0
Quality scores
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CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

15,760 15,780 15,800 15,820

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15820AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15820AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15820AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G  15818AJ489607 consensus
64

0
Quality scores

CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT GConsensus
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2.0bits

0.0bits CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT GSequence logo
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  15888AJ489607 consensus
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  15890AJ489607 consensus
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  15888AJ489607 consensus
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  15888AJ489607 consensus
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  15888AJ489607 consensus
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  15888AJ489607 consensus
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  15888AJ489607 consensus
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  15958AJ489607 consensus
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  15960AJ489607 consensus
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0
Quality scores

  15960AJ489607 consensus
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  15960AJ489607 consensus
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  15958AJ489607 consensus
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  15958AJ489607 consensus
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  15958AJ489607 consensus
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  15958AJ489607 consensus
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2.0bits

0.0bits CAT T AAACT T GGGGGT AGCT AAACT GAAAC T T T AT CAGAC AT CT GGT T CT T ACT T CAGGG CCAT CAAAT G
CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus

64

0
Quality scores

15,840 15,860 15,880

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15890AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15890AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15890AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAA  15888AJ489607 consensus
64

0
Quality scores

CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAAConsensus
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0.0bits CGT T AT CGCC CAT ACGT T CC CCT T AAAT AA GACAT CT CGA T GGT AT CGGG T CT AAT CAGC CCAT GACCAASequence logo

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

15,900 15,920 15,940 15,960

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15960AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15960AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15960AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGC  15958AJ489607 consensus
64

0
Quality scores

CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGCConsensus
100%
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Conservation

2.0bits

0.0bits CAT AACT GT G GT GT CAT GCA T T T GGT AT CT T T T T AT T T T G GCCT ACT T T C AT CAACAT AG CCGT CAAGGCSequence logo
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  16098AJ489607 consensus
64

0
Quality scores

  16100AJ489607 consensus
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AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16028AJ489607 consensus
64

0
Quality scores

15,980 16,000 16,020

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16030AJ489607 consensus
64

0
Quality scores

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16030AJ489607 consensus
64

0
Quality scores

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16030AJ489607 consensus
64

0
Quality scores

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16028AJ489607 consensus
64

0
Quality scores

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16028AJ489607 consensus
64

0
Quality scores

AT GAAAGGAC AGCACACAGT CT AGACGCAC CT ACGGT GAA GAAT CAT T AG T CCGCAAAAC CCAAT CACCT  16028AJ489607 consensus
64

0
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