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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.

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) O. Regulatory region

5172(DelA) O. Regulatory region
5172(DelAA) O. 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

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




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 Coding Mean All Mean PF Mean EPC
Position Type Reference Allele PF1 PF2 PF3 PF4 PF5 PF6 EPC1 EPC2 EPC3 region (£ SEM) (+ SEM) (£SEM) Significance

4052 Deletion A - 5.1 4.5 5.9 5 4.2 4.8 4.9 4.9 4.6 ND2 49+16 4.2+0.2 48+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+0.33 222+04 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+0.2 411+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
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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.
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Supplementary Figure 2 Representative histological images of ovaries from ten week old
control, and mitochondrial supplemented first (Mito 1%), second (Mito 2") and third (Mito 3")
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 = 100um.
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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.
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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 (FO) compared with 1* (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/] x CBA

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

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

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

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

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

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

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

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

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

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

C-3 (#C29)

DOB: 12/01/16, 13 weeks, Female, 21.9g, Agouti
Strain: F1 C57BL6/] 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/] 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 Animals are in good general health (J. Johnson).
Observations
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)
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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 nhormal
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

Wed, 27 Jul 2016 10:15:24 AM APN16/016 | Page 29 of 71



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)
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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.

Wed, 27 Jul 2016 10:15:24 AM APN16/016 | Page 43 of 71



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.

Wed, 27 Jul 2016 10:15:24 AM APN16/016 | Page 59 of 71



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 MclLean
BSc, MBBS, FRCPA, MD, FFSc (RCPA)

Wed, 27 Jul 2016 10:15:24 AM
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Head Anatomical Pathology, Alfred Health
14th July, 2016



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

australian pheromics network

apn

9.1 Histopathology Report

Case Number
Registration Date

Animal Details

DoD / Necropsy
Death
Origin

Treatment

Species / Breed / Strain

Animal Health Facility

Organs Examined

APN17/006 Monash University-HIMR (Justin St John & Jacqueline Johnson)
Thu 16/02/2017

A148
DOB: null, Female, nullg

A150
DOB: null, Female, nullg

A151
DOB: null, Female, nullg

A152
DOB: null, Female, nullg

Necropsy not conducted at HOPS

Unknown

Monash University-HIMR

Treatment

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

C57BL6/IxCBA

N/A
N/A

Heart

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

Microscopic Observations
Al148

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.

Thu, 09 Mar 2017 08:55:41 AM
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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
8x6xX5mm

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

>
[
=
0

>
[
U1
o

>
[
U1
[

>

15

N

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.
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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.



AM89607amwna5<GlllllGllG ETTAATAR

40

ACEAAAGEA ETCAARAT

60

|
E TWAGATGGAT AATTCTATER

Quality scores

AJ489607 consensus <<GlllllGllG ETTARATAREGA

AACEAAACEA BTCAAAATCE

FTACATCCAT AATTCTATER

Quality scores

AJ489607 consensus «GIIIIIGIIG ETTAATAA

EAARGEA E@TGAREA

E TEAGATGGAT AATTCTATER

Quality scores

AJ489607 consensus «Glllllcllc BT

AACEAAAGEA BFCARAATCE

TTACATGGAT ARTTCTATE

Quality scores

AJ489607 consensus «GIIIIIGIIG ETTAAT

EAARCEA E@TCAREA

E TTACATCGAT AATTCTATER

Quality scores

AJ489607 consensus <<GIIIIIGIIG ETTAATAREA

AACEAAACER ETCARAATGE

TmTACATCGAT AATTCTATER

Quality scores

AJ489607 consensus <<Glll

C@ FTACATCCAR A

Quality scores

AACEARACER ETCARARRT

ATTCTATER

AJ489607 consensus «GIIIIIGIIG ETTAATAREA

AACEAAACER ETCARAATGE

TMTACATCCAT AATTCTATER

Quality scores

AM89607amwna5<GlllllGllG ETfTAATAREA

AACEAAACGER ETCARAATGE

TTACATCCAT AATTCTATER

Quality scores

Consensus GTTAATGTAG CTTAATAACA

AAGCAAAGCA CTGAAAATGC

TTAGATGGAT AATTGTATCC

CATAAACACA

Sequence Iogo
0.0bits

conseracon. [T T
> CTTMTCTAG CTTAATAACH

80

|
AM89607cmwawm BACGETTGCT BETCCEETTA T

T
AL TN

llllll GRGCTARAAT

il
TTRATEGAT

TASAEATCEA

T
ATTGTATCC

I
CAARACAC

GABBGGTGTA

Quality scores

AJ489607 consensus IIGGIIIGGI EE@TcCEETTA

TAATTAATTA GACGGTARAAT

TAGAEATCEA AASETEEATA

GAEBGGTGTA

Quality scores

AM89607cmwawm BARGGTTTGGT EBETGCEETTA

TAATTAATTA GAGGTARAAT

TAGAGATCEA AAEETEEATA

GABEGGTGTA

Quality scores

AJ489607 consensus IIGGIIIGGI EE@TccEETTA

TAATTAATTA CGACGTAAAAT

TABAEATCEA AASEFEEATA

GAEBGGTGTA

Quality scores

AJ489607 consensus IIGGIIIGGI EE@TcCEETTA

TAATTAATTA GAGGTARAAT

TAGAEATCEA AAEETEEATA

GAEBCGTGTA

Quality scores

AM89607cmwamm BRGGTTTGGT EETGCGEE

BATTA GAGCTARAAT

TAGAGATCEA AAEET

B GABEGGTGTA

Quality scores

AJ489607 consensus IIGGIIIGGI EE@TccEETTA

TAATTAATTA GACGGTARAAT

TAGAEATCEA AASETEEATA

GAEBGGTGTA

Quality scores

AM89607cmwawm BAGGTTTGGT EBETCGEETTA

TTAATTA CAGCTAARA

T TAGAEATCEA AABETEEATA

GABEGGTGTA

Quality scores

AM89607cmwawm BACGETTCCT EBETCCEETTA

TAATTAATTA CACCTARART

TAGAEATCEA AAEETEEATA

GABBGGTGTA

Quality scores

Consensus AAGGTTTGGT CCTGGCCTTA TAATTAATTA GAGGTAAAAT TACACATGCA AACCTCCATA

GACCGGTGTA

100%
Conservatlon

Sequence Iogo
0.0bits

T
MCCTTTCT CCTOCECTTA

IR NTARTn
TAATTAATTA CACCTAAAAT TACACATCCA ARCCTCCATA CACCCCTCTA

70

70

70

70

70

B 70

70

70

140

140

140

140

140

140

140

140

140



A489607 consensus MAATEEETTA AABATTTAST TARAATTTAR

GGAGAGGGTA

180

TEAACEAEAT

200

|
TARRATACET

TAACABABET

Quality scores

N4&m07cmwawm AAATEEETTA AAGATTTAGBT TAAAATTTAA

GGAGAGGGTA

TEAACEABART

TARAATACER

TAACAEABET

Quality scores

AM89607cmWﬂwm ARATEEETTA AAGATTTAET TAAAATTTAA

GGAGAGGGTA

TEAACEAEAT

TARBATACET

TAACABABET

Quality scores

AJ489607 consensus ll

GGAGAGGGTA

TEAACEAEAT

TARRATACET

TARCAEAEET

Quality scores

AM89607cmwmwm ARATEEETTA AAGATTTAET TAAAATTTAA

GGAGAGGGTA

TEAACEAEAT

TARRATACET

TAACAEAEET

Quality scores

AJ489607 consensus llllllllll

GGAGAGGGTA

TEAACEAEAT

TARRATACET

TAACABABET

Quality scores

AJ489607 consensus

B GGAGAGGGTA

TEAACEABAR

TAAAATACET TAACAE

Quality scores

210

210

210

210

210

210

BF 210

AM89607cmwmwm ARATEEETTA AAGATTTAET TAAAATTTAA

GGAGAGGGTA

TEAACEAEAT

TARRATACET

TAACABABET

Quality scores

AM89607cmwawm ARATEEETTA AAGATTTAET TAAAATTTAA

GGAGAGGGTA

TEAACEAEAT

TARRATACET

TAACABABET

Quality scores

Consensus AAATCCCTTA AACATTTACT TAAAATTTAA

GGAGAGGGTA

TCAAGCACAT

TAAAATAGCT

TAAGACACCT

corseracon. [T T T TN
AAATCCCTTA AAEATTTAET TAARATT

AJ489607 consensus lGllllGll

Sequence Iogo
0.0bits

EEEEEAGC CCAETEACEA

LTI
GGAGAGGGTA

CRCATARATA

I
TOMCCACHT

TTAACEAATA

T
TAARATAGCT

ARECAAARCER

il
THAACC

FCAETARCET

Quality scores

AM89607cmwmwm TMCEETACEEA GASGEEEAEC GCAETEACEA

GECATAAATA

TTAACEAATA

ARECABAGET

FCABTAACTE

Quality scores

AM89607CNBHBM TCEETACEEA GAEEEEEAEC CGABTEAGEA

GECATAAATA

MTAACEAATA

ARECABAGET

FCABTAACTT

Quality scores

AM89607amwnﬂw TMCEETACEEA GAEGEEEAEC CCAETEACEA

GRGATAAATA

TTAACEAATA

ARECABRAGTET

FEGABTAACTE

Quality scores

AM89607cmwﬂwm TCEETACEEA GAEGEEEAEC GCAETEACEA

GECATAAATA

TTAACEAATA

ARECABAGTET

FCABTAACTE

Quality scores

AJ489607 consensus lGllllGlll

BEEAEC GGABTEAGCE

A GTECATAAATA

TMTAACEAATA

ARBCABACTET

TCABTAACTT

Quality scores

AM89607cmwmmm TMCEETACEEA GASGEEEAEC GCAETEACEA

GRGATAAATA

TTAACEAATA

ARECABAGTET

FECABTAACTE

Quality scores

AM89607cmwawm TcEETACEER EEEEEAEC GGAETEAGE

A GTECATAAATA

TMTAACEAATA

ARECABAGTT

TWCABTAACTT

Quality scores

N4&m07cmwawm TCEETACEEA EABEEEEAEC CCAETEACEA

CRCATARATA

TTAACEAATA

ARECAAARCER

FCAETARCET

Quality scores

Consensus TGCCTAGCCA

CACCCCCACG GGACTCAGCA GTGATAAATA TTAAGCAATA

AACGAAAGTT

TGACTAAGTT

Conservatlon

Sequence Iogo
0.0bits

o I T
CTAGCCA CACCCCCACG CCACTCACCA

L
CTCATARATA

LI
TTAACCRATA

L
ACCARAGTT

I
TCACTRACTT

210

210

280

280

280

280

280

280

280

280

280



AJ489607 consensus ATAEETETTA

GGGTTGGTAR

ATTTEcTcEE A

320

lllGlG GTEATAECA

340

Quality scores

AJ489607 consensus llllllllll

GGGTTGGTAR

ATmTmTEcTcER

AcEEAEECEC CTEATAECAR

Quality scores

AJ489607 consensus llllllllll

GGGEmGGTAA

ATTTEcTCEE A

BEABECEC cTEATAR

Quality scores

AJ489607 consensus ll

B GGGHEGGTAR

ATTTEcTCER

ACEEABECEC CTEATAECAT

Quality scores

AJ489607 consensus llllllllll

GGGENGGTAA

ATTTEcTCEE A

BEABEcEC CTEATAR

Quality scores

AJ489607 consensus llllllllll

GGGETGCTAR

ATTTEcTcEE

ACEEABECEC cTEATAECAT

Quality scores

AJ489607 consensus

GGGETGGTAA

EcBc cF

Quality scores

ATTTECcTcEE

AJ489607 consensus llllllllll

GGGETGCTAA

ATTTmEcTcEd

ACEEABECEC cTEATAECAT

Quality scores

AJ489607 consensus llllllllll

GGGTEGGTAR

ATTT@EcTcEE

ACEEABEGEC CTEATAECAT

Quality scores

Consensus ATACCTCTTA

GGGTTGGTAA

ATTTCGTGCC

AGCCACCGCG GTCATACGAT

TAACCCAAAC

TAATTATCTT

Sequence Iogo
0.0bits

e TNCTCTR

360

|
AJ489607 consensus EcGEcTRARR

TN
CGCTTGTAN

BcmcTEARET

L]
ATITCETGC

380

AGCCACCECE

AAATACAATT

CTCAACEAT

L]
TAACCCAAAC

TTATATCTCA

il
THITATCT

BAATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

@cicrEAAET

AARTACAATE

WTATATCTCA

ARATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

@cicrEAAET

AARTACAATT

TTATATGTCA

ARATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

@cTcrEAAET

AARTACAATT

MTATATCTCA

ABATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

@cicrEAAET

AARTACAATE

TTATATGTCA

ARATTEATTC

Quality scores

AJ489607 consensus lGGlGll AR

@cTcTEA

AARTACAATE

@ TTRATATCTGA A

@ATTG

Quality scores

AJ489607 consensus lGGlGlllll

@cTcrEAAET

AARTACAATT

MTATATCTCA

ARATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

@cicrEAAET

AARTACAATE

TTATATCTCA

ARATTEATTC

Quality scores

AJ489607 consensus lGGlGlllll

BcmcTEARET

AAATACAATT

TTATATCTCA

BAATTEATTC

Quality scores

Consensus CGGCGTAAAA

CGTGTCAACT ATAAATAAAT AAATAGAATT AAAATCCAAC TTATATGTGA

AAATTCATTG

100%
Conservatlon

Sequence Iogo
0.0bits

I R
CCTAARR CCTCTCAACT ATAAATARAT ARATAGAATT ARAATCCAAC TTA

L]
TATGTCA

I
AATTCATIC

M 350

F 350



AJ489607 consensus FTAGCAEETA

440

BcARACTAART

|
TETACTEATT

460

|
GAGACETAAG

480

ABEEARAETC

Quality scores

AJ489607 consensus lllG GAEETA

EcARAGTAARR

TETACTEATT

GABACETAAG

AEEEARABTC

Quality scores

AJ489607 consensus IIIG Glllll

BcARACTAART

TETACTEATE

GABACETAAC

ABEEARAETC

Quality scores

AJ489607 consensus lllccll

A BCARBCTAAR

TETACTEATE

@ CAGBAGETAARC A

BAETG

Quality scores

AJ489607 consensus IIIG GAEETA

EcARACTAAT

TETACTEATT

GABACETAAGC

ABEEARAETC

Quality scores

AJ489607 consensus IIIG GAEETA

EcARACTAAT

TETACTEATE

GABACETAAC

ABEEARAETC

Quality scores

AJ489607 consensus |||cc

BCARACTART

TETACTEART WATA

B CAEACETARC AEEEARABTC

Quality scores

AJ489607 consensus IIIG GAEETA

EcARACTAAT

TETACTEATT

GABACETAAGC

ABEEARAETC

Quality scores

AJ489607 consensus IIIG GAEETA

BcARACTAART

TETACTEATE

GAGACETAAG

ABEEARAETC

Quality scores

Consensus TTAGGACCTA

AACTCAATAA

CGAAAGTAAT

TCTAGTCATT

TATAATACAC

GACAGCTAAG

ACCCAAACTG

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus GGllllGll

TTAGGACCTA ARCTCAATAA

500

BEEEAETATC

CGAAAGTAAT

BTTACEEAT

TN
TCTAGTCATT

L]
TATAATACAC

540

LTI
CACACCTAAG

il
AT

|
FTECEEACAGH

Quality scores

AJ489607 consensus GGATTAGATA

BEEEAETATC

ETTACEEATA

mTCEEACACH

Quality scores

AJ489607 consensus GGATFAGATA

BEEEAEBTATC

ETTACEEATA

TrGEEACAGA

Quality scores

AJ489607 consensus GGATTAGATA

BEEEAETATC

ETTACEEATA

MTCEEACACH

Quality scores

AJ489607 consensus GGATTAGATA

BEEEAETATC

ETTACEEATA

mMTCEEACACH

Quality scores

AJ489607 consensus GGATFAGATA @

AETATC

BTTACEEATA A

TrGEEACHAGA

Quality scores

AJ489607 consensus GGATTAGATA

BEEEAETATC

ETTACEEATA

MTCEEACACH

Quality scores

AJ489607 consensus GGATTAGATA

BEEEABTATC

ETTACEEAT

TrGEEACAGA

Quality scores

AJ489607 consensus GGllllGlll

BEEEAETATC

BrTACEEATA

FTECEEACAGH

Quality scores

Consensus GGATTAGATA CCCCACTATG CTTAGCCATA AACCTAAATA ATTAAATTTA

ACAAAACTAT

TTGCCAGAGA

100%
Conservatlon

Sequence Iogo
0.0bits

|1
I

I AR TR
TAGATA" CCCCACTATC CTTAGCCATA AACCTAAATA AT

I
TRAATITA

LT
ACAAAACTAT

L
TTCCCAGACA

490

490

490

490

490

490

490

490

490

560

560

560

560

560

560

560

560

560



AJ489607 consensus AETAETACEE

580

|
ATACETTARA

AETEARACCH

600

|
| “lufufefe] “[efefid |

620

|
ATETACAGGA

CEETCTTETA

Quality scores

AJ489607 consensus lllllllGll

ATACETTARR

AETEAAACCA

[Jululele] [efe} i |

ATETACACCH

CEEFCTTETA

Quality scores

AJ489607 consensus lllllllGll

ATACETTARA

AETEARACCH

BTTGCEGGTA

ATETACACCA

CEETCTTETA

Quality scores

AJ489607 consensus ll AETACEE

ATACETTARA A

ABRGGA

| “lufufefe] [efefid |

@ ATETAGAGGH

GE@TGTTET

Quality scores

AJ489607 consensus lllllllGll

ATACETTARA

AETEAAAGCH

ETTGCEGGTA

ATETAGAGGA

GEETCTTETA

Quality scores

AJ489607 consensus lllllllGll

ATACETTARA

AETEARACCH

BTTGGECGTA

ATETACAGCA

CEETCTTETA

Quality scores

AJ489607 consensus

ETTGGEGGTRA @

ATETACACCH

Quality scores

ATACETTARA

AETEAAACCH

o] | uefuul i

AJ489607 consensus lllllllGll

ATACETTAAA

AETEARACCH

BTFGCEGGTA

ATETACAGGA

CEETCTTETA

Quality scores

AJ489607 consensus lllllllGll

ATACETTARA

AETEARACCH

| “lufufefe] “[efefid |

ATETACAGGA

CEETCTTETA

Quality scores

Consensus ACTACTAGCC

ATAGCTTAAA

ACTCAAAGGA

CTTGGCGGTA

CTTTATATCC

ATCTAGAGGA

GCCTGTTCTA

Sequence Iogo
0.0bits

et TATRCC

640

|
AJ489607 consensus FTAATECATAR

L
ATAGCTTARA

BEEEEcETET

LI
ACTCAACC

660

=
<
—
—
[ )

I
LCCCTA

BrETTcETAR

i
(ITAATCC

|
TTEACEETAR

L]
ATCTACAGCA

ATAEECEEART

TN
CCCTCTTCTA

|
BTTEACEARA

Quality scores

AJ489607 consensus lllllGllll

BEEEECETER

ETETTcETAA

TTEACEETAT

ATAEECEEAT

ETTEACEAAA

Quality scores

AJ489607 consensus lllllGllll

AEEEECETER

ETErTmcETAR

mTEACEETAT

ATAEECEEAT

ETTEACEARA

Quality scores

AJ489607 consensus lllllGllll

BEEEEcETER

ETETTcETAA

TTEACEETAT

ATAEECEEAT

ETTEACEAAA

Quality scores

AJ489607 consensus lllllGllll

BAEEEECETER

ETETTcETAA

TTEACEETAT

ATARECEEAT

ETTEACEARA

Quality scores

AJ489607 consensus ll TECATAR A

EEcETET A

ETErTmcETAR

ITEACEETAR

ATAGECEEAT @

EACEARR

Quality scores

AJ489607 consensus lllllGllll

BEEEECETER

ETETTcETAA

TTEACEETAT

ATAEECEEAT

ETTEACEAAR

Quality scores

AJ489607 consensus lllllGllll

AEEEECETER

ETErTcETAR

TmTEACEETAT

ATAEECEEAT

ETTEACEARA

Quality scores

AJ489607 consensus lllllGllll

BEEEEcETET

BrETTcETAR

TTEACEETAR

ATAEECEEART

BTTEACEARA

Quality scores

Consensus TAATCGATAA

ACCCCGCTCT ACCTCACCAT CTCTTGCTAA TTCAGCCTAT ATACCGCCAT CTTCAGCAAA

100%
Conservatlon

Sequence Iogo
0.0bits

IR
TCCATAR ACCCCGCTCT ACCTCACCAT €

L]
TCTTEC

IR IR
TAR TTCAGCCTAT ATACCCCCAT

LI
(TTCAGCARA

A 630

B 630

700

700

700

700

700

700

700

700

~

00



720

AM89607cmwawm EEETAARARG GTATTAARGT

Quality scores

BACEARAAGA

740

760

BAECGTTAC cTEAAGGTGE

ACEEAATCAR

AJ489607 consensus lllllllllG GTATTRARGT

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus ll

Quality scores

AACEAAAACE

ABRAAECTTAC CTEAACCTGE

ACEEAATCAA

ETAREAAC CTATTARE

AACEARAACA

EBCTTAC CTEAAGGCTCT

BACEEAATCAR

BBG cTATTAREGT

AACEARAACA A

ARBAAECTTAGC CTEAAGCEGT

ACEEAATCAR

AJ489607 consensus IIIIIIIIIG GTATTAAAR

Quality scores

AACEARAACH

EBcETAC CTEAAGGCTCH

BACEEAATCAR

AJ489607 consensus IIIIIIIIIG GTATTAABRGT

Quality scores
AJ489607 consensus

Quality scores

BACEARAAGA

ARAAECTTAC CTEARGCTEGT

ACEEAATCAR

BACEAAARCE A

BAECGTTAGC GTEAAGGTGT

ACEEAATCAA

AJ489607 consensus IIIIIIIIIG GTATTAABRGT

Quality scores

BACEARAAGA

ARRAECTTAG CTFEARGGEGT

BACEEAATCAR

AM89607cmwawm EEETAARARG GTATTAABRGT

Quality scores

BACEARAAGA

ARAAECTTAG CTEAAGCEGT

ACEEAATCAR

Consensus CCCTAAAAAG GTATTAAAGT

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus BECGGARCAR

Quality scores

AJ489607 consensus IIGGGIIGII

Quality scores

AJ489607 consensus llGGGllGll

Quality scores

AJ489607 consensus IIGGGIIGII

Quality scores

AJ489607 consensus IIGGGIIGII

Quality scores

AJ489607 consensus llcccllcll

Quality scores

AJ489607 consensus IIGGGIIGII

Quality scores

AJ489607 consensus llGGGllGll

Quality scores

AJ489607 consensus llGGGllGll

Quality scores

Consensus ATGGGAAGAA

100%
Conservatlon

Sequence Iogo
0.0bits

AAGCAAAAGA

ATCAAACATA

AAAACGTTAG GTCAAGGTGT

AGCCAATGAA

CCCTAAMA

[ CTATTARAGT

780
|

BFCCCETABA

T
MCCAKCE

L]
ATCARACATA

AAACAAGATT

T
MARCCTTAC CTCHCCTCT

|
AETATAGEET TTATCARABRT

Tl
ALCCATEA

ARACCABTAA

ATGCCETAEA

AARGAREATT

ABTATABEET TTATCARAET

BAACCABTAR

ATfGGCETARA

AARCAREATT

ASTATABEET TTATCARAET

BAAGCCABTAR

ATGGCETAEA

AARCAREATT

ABTATABEET TTATCARAET

BAACCABTAR

ATGCCETAEA

AARCAREATT

ABTATABEET TTATCARAET

BAACGABTAR

BATGGGET

AARGAREATT

ABTA I TRATCGARAE

i AAACGAETA

ATGGCETAEA

AARCAREATT

ABTATABEET TEATCARAET

BAACCABTAR

ATGGCETARA

AARCAREATT

ASTATABEET TTATCARAET

BAACCABTAR

BFCCCETABA

AAACAAGATT

AETATAGEET TTATCARABRT

ARACCABTAA

ATGGGCTACA TTTTCTTATA AAAGAACATT ACTATACCCT TTATGAAACT AAAGGACTAA

LT
CCAACAR ATCCGCTACA

L]
M

LT
TATA ARACAACATT AC

L L
TATACCCT TTATCARACT

LT
ARAGCACTAA

770

770

770

770

770

770

770

770

770

840

840

840

840

840

840

840

840

8

S
o



AJ489607 consensus GGAGGATTTA

860

|
GEACTARATT A

AGAATAGHAG

880

IGIIIIIIIG BATTCAGEA

900

|
A TCAAGTAECE

AEAGAEECER

Quality scores

AJ489607 consensus GG.GG.....

GTAGTRAATT

BACAATACAGC

AcETTARTIC AATTCACEAR

FCAACTAECE

AEAEAEECER

Quality scores

AJ489607 consensus GGAGGATTTA

CTAGTABATT

AACAATACGAC A

CETTAATTC AATTECACEA

mCAACTAECE

AEAGAEECER

Quality scores

AJ489607 consensus GGAGGATTTA

GRACTARATT

BAGARTAGAG

BAcETTAATTC AATTCACEAR

TGHAACTAECE

AEAGAEECER

Quality scores

AJ489607 consensus GGAGGATTTA

GRACTARATT

AACAATAGAC A

WTAATFEC AATTCACEA

mCAACTAECE

AEAEAEECER

Quality scores

AJ489607 consensus GGAGGATTTA

CTAGTARATT

AACAATAGAG

AcETTAATTG AATTGACEAA

TmCAACTAECE

AEAGAEECER

Quality scores

M489607cmwemus GGHAGGAT

BACAATAGCHGC

TCAACTAECE

Quality scores

GTACTARATT

ACETTARTIC AATTCACERR

ASAEAEECER

AJ489607 consensus GGAGGATTTA

CHAGTABATT

AACAATAGHG

BACETTAATTG AATTCACEAA

mCAACTAECE

AEAGAEECER

Quality scores

AJ489607 consensus GGAGGATTTA

CTAGTARATT

BAGARTAGAG

BAcETTAATTG AATTGACEAA

TGHAACTAECE

AEAGAGECER

Quality scores

Consensus GGAGGATTTA

GTAGTAAATT

AAGAATAGAG

AGCTTAATTG AATTGAGCAA

TGAAGTACGC

ACACACCGCC

Sequence Iogo
0.0bits

e CHOATT

920

|
AJ489607 consensus EcTEREEETE

I
CTACTARATT

T
MOANTAA,

L]
ACCTTRATTC AATTCAGCAA

960
|

AGATAATTAA TTETETACAEA

LI
TCAAGTACEC

TEECTTTARC

il
AL

GIGGIGIII

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TTTETACAGA

TEECTTTATC

BACAGCAGATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TTTETACARA

TEECTTTATC

ACHAGGACHATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TETETACARA

TEECTTRATC

BACAGGAGATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TTTETACARA

TEECTTTATC

BACAGCAGATA

Quality scores

AJ489607 consensus IGIIII

TTAR TETETACAEA

TEECTTTRATC

ACHAGGACHATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TETETACAGA

TEECTTRATC

BACAGGAGATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TTTETACARA

TEECTTTATC

ACAGGACHATA

Quality scores

AJ489607 consensus lGllllllll

AGATAATTAA TTETETACAEA

TEECTTTARC

BAGACGAGATA

Quality scores

Consensus CGTCACCCTC CTCAAATTAA ATTAAACTTA ACATAATTAA TTTCTAGACA

TCCGTTTATG

AGAGGAGATA

100%
Conservatlon

Sequence Iogo
0.0bits

I
CACCCTC CTCARATTA ATTARACTTA ACATAAT

1
T TT

LT L LU
TCTACACA TCCCTTTATC ACACGACATA

980

980

980

980

980

980

980

980

980



1,000

|
AM89607cmwawm AcTECTAAEA AcGTAAGEAT

Quality scores

BETGCABAGT

1, 020

GTGETTGGAR

TAATEATACT

1,040

|
GTAGETTAART

ATTARRCEAT

AJ489607 consensus lGllGlllll BGGTRAAGEAT

Quality scores

BETCGAAACT

[elule] Juulefe] 1]

TAATEATACE

GEACETTART

ATTAAACEAT

AJ489607 consensus IGIIGIIIII BGCTAACEAT

Quality scores

AETCCARAGT

GEGETTGGAA

TAATEATACT

GCTAGETTAART

ATTARACEAT

AM89607cmwamm AcTECTAAEA AGGTAAGEAT

Quality scores

BETGCABAGT

GTGETTGCAR

TAATEATACT

GTAGET

T ATTARACEAT

AJ489607 consensus IGIIGIIIII BAGGTAACEAT

Quality scores

AETGCARAGT

GEGETTGGAR

TAATEATAGCT

GHACETTAAT

ATTARACEAT

AJ489607 consensus IGIIGIIIII BAGGTAAGEAT

Quality scores

AJ489607 consensus IGI GH

Quality scores

AETCGARAGT

GRCETTCCAR

TAATEATACT

GCTAGETTAART

ATTARACEAT

A AGGTARCEAT

BETCGAAACT

GTGETTGGAR

TAATEATACE

GEACETTART

ATTAARCEA

AJ489607 consensus IGIIGIIIII BAGGTAAGEAT

Quality scores

AETCCARAGT

GRCETTCCAR

TAATEATACT

GCTAGETTAART

ATTARACEAT

AM89607cmwawm AcTECTAAEA AcGTAAGEAT

Quality scores

BETGCAAAGT

GTGETTGGCAR

TAATEATACT

GTAGETTAART

ATTARRCEAT

Consensus AGTCGTAACA

100%
Conservatlon

Sequence Iogo
0.0bits

AGGTAAGCAT ACTGGAAAGT GTGCTTGGAA

TAATCATAGT

GTAGCTTAAT

ATTAAAGCAT

HCTCCTACK

ACGTARCCAT

|
AJ489607 consensus BfcCEETAERA EEEACAAGCAT

Quality scores

ACTCCARACT

1,080
|

TTEATCAEEA

CTGCTTCCAN

ATCAAEAETE

L]
TAATCATACT

TCAAETAATE

,101
|

GTAGCTTAAT

ETACEEETAC 8

miiil
AL,

AJ489607 consensus IIGGIIIIII EEEACARGAT

Quality scores

TTEATGAEEA

ATCAAGAETE

TMCAAETAATE

EBTACEEETAC

AM89607cmwaww ETCCEETAEA EEEACAAGAT

Quality scores

TTEATGAEEA

ATCAAGAETE

TCAAETAATE

ETACEEETAC

AJ489607 consensus IIGGIIIIII EEEACARGAT

Quality scores

TTEATNCAEEA

ATCAAGAETE

TmCAAETAATE

ETACEEETAGC

AJ489607 consensus IIGGIIIIII EEEACARGAT

Quality scores

AJ489607 consensus llccll

Quality scores

TTEATGAEEA

ATCAAGAETE

TMCAAETAATE

ETACEEETAC

A EEERCAACAT &

ATGAEER

ATCAAGAETE

TGAA

@ BTACEEETAC B

AJ489607 consensus IIGGIIIIII EEEACARGAT

Quality scores

TTEATGAEEA

ATCAAGAETE

TmCAAETAATE

ETACEEETAGC

AM89607cmwawm ETCCEETAEA EEEACAAGAT

Quality scores

TTEATGAEEA

ATCAAGAETE

TWCAAETAATE

ETACEEETAC

AJ489607 consensus llGGllllll EEEACARGAT

Quality scores

TTEATCAEEA

ATCAAEAETE

TCAAETAATE

BTACEEETAC

Consensus CTGGCCTACA

100%
Conservatlon

Sequence Iogo
0.0bits

CCCAGAAGAT TTCATGACCA ATGAACACTC TGAACTAATC CTAGCCCTAG CCCTACACAA

i
CCCTACA

L
CCCACAACAT

I
TTCATGACCA

LT
ATCAACACTC

L
TCAACTAA

IR
0 CTAGCCCTAG CCCTACACAA

1050

1050

1050

1050

1050

1050

F 1050

1050

1050

1120

1120

1120

1120

1120

1120

1120

1120

1120



AJ489607 consensus ATATAATTAT

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

1,140

1,160

ETAARACTART

1, 180

chlGlllG

AATTECTAGA

BTARAACTAT

FCGACARACH

BATTECTARA

ETAARACTART

TMCGACARACA

AATTECTAGA

ETAARACTAT

MGGACABRAGA A

TEcTAEA

ETAARACTART

TMCGAGARACA

AATTECTARA

ETAAAACTART

TMGGACARAGA

AATTECTAGA

A ETARRACTAT

TGGAGARAGA

AATTECTAR

ETAARACTART

MGGACARAGA

AATTECTARA

ETAARACTAT

TGGAGARAGA

AATTECTAGA

Consensus ATATAATTAT ACTATTATAT

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus TETAC GlGll

Quality scores

AJ489607 consensus IIIIG GAGET

Quality scores

AJ489607 consensus llllGGlGll

Quality scores

AJ489607 consensus IIIIG GAGET

Quality scores

AJ489607 consensus IIIIG GAGET

Quality scores

AJ489607 consensus llllGGlGll

Quality scores

AJ489607 consensus IIIIG GAGET

Quality scores

AJ489607 consensus llllGGlGll

Quality scores

AJ489607 consensus llllG GAGET

Quality scores

Consensus TCTAGGAGCT ATAGAACTAG TACCGCAAGG GAAAGATGAA AGACTAATTA

I
TA ARAGTAAGAA

100%
Conservatlon

Sequence Iogo
0.0bits

AAATCAAAAC ATTTATCCTA

CTAAAAGTAT TGGAGAAAGA

AATTCGTACA

ATATARTTAT

L IO
ACTATTATAT

1, 200

ATACAAETAC [

T
WL T

GIIIGG GEBACATCA

T

|
A ACAETARTTA

LTI
CTARAAGTAT TCGACARACA AATTCCTACA

BBACTARCER

1,260
|

BAACEARACA

ATACAABTAC

TABECEAACG CARACATCAR

ACAETAATTA

ARACTAAGHEA

BARCEAREGHE

ATACARBTAC

TAEECEAAGG GARACATGAA

BACABTAATTA

ARACTARCHAA

BARCEARACA

ATACAABTAC

TABECEAACG GAAACATCAR

BACAETAATTA

ARRCTARGHA

BARCEARAGHE

ATACARBTAC

TABECEAACG CARACATCAR

ACAETAATTA

ARACTAAGHA

BARCEABRAGHE

ATACARBTAC

TAEECEAAGG GCARACATGAAR EGAE

A ARARGTARGCEAR

BARCEARACA

ATACAABTAC

TABECEAAGG GARACATCAR

BACAETAATTA

ARACTHAAGHEA

BARCEARAGHE

ATACARBTAGC T

BECEAAGG GARBGAT

A ACABTAATTA

ARACTAAGHAR

BARCEABRACA

ATACAAETAC

TABECEAAGG CAAMGATCEA

AcCAETARTITA

BBACTARCER

BAACEARACA

AAAGTAAGAA

CAAGCAAAGA

T
AGGACCT ATACAACTAC

LT LT LT
TACCCCAAGG CARAGATCA AGACTAAT

LI
CAACCARACA

1190

1190

1190

1190

1190

1190

A 1190

1190

1190

1260

1260

1260

1260

1260

1260

1260

1260

1260



AJ489607 consensus TTARAEETTG

1, 280

TAGETTETCE

ATAATGARET

1,300

|
AAETACAARA

1,320

|
ARACAATTAR

BAcETACARAE

Quality scores

AJ489607 consensus lllllllllG

TABETTTTCE

ATARTCARET

AAETACAARA

ARACAATTEAR

AcETACARER

Quality scores

AJ489607 consensus lllllllllG

TABETTETCE

ATAATGARET

AAGTACAAAA

ARACAATTAR

BAcETACARAE

Quality scores

AJ489607 consensus ll EETTGC

TAGETTETCE

ATAATCAAET

AAGTACAARA

A AAACAR

@ ACETACAAAG

Quality scores

AJ489607 consensus lllllllllG

TABETTETCE

ATAATGAAET

AAGTACAAAA

ARACAATTAR

BAcETACARAE

Quality scores

AJ489607 consensus IIIIIIIIIG

TAGETTTTCE

ATARTGAAET

AAGTACAAARA

ARACAATTAR

BAcETACARAE

Quality scores

AJ489607 consensus

T AAGTACKRAR ETTE

B AcETACARAR

Quality scores

ATAATCARE

ARACARTTA

AJ489607 consensus lllllllllG

TABETTTTCE

ATAATGAAET

AAGTACAAAA

ARACAATTAR

BAcETACARAE

Quality scores

AJ489607 consensus IIIIIIIIIG

TAGETTETCE

ATAATGARET

AAETACAARA

ARACAATTAR

BAcETACARAE

Quality scores

Consensus TTAAACCTTG

TACCTTTTGC

ATAATGAACT

AACTAGAAAA

CTTCTAACTA

AAAGAATTAC

AGCTAGAAAC

Sequence Iogo
0.0bits

e TTRCCT

1,340
|

AJ489607 consensus EEECAAAGEAR

TN
TACCTTTTCC

BAGCACETAS

L]
ATARTCAACT

1,360
|

LI
ARCTAGAAAA

TTTTATCART

L
(TTCTAACTA

1,380
|

BAAETECTER

L]
ARAGARTTAC

ATCTCCEARA

M
HCCTHAKC

ATACTCACEA

Quality scores

AJ489607 consensus lllGllllll

BEECACETAE

TTTTATCAAT

EARETECTET

ATCTCCEARA

ATAGTCGACAR

Quality scores

AJ489607 consensus lllGllllll

BAEECACETAE

TTTTATCART

EARETECTET

AFGTcCEAAA

ATAGTCAGHAA

Quality scores

AJ489607 consensus lllGllllll

AEECAGETAE

mTTRATCAAT

EARETECTET

ATGTGCEARA

ATAGTGACAR

Quality scores

AJ489607 consensus lllGllllll

BAEECAGCETAE

TTTTATCART

EARETECTET

ATCTCCEARA

ATAGTCACAR

Quality scores

AJ489607 consensus lllGll

A BEECACETAE @

TTTTATCART

EARETECTET

) Julefufefe] <[-1-1 )

ATACTCAGHAA

Quality scores

AJ489607 consensus lllGllllll

BAEECAGETAE

mTTTATCAAT

EARETECTET

ATCTCCEARA

ATAGTCGACAR

Quality scores

AJ489607 consensus lllGllllll

BAEECAGCETAE

TTTTATCAAT

EARETECTET

AFGTcCEAAA

ATAGTCAGHAA

Quality scores

AJ489607 consensus lllGllllll

BAGCACETAS

TTTTATCART

BAAETECTER

ATCTCCEARA

ATACTCACEA

Quality scores

Consensus CCCGAAACCA

AACGAGCTAC CTAAAAACAA TTTTATGAAT CAACTCGTCT ATGTGGCAAA

ATAGTGAGAA

100%
Conservatlon

Sequence Iogo
0.0bits

LU L
CARACCA AACCAGCTAC CTAAARACAA T

10

L
TTTATGRAT CAACTCCTCT ATC

L
TGGCARA

L]
ATAGTCAGAA

1330

1330

1330

1330

1330

1330

1330

1330

1330

1400

1400

1400

1400

1400

1400

1400

1400

1400



AJ489607 consensus GATTTTTAGG

1,420

TAGAGGTGH

A AACEETAAEC

1, 440

lGllchlG

TAGETCCETA

1,460

GARTTTAAGT

Quality scores

AJ489607 consensus GlllllllGG

FACAGGTCAR

AACEETAREC

ACETTCCTCA

TACETCCTTA

CARTTTARGT

Quality scores

AJ489607 consensus G

ETTAGG

TAGAGGEGA

A AACEETAREC

-0 “Julufeeife

TWACETGCTTA

GABRTTTAAGT

Quality scores

AJ489607 consensus GATTTTTAGG

TAGAGGTGAR

BACEETAAEG

AGETTGGEGA

TACETGCETA

T CAATTTAAGT

Quality scores

AJ489607 consensus GATT

ETTACG

TAGAGGEGA

A BACEETAAEC

BCGEFTGGHGA

MAGETGGTTA

GABATTTAAGT

Quality scores

AJ489607 consensus GATTTTTAGG

TACAGCTGAR

AACEETAAEC

BGEFTCCHGA

TWACETGCTTA

GARTTTAAGT

Quality scores

AJ489607 consensus GA AGG

TAGAGGTGH

AACEETAREC

ACETTCGTCA

TAGETCCTTA 8

T GAATTTARGE

Quality scores

AJ489607 consensus GATTTTTAGG

TAGAGCTGAR

AACEETAAEC

BCEFTGGHGA

MACETGGTTA

GABATTTAAGT

Quality scores

AJ489607 consensus GATTTTTAGG

TAGAGGTGAR

AACEETAAEC

AGETTGGEGA

TAGETCCETA

GARTTTAAGT

Quality scores

Consensus GATTTTTAGG

TAGAGGTGAA

AAGCCTAACG

AGCTTGGTGA

TAGCTGGTTA

CCCAAAAAAT

GAATTTAAGT

2 Ob\ls

Sequence logo
0.0bits

e 2 (TN

1,480
|

AJ489607 consensus TEAATTTTAA

T
TACA

CCTAR A4

BETTCETARA

COCTAACE

1,500
|

ACCTTGUTCA

AATEARARAC

L]
TACCTGGTTA

1,520
|

TAAGTTTACHA

LI
CCCAARRA

TTATACEEAR

=
—
[
=

il
TR

ABGAGGGEEA

Quality scores

AJ489607 consensus llllllllll

AETTCETAARA

AATEAARAAC

TARCTTTAGHE

TTATACEEAA

ARCACCCARA

Quality scores

AJ489607 consensus llllllllll

AETTCETARA

AATEARRAAC

TARCTTTACH

MTATACEEAA

BABGAGGCHEA

Quality scores

AJ489607 consensus llllllllll

AETTCETAARA

AATEARAAAC

TABRCTTTAGH

TTATACEEAA

ARGAGGCARA

Quality scores

AJ489607 consensus llllllllll

AETTCETARA

AATEARRAAC

TARCTTTAGHE

TTATACEEAA

ARCACCCARA

Quality scores

AJ489607 consensus ll

A RETTCETARAR A

G MARGTETACH

TMTATACEEAA

ABGAGGCHAEA

Quality scores

AJ489607 consensus llllllllll

AETTCETARA

AATEARAAAC

TABRCTTTAGHE

TTATACEEAA

ARGAGCCARA

Quality scores

AJ489607 consensus llllllllll

AETTCETARA

AATEAARAAC

TARCTTTAGH

TMTATACEEAA

BABGAGGCHAEA

Quality scores

AJ489607 consensus llllllllll

BETTCETARA

AATEARARAC

TAAGTTTACHA

TTATACEEAR

[1:1d {efefe] | ] ]

Quality scores

Consensus TCAATTTTAA

ACTTGCTAAA AAAACAACAA AATCAAAAAG TAAGTTTAGA

TTATAGCCAA

AAGAGGGACA

Conservatlon

o H H H ‘

Sequence Iogo
0.0bits

11

LT L]
TCWTTTTANACTTCCTARA MAARCARCAR AKTCARARC TARCTTTACATTA

T
TAGCCAA

L]
ACACGGACA

1470

1470

1470

1470

1470

1470

1470

1470

1470

1540

1540

1540

1540

1540

1540

1540

1540

1540



AJ489607 consensus GETETTETGG

1, 560

AAEGCAAA

1,580

|
GEGARTARTT

ARGARAREAC

1,600

TEcTAccEET

Quality scores

AJ489607 consensus GlllllllGG

BAAECCARARA

CRCARTAATT

AAEAAAABAC

FECTACCEET

Quality scores

AJ489607 consensus GETETTETCGC

AABCCARA

GECARTAATT

ARGARAREAC

MTCTACCEET

Quality scores

AJ489607 consensus GETETTETGG

AAEGCAR

GEGARTARTT

AREA Ac

TEcTAccEET

Quality scores

AJ489607 consensus GETET

il e

AABGCARA

GRGAATAATT

ARGARAREAC

MTCHACCEET

Quality scores

AJ489607 consensus GETETTETCG

AABGCARARR

GECARTARTT

ARGARAREAC

mTCTACCEET

Quality scores

AJ489607 consensus CETETTETCC

BAEGGAA

FECTACCEET

Quality scores

CRCARTAATT

AAGAARABAC

AJ489607 consensus GETETTETCGC

AABCCARARR

GRGARTAATT

ARGARAREAC

MTCHACCEET

Quality scores

AJ489607 consensus GETETTETGG

AAECCARARR

GEGARTARTT

ARGARAREAC

TEcTAccEET

Quality scores

Consensus GCTCTTCTGG

AACGGAAAAA

ACCTTTAATA

GTGAATAATT

AACAAAACAG

CTTTTAACCA

TTGTAGGCCT

e 2 (IO

ZOb\ls
Sequence logo

l.6|20

AJ489607 consensus BARAAGEACEE

L
M

CORAARA ACCTTTAATA

EEEAATARAC

1,640
|

AAACECTTEA

L
CTCAATAATT

AcETEAREAT

LI
AACARAACAC

1,660
|

L
(TTTTAACCA

il
TR

0.0bits
Quality scores

AJ489607 consensus llllGllGll

AEEAATARAGC

BEACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus llllGllGll

AEGAATARAC

ABACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus IIIIGIIGII

AEEAATARAGC

BAEACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus llllGllGll

AEGAATARAGC

BAEACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus llllcllcll

ATARAGC

ABACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus IIIIGIIGII

AEEAATARAGC

BEACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus llllGllGll

AEEAATARAGC

BAEACEGTTEA

AcETEAREAT

Quality scores

AJ489607 consensus llllGllGll

EEEAATARAC

AAACECTTEA

AcETEAREAT

Quality scores

Consensus AAAAGCAGCC ACCAATAAAG AAAGCGTTCA AGCTCAACAT AAAATTTCAA

TTAATTCCAT

AATTTACACC

100%
Conservatlon

Sequence Iogo
0.0bits

T
AGCACCC

I
ACCAATAAAC

11
ARAGC

12

LTI
TTCA AGCTCAACAT AMAATTTCAA TTRATTCCAT

L]
ATTTACACC

1610

1610

1610

1610

1610

1610

1610

1610

1610

1680

1680

1680

1680

1680

@ 1680

1680

1680

1680



1,700

|
AJ489607 consensus ARETTEETAA AETTARRBATT

Quality scores

GGGTTAATER

1,720

1,740

|
ACATCEAAEA BFCTTACTAT

GAGTARBAAG

N4&m07cmwawm AAGTTEETAR AGTTAARATT

Quality scores

GGCRTAATET

ACATCEAREA ETcTTACTAT

GACTARBAAC

AM89607comenws ARETTEETAA AETTARRETT

Quality scores

AJ489607 consensus ll

Quality scores

GGGTTWAATET

BACATCEAAGA BFCTTACTAT

GAGTAAGAAC

T GGGTTAATET A

ACATCEAAGA BFCTTACTAT

GAGTABABAAG

AM89607cmwmwm ARETTEETAN AETTAARATT

Quality scores

GGGTTAATET

ACATCEAAGA BFCTFACTAT

GAGTAABAAGC

M4&wo7cmwawm ARETTEETAA AETTARAETT

Quality scores
AJ489607 consensus

Quality scores

GGGTTAATET

AcATCEAREA

BFGTTACTAT

GAGTAAGAAC

I GGGHTARFET

T AcATCEAREA

BECTTACTAR

GAGH

AM89607cmwmwm ARETTEETAA AETTAARATT

Quality scores

GGGTTAATET

AcATCEAREA

EFGTTACTAT

GACGTAAGAAGC

AM89607cmwawm ARETTEETAA AETTARRETT

Quality scores

Consensus AACTTCCTAA

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus AATTEEARTT

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus ll

Quality scores

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

GGGTTAATER

AcATCEAREA

BFGTTACTAT

GAGTARGAAG

ACTTAAAATT GGGTTAATCT ATAACTTTAT

AGATGCAACA

CTGTTAGTAT

GAGTAACAAG

1,760
|

BrEEACCEAT

I
TTCCTAA ACTTARATT A

CCCTTATCT

1,780
|

BECECTATAR

I
TRACTTTAT

BAAETECCAT

AGATGCAACA

1,800
|

AABEATTCEE

L]
CTCTTAGTAT

AcTTARTEAC

T
N THOH

IIIIIGGII

ETEEACCEAT

AECECTATAA

BAAETEGGAT

BAAEEATTCET

ACTTAATEAG

BETATACGEA

ETEEAGCCEAT

AECECTATAA

BAABTEGGAT

AAEEATTCET

AcTTARTEAG

BETATACGEA

ETEEAGCCEAT

AECECTATAA

EABAETECGAT

AAEEATTCET

ACTTAATEAG

BETATACCEA

ETEEACCEAT

AECECTATAA

BAAETECGGAT

AAEEATTCET

ACTTAATEAG

BETATACGEA

BACCEAT

AEcECTATAA @

TEGGAT

AAEEATTCET

AcTTARTEAG

ATAGCER

ETEEAGCCEAT

AECECTATAA

BAAETECGAT

AAEEATTCET

AGTTAATEAG

BETATACGEA

ETEEACCEAT

AECECTATAA

BAAETEGGAT

AAEEATTCET

AcTTAATEAG

BETATACGEA

BrEEACCEAT

BECECTATAR

BAAETECCAT

AABEATTCEE

AcTTARTEAC

AETATAGCEA

Consensus AATTCCAATT CTCCAGGCAT ACGCGTATAA CAACTCGGAT AACCATTGTT AGTTAATCAG ACTATAGGCA

100%
Conservatlon

Sequence Iogo
0.0bits

I AR ARTHRRATn
TCCRATT CTCCAGCCAT ACCCCTATAA CAACTCCCAT AACCATICTT

13

UL
ACTTARTCAC

UL
ACTATAGCCA

1750

1750

1750

1750

1750

1750

1750

1750

1750

1820

1820

1820

1820

1820

1820

1820

1820

1820



AJ489607 consensus ATAATEAEAE

1,840

1,860

|
[l “fudl “fufefulul

1, 880

lcclllcll

ARAGCARAGA

Quality scores

AJ489607 consensus llllllllll

BT TETETCET

BcCAATCEET

ABRACCARRCA

Quality scores

AJ489607 consensus llllllllll

BTTEFETCET

BcCAATCEET

ARAGCARACH

Quality scores

AJ489607 consensus ll

ETTETETECTT

@ @ccAATcEET

ABAGCARAGA

Quality scores

AJ489607 consensus llllllllll

BTTEFETCEE

BCCAATCEET

ARAGCARACH

Quality scores

AJ489607 consensus llllllllll

[l “fudl “fufefuul

BccAATCEET

ARAGCARACH

Quality scores

AJ489607 consensus

B BcCAATCEET A

ABGCARAGH

Quality scores

BrTETETCET

AJ489607 consensus llllllllll

BTTEFETCEE

BcCAATCEET

ARAGCARACH

Quality scores

AJ489607 consensus llllllllll

[l “fudl “fufefulul

BccAATCEET

ARAGCARAGA

Quality scores

Consensus ATAATCACAC

TATAAATAAT

CCACCTATAA

CTTCTCTGTT

AACCCAACAC

CGGAATGCCT

AAAGGAAAGA

2 Ob\ls

Sequence logo
0.0bits

et TATCRCC

1,900
|

AJ489607 consensus FTEEARARAAGA

LD
TATAMATAAT

TAARACCARE

I
CCACCTATAA

1,920
|

FECCEARAEA

]
CTCTCTeIT

AcAREEEECE

L]
ARCCCAACAC

1,940

|
EEcTTTACEA

CCOATCCCT

I
AR

BTETACEATT

Quality scores

AJ489607 consensus llllllllcl

TARAAGCCARE

TECCERRAEA

AcAAEEEEcE

ETcTTTASEA

ETETACEATT

Quality scores

AJ489607 consensus IIIIIIIIGI

TARAAGCCARE

fECCERAAEA

AcAAEEEEcE

ETcTTTAEEA

ETETACEATT

Quality scores

AJ489607 consensus llllllllGl

TARAAGCCARE

TECCERRAEA

AcAAEEEEcE

ETcTTTASEA

ETETACEATT

Quality scores

AJ489607 consensus llllllllcl

TARAAGCCARE

TEGCERAAEA

AcAAEEEEcE

ETcTTTASEA

ETETACEATT

Quality scores

AJ489607 consensus ll ARAARGA T

BBGCGARE

fEcCERAAEA

AcHAAGEEECE

BTcTm

WAGEATE

Quality scores

AJ489607 consensus llllllllGl

TARAAGCCARE

TECCERRAEA

AcAAEEEEcE

ETcTTTASEA

ETETACEATT

Quality scores

AJ489607 consensus IIIIIIIIGI

TARAAGCCARE

TECCERRAEA

AcAAEEEEcE

ETcTTTAGEA

ETETACEATT

Quality scores

AJ489607 consensus llllllllGl

TAARACCARE

FECCEARAEA

AcAREEEECE

EEcTTTACEA

BTETACEATT

Quality scores

Consensus TCCAAAAAGA

TAAAAGGAAC TCGGCAAACA AGAACCCCGC CTGTTTACCA

AAAACATCAC

CTCTAGCATT

Conservatlon

Sequence Iogo
0.0bits

A
ARARACA

UL
TAARACCAAC

14

AT AAT
TCCCCARACA AGRACCCCCC CTCTITACCA ARMACATCAC CTCTACCATT

1890

1890

1890

1890

1890

1890

1890

1890

1890

1960

1960

1960

1960

1960

1960

1960

1960

1960



AJ489607 consensus AEAARGTATTA

1, 980

Glccllllc

@fcEEEAGTc

2,000

|
AETAABEGTETE A

2, 020

BECCGEECEG cTATEE

BcTcEABAGG

2030

Quality scores

AJ489607 consensus llllGlllll

GAGCEARTCE

BTcEEEACTC

AETAAACTTT

AABCCEECEC CTATEETCAR

EGTGEABAGG 2030

Quality scores

AJ489607 consensus llllGlllll

GAGCEAETCE

BTcEEEAGTC

BETAAAGTTE A

AECCEECEGC GTATEET

BcrcEARAGG

2030

Quality scores

AJ489607 consensus IIIIGII il

GAGCEAETcE

@fcEEEAcTG

AETARACTTT

AREGCEECEC cTATEETGAR

ECGTGEABAGG 2030

Quality scores

AJ489607 consensus llllGlllll

GAGCEAETCE

BTcEEEAGTC

BAETAAAGTTN A

AEGCEECEGC GTATEET

ECTGEABRAGG 2030

Quality scores

AJ489607 consensus llllGlllll

GAGCEAETCE

BTcEEEAGTC

AETARACTTE

ARBCCEECEC cTATEETCAE

BcTcEARAGG

2030

Quality scores

AJ489607 consensus lll GH

A GAGCEAETCE

BTcEEEACTC

BAECGEECEC GTATE

BCTCEARARGG 2030

Quality scores

AETAAACTTT

AJ489607 consensus llllGlllll

GAGCEAETCE

BTcEEEAGTC

AETARACTTT

ARBGCEECEC cTATEETCAE

EGTCEABAGG 2030

Quality scores

AJ489607 consensus llllGlllll

GAGCEAETCE

@fcEEEAGTC

AETARACTTT

AREGCEECEC cTATEETGAR

BcTcEABAGG

2030

Quality scores

Consensus ACAAGTATTA

GAGGCACTGC

CTGCCCAGTG ACTAAAGTTT

AACGGCCGCG GTATCCTGAC

CGTGCAAAGG

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus FACEATAATE

MU

TN
CAGGCACTLC

BETTCTTEET

L]
(TCCCCAGTC

2,060
|

TARTTACGCH

L]
ACTAMAGTTT

BTACEATCER

L]
ARCLCCCECE

2,080
|

BccETARREC

L]
GTATCCTCAC

AcGcTEEARE

T
CCTCAMC

FCTETETTAR 2100

Quality scores

AJ489607 consensus llGlllllll

AETTCTTEET

TARTTAGGGH

@TACEATGAA

BccEmARAEC

AcccTEEARR

TCTETETTAT 2100

Quality scores

AJ489607 consensus llGlllllll

AETTECTTEET

TAATTAGGGA

ETACEATCAA

BccETARAEG

AcGcTEEAAR

TCT@TETTAT 2100

Quality scores

AJ489607 consensus llGlllllll

AETTCTTEET

TAATTAGGGH

ETACEATGAA

BccEmARAEC

AcccTEEAAR

TCTETETTAR 2100

Quality scores

AJ489607 consensus llGlllllll

AETTCTTEET

TARTTACGGGH

@TACEATCGAA

BccEmARAEC

AcccTEEARR

TCTETETTAT 2100

Quality scores

AJ489607 consensus IIGIII

E BAETTCTTEET ©

TAGGGH

BTACEATCAA

BccETARAEG

| {efefefii

@ TCT@ETETTAR 2100

Quality scores

AJ489607 consensus llGlllllll

AETTCTTEET

TAATTAGGGH

ETACEATCGAA

BccEmARAEC

AcccTEEAAR

TMCTETETTAR 2100

Quality scores

AJ489607 consensus llGlllllll

AETTECTTEET

TAATTAGGGA

@TACEATCAA

BccETARAEG

AcGcTEEAAR

TCTETETTAT 2100

Quality scores

AJ489607 consensus llGlllllll

BETTCTTEET

TAATTACGCH

BTACEATCEA

BccETARREC

AcGcTEEARE

FCTETETTAR 2100

Quality scores

Consensus TAGCATAATC ACTTGTTCCT TAATTAGGGA CTAGCATGAA CGGCTAAACG AGGGTCCAAC TGTCTCTTAT

100%
Conservatlon

Sequence Iogo
0.0bits

M
(ATAATC

T
ACTTGTTCCT

L
TRATTAGCCA

|
(

15

LTI
TAGCATGAR CCCCTARACC AGCCTCCAAC TETC

L]
TCTTAT



AJ489607 consensus ETTTAATERG

2, 120

TGARATTGAR

BTTTEACTCA

2, 140

lGlGGllGl

2,160

|
ARGABCAGAA

GABEETATCG

Quality scores

AJ489607 consensus lllllllllG

FCARATTCAR

BrTTEACTCA

ACAGGETCHEA

ARCAECACER

CABBETATCGC

Quality scores

AJ489607 consensus l IIIIIG

TGARATTCAR

BTTTEACTCA

BAGAGGETGAA

ARCAECACAA

GAEBETATGGC

Quality scores

AJ489607 consensus ll ATEAG

TGARAATTGAE @

BAGTGA

AGAGCETGAR

ARGABCAGHA

GABEETATGG

Quality scores

AJ489607 consensus lll BATEAG

TGARATTGA

BTTTFEACTCA

BACAGGETGAA

ARCAECACAA

GAEBETATGG

Quality scores

AJ489607 consensus IIIIIIIIIG

FCARATTCAR

BTTTEACTCA

BAGAGGETGAA

ARCAECACAA

GAEBETATGGC

Quality scores

AJ489607 consensus

ACAGGETCHER

ARCAECACER

CABBETATGGC

Quality scores

BrTTEACTCA

AJ489607 consensus lllllllllG

FGARATTCAR

BTTTEACTCA

BAGAGGETGAA

ARCAECACAA

GAEBETATGG

Quality scores

AJ489607 consensus IIIIIIIIIG

FCARATTCAR

BTTTEACTCA

AGAGCETGAR

ARGABCAGAA

GAGBEETATCG

Quality scores

Consensus CTTTAATCAG

TGAAATTGAC

CTTTCAGTGA

AGAGGCTGAA

ATATAATAAT

AAGACGAGAA

GACCCTATGG

Sequence Iogo
0.0bits

e (TTTHTCR

2,180
|

AJ489607 consensus BcETTARATT

LD
TCARATTCAC

L]
(TTTCAGTCA

2,200
|

AGACCCTCAK

L]
ATATAATAAT

2,220
|

TAATCCEEEA

LTI
A

AGACCAGAA CACCCTATCC

BAAAAETATAC

2, 240

IIIIGIIIG

Quality scores

AJ489607 consensus lGllllllll

TEETCCEEEA

ARAAETATAC

TWATAAGETTG

Quality scores

AJ489607 consensus lGllllllll

TEATCcCEEEA

ARAAETATAC

MATAAGETMG

Quality scores

AJ489607 consensus lGllllllll

TEATGCEEEA

ARRAETATAGC

TATAAGETTG

Quality scores

AJ489607 consensus lGllllllll

TEATCCEEEA

ARAAETATAC

TWATAAGETTG

Quality scores

AJ489607 consensus lGllll

TEATCCEEEA

AARRBTATAC

BBEGTTTG

Quality scores

AJ489607 consensus lGllllllll

TEETGCEEEA

ARRAETATAGC

TATAAGETTG

Quality scores

AJ489607 consensus lGllllllll

TEATcCEEEA

ARAAETATAC

TWATAAGETTG

Quality scores

AJ489607 consensus lGllllllll

TAATCCEEEA

BAAAAETATAC

TATAACTETC

Quality scores

Consensus AGCTTAAATT ATATAACTTA TCTATTTAAT TTATTAAACC TAATGGCCCA

AAAACTATAG

TATAAGTTTG

100%
Conservatlon

Sequence Iogo
0.0bits

L]
TTAMATT

L
ATATAACTTA

I
TCTATTTAAT

I
I

16

LT T T L]
TATTARACC TAATCCCCCA AARACTATAG TATAAGTTIC

2170

2170

2170

2170

2170

2170

2170

2170

2170

2240

2240

2240

2240

2240

2240

2240

2240

2240



AJ489607 consensus ARATTTEGGT

2, 260

lGGGGlGll

TEGCGACHAATA

2,280

EcAATGATTA

2,300

|
TARBETACAR

TTAEARGTEA

Quality scores

AJ489607 consensus lllllllGGl

TGGGGTGABE

FECCACAATA

EcARmGATTA

TAAEETACER

TTAGAACTEA

Quality scores

AJ489607 consensus IIIIIIIGGI

TGGGGTGAEE

TEGCACAATA

EcAATGATTA

TARBETACAR

TmTAEAACTEA

Quality scores

AJ489607 consensus ll TETEGGT

MGGGGTGARE

TEGGACHATA A

EcAATGATTA

TARBETACAR

TTAEARGTEA

Quality scores

AJ489607 consensus IIIIIIIGGI

TGGGGTGAEE

TEGGACAATA

EcAATGATTA

TAREETACHR

TmTAEAACTEA

Quality scores

AJ489607 consensus IIIIIIIGGI

ulefefefelife] ||

TEGCACAATA

EcAATGATTA

TARBETACAR

TmTAEAACTEA

Quality scores

AJ489607 consensus Il [

fcGGCcTcAEE

FECGACAATA A

B EcAATCATTA

TAASETACAE TTAGAACTEA

Quality scores

AJ489607 consensus lllllllGGl

juleefefelife] 1|

TEGGACAATA

EcAATCATTA

TAREETACHR

TmTASAACTEA

Quality scores

AJ489607 consensus lllllllccl

MGGGGMGARE

TEGGACHAATA

EcAATGATTA

TARBETACAR

TTAEARGTEA

Quality scores

Consensus AAATTTCGGT

TGGGGTGACC

TCGGAGAATA

AAAAATCCTC

CGAATGATTA

TAACCTAGAC

TTACAAGTCA

Sequence Iogo
0.0bits

e WTTCT

2,320
|

AJ489607 consensus BACTAAAATE

L
TOGGGTCACE

L]
TCUCAGRATA

2,340
|

ATTCAEEEAC

LI
ARARATCCTC

ATATATTEEC

IR
(CAATCATTA

2,360
|

ATEARECCER

L
TRACCTAGAC

BAACTTAGER

I
TTAAKCTC

FAGCGATARR

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAACTTAEEE

TMAGGCATAAE

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAAGTTAGEE

TBRGGCATAAE

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAACTTAEEE

TMAGGGATAAE

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAACTTAEEE

MAGGCATAAE

Quality scores

AJ489607 consensus IIGIII

i ATTcAEEEAC A

G ATEARECCAE

ERAGTT

TBAGGCATAA

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAACTTAEEE

MAGGCATAAE

Quality scores

AJ489607 consensus llGlllllll

ATTCABEEAC

ATATATETETC

ATEARECGAR

EAACTTAEEE

TBAGGCATAAE

Quality scores

AJ489607 consensus llGlllllll

ATTCAEEEAC

ATATATTEEC

ATEARECCER

BAACTTAGER

FAGCGATARR

Quality scores

Consensus AAGTAAAATC AACATATCTT ATTGACCCAG ATATATTTTG ATCAACGGAC CAAGTTACCC TAGGGATAAC

100%
Conservatlon

Sequence Iogo
0.0bits

UL
TARAATC ARCATATCTT ATTCACCCAG A

i
TATATT

17

LT L T
TG ATCAACCCAC CAACTTACCC TACGCATAAC

2310

2310

2310

2310

2310

2310

2310

2310

2310

2380

2380

2380

2380

2380

2380

2380

2380

2380



AJ489607 consensus AcCECEARTERE

Quality scores

2, 400

IIIIIGIG

TTEATATECA

2,420

|
BAATTAGGGT

mTAECAEETE

2, 440

GATGTTGGAT

BRcCABATEE

AJ489607 consensus lGlGllllll

Quality scores

TATTTAACAGC

TTEATATECA

BAATTACGCE

TTAECAEETE

GATCETGCAT

BACCAEATER

AJ489607 consensus IGIGIIIII

Quality scores

AJ489607 consensus lGlGll

Quality scores

TWTTAAGAG

A BAATTACGGT

TTAECAEETE

GATGTECGAR

BACGABATEE

TAAGAG

julul @cA

TAGGGH

mTAECAEETE

GATGTTGGAT

BAGCAR

AJ489607 consensus lGlGlllll

Quality scores

TTAAGAG

A BAATTAGGGT

TTAECAEETE

GATGTEGGAR

BACCABATEE

AJ489607 consensus lGlGllllll

Quality scores

AJ489607 consensus IG c@

Quality scores

TATTTARGAG

TTEATATECA

EARTTACGGE

TmTAECAEETE

GATCETCCAT

BRcCABATEE

BAGGGE

TTASCAEETE

GAFGETGCAT BAGGC

FATTTAACAGC

TTEATATECA

AJ489607 consensus lGlGllllll

Quality scores

TATTTARGAG

TTEATATEcA

BARTTAGGGH

TTAECAEETE

GATGETCGAR

BACCABATEE

AJ489607 consensus lGlGllllll

Consensus AGCGCAATCC TATTTAAGAG TTCATATCGA CAATTAGGGT

Quality scores

100%
Conservatlon

Sequence Iogo
0.0bits

TATTTARGAC

TTEATATECA

BAATTAGGGT

mTAECAEETE

GATGTTGGAT

BRcCABATEE

TTACGACCTC

GATGTTGGAT

CAGGACATCC

AGCCCAATCE

2,460
|

LD
TATTTARGAC

AJ489607 consensus BARTGGTCTA GCAACEFATTA

Quality scores

I
TTCATATCCA

2,480
|

ATCCHTECTT

L]
CRATTACCCT

TcTTEARECA

L]
TTACCACCTC

2,500
|

TTAAACTEET

L]
CATCTTCCAT

BECTCATETC

il
T

GIIIIGIII

AJ489607 consensus IIIIGGIGII GARCETATTA

Quality scores

ATGCHTRCTE

mCTTEAREcA

TTAAACTEET

ABCTCATETC

AcTTEACAEE

AM89607cmwaww ERATGGTGTA GARCETATTA

Quality scores

BRGGTTEGTET

TCTTEAREcA

mTAAACTEET

BEGTcATETG

AcTTEACARE

AJ489607 consensus IIIIGGIGII GARCETATTA

Quality scores

ATGCHTRCTE

mCTTEAREcA

TTAAACTEET

ABCTCATETC

AcTTEACAEE

AJ489607 consensus IIIIGGIGII GARCETATTA

Quality scores

AM89607cmwawm ERATGGTGTA GARGETA

Quality scores

ATGCHTRGTE

mCTTEAREcA

TTAAACTEET

ABCTGATETC

AcTTEACAEE

BRGGTTEGTET

TGTTEAREGA

TITAAACTEET

BECTCATETG

AcTTEACAEE

AJ489607 consensus IIIIGGIGII GARCETATTA

Quality scores

ATGCHTRCTE

mCTTEAREcA

TTAAACTEET

ABCTGATETC

AcTTEACAEE

AM89607cmwawm ERATGGTGTA GARCETATTA

Quality scores

BRGGTTEGTET

TGTTEARECA

TITAAACTEET

BEGTCATETG

AcTTEACAEE

AJ489607 consensus llllGGlGll GBACEBTATTA

GAAGCTATTA ATGGTTCGTT TGTTCAACGA TTAAAGTCCT ACGTGATCTG AGTTCAGACC

Quality scores

Consensus
100%

Conservatlon

Sequence Iogo
0.0bits

ATCCHTECTT

TcTTEARECA

TTAAACTEET

BECTCATETC

AcTTEACAERE

CAATGGTGTA

i
TGGTCTA

]
CAACC

18

IR AR ATHRATY
TATTA ATCCTTCGTT TCTTCAACCA TTARCTCCT ACC

L
TGATCTC

UL
ACTTCACACC

2450

2450

2450

2450

2450

2450

B 2450

2450

2450

2520

2520

2520

2520

2520

2520

2520

2520

2520



AJ489607 consensus GGACERATEE

2, 540

lGGllGGll

2,560

|
AECATTTETE

BEACTAECAR

2,580

|
AGGABABGAG

ARATACACEE

Quality scores

AJ489607 consensus GGlGllllll

BGCTECCTTT

ABCATTTETE

BEACTABCER

ACGAEARGAC

AAATACACER

Quality scores

AJ489607 consensus GGACERATEE

AGCTECCTTE

AECATTTETE

BEACTAECAR

BACCAEARGAG

ARATACACEE

Quality scores

AJ489607 consensus GGAGER

@ Acci@cciim @

AECATTTETE

BEACTAECAR

AGGABABGAGC A

TAGACEE

Quality scores

AJ489607 consensus GGACERATEE

AGGTECGTTE

AECATTTETE

BEACTAECAA

BGGAEARGAG

ARATACACEE

Quality scores

AJ489607 consensus GGACERATEE

AGCTECCTTE

AECATTTETE

BEACTAECAA

BACCAEARGAG

ARATACACEE

Quality scores

AJ489607 consensus GGAGE

B AGGTECCEET

B EEACTABCAA

ACCAEARCAC AAATACACER

Quality scores

AECATTTEN

AJ489607 consensus GGACERATEE

AGCTECGTTE

AECATTTETE

BEACTAECAR

BACCAEARGAG

ARATACACEE

Quality scores

AJ489607 consensus GGACERATEE

AccE@ccmmm

AECATTTETE

BEACTAECAR

AGGABABGAG

ARATACACEE

Quality scores

Consensus GGAGCAATCC

AGGTCGGTTT

CTATCTATTT

ACGATTTCTC

CCAGTACGAA

AGGACAAGAG

AAATAGAGCC

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus AEETTAEAAA

(GACCHTCC

ACCTCCGTTT

FAACECETET

L]
CTATCTATTT

2,620
|

L]
ACGATTICTC

TATCAATARA

L
((

ATACAR

ACGACAACAC

BATATATARC

I
ATRAL

Quality scores

AJ489607 consensus llllllllll

TEAcECETET

TATCAATAAA

ARTATATAGC

Quality scores

AJ489607 consensus llllllllll

TEAcECETET

TATCAATAAA

ARTATATAGC

Quality scores

AJ489607 consensus llllllllll

TEAcEGETET

TATCAATAAA

ARTATATABGC

Quality scores

AJ489607 consensus llllllllll

TEAcECETET

TWATCAATAAA

ARTATATAGC

Quality scores

AJ489607 consensus ll

A FTEACECETET @

TATCARATAARA

A AATATATAEC T

Quality scores

AJ489607 consensus llllllllll

TEAcECETET

TWATCAATAAA

ARTATATAGGC

Quality scores

AJ489607 consensus llllllllll

TEAcECETET

TATCAATAAA

ARTATATAGC

Quality scores

AJ489607 consensus llllllllll

FAACECETET

TATCAATARA

BATATATARC

Quality scores

Consensus ACCTTACAAA

TAAGCGCTCT CAACTTAATT TATGAATAAA ATCTAAATAA

AATATATACG

TACACCCTCT

Conservatlon

Sequence Iogo
0.0bits

o H H H ‘
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L L LI LT
TACAAA TRAGCGCTCT CAACTTAATT TATCAATAAR ATCTARATA ARTATATACC TACACCCTCT

2590

2590

2590

2590

2590

2590

2590

2590

2590

2660

2660

2660

2660

2660

T 2660

2660

2660

2660



AJ489607 consensus AREETAGAGE A

2, 680

llllc

GGTGGEAGAG

2, 700

IIGGIIIII

GEGTAAGABT

2,720

|
TARAABETTC

TrEEEACAGG

Quality scores

AJ489607 consensus llllllGlGl BGGTETATTAGC GGTGGEAGAG

BEACCARATT

GECTARCAET

TAAAAEETTC

TTEEEACAGC

Quality scores

AJ489607 consensus IIIIIIGIG

TWATTAGC

GGWGGEAGAG

BEACCABRATT

GECTAACAET

TARAABETTC

TmTEEEAGAGG

Quality scores

AM89607cmwamm AREETAGACA BGCTTATTAGC GGTGGEAGAG

EEACCABRATT

GEGTAAGAET

TARRAEETTEC

EEAGAGG

Quality scores

AJ489607 consensus IIIIIIGIG

TATTAGC

GGWGGEAGAG

BEACCABATT

GEGFAACAET

TARAABETTC

mTEEEAGAGG

Quality scores

AJ489607 consensus IIIIIIGIGI BAGGTTATTAGC GGWGGEAGAG

BEACCABRATT

GECTAACAET

TAAAABETTC

TmTEEEACAGC

Quality scores

AJ489607 consensus

TTAG

GGEGGEA

BEACCARATT

CECTARCAET TAAAA

BAGAGG

Quality scores

AJ489607 consensus IIIIIIGIGI BGGTTATTAC GGTGGCEAGAG

BEACCABATT

GEGTAACAET

TARAABETTC

mTEEEAGAGG

Quality scores

AM89607cmwawm AREETAGACA BGCTTATTAG GGTGGEAGAG

BEACCABRATT

GEGTAACAEBT

TARAABETTC

TrEEEACHAGG

Quality scores

Consensus AACCTAGAGA

AGGTTATTAG GGTGGCAGAG CCAGGAAATT

GCGTAAGACT

TAAAACCTTG

TTCCCAGAGG

o H H H ‘

Sequence Iogo
0.0bits

caneis W

|
AJ489607 consensus TTEARATEET

i,

ACCTTATTAC

GRCETETTTA

LT T L L
GGTCGCAGACOCC

ACCAAATT

CCCTARGACT

2,780

L]
TAARACCTTC

CrEEEEATTE

T
TTCCHAL

TAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRGTTETTTA

GTEEEEATTE

TAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRGTTETTTA

CTEEEEATTE

MAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRGTTETTTA

GTEEEEATTE

TAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRCTTETTTA

GCTEEEEATTE

TAATECEEAT

Quality scores

AJ489607 consensus ll

A GEGTTETTETA

@ ciEEd

TECEEART

Quality scores

AJ489607 consensus llllllllll

GRGTTETTTA

GTEEEEATTE

TAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRGTTETTTA

CTEEEEATTE

TAATECEEAT

Quality scores

AJ489607 consensus llllllllll

GRCETETTTA

CrEEEEATTE

TAATECEEAT

Quality scores

Consensus TTCAAATCCT CTCCCTAATA GTGTTCTTTA TTAATATCCT AACACTCCTC GTCCCCATTC TAATCGCCAT

100%
Conservatlon

Sequence Iogo
0.0bits

L
ARATCCT

I
CTCCCTRATA

L
GTCTTCTTTA

LT
TTAATATCCT
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L
ACACTCC
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TC GTCCCCATTC TRATCCCCAT
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2800

2800

2800

2800
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AJ489607 consensus AcEETTEETA

AJ489607 consensus lGllllllll

Quality scores

Quality scores

AJ489607 consensus lGllllllll

AJ489607 consensus IGIIII

AJ489607 consensus lGllllllll

Quality scores

Quality scores

Quality scores

AJ489607 consensus lGllllllll

AJ489607 consensus lG

Quality scores

Quality scores

AJ489607 consensus lGllllllll

Quality scores

AJ489607 consensus lGllllllll

Consensus AGCCTTCCTA

IR
TTCCTA ACATT

Quality scores

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

2,820

|
AEATTACTAC

AAGCEARAAT

2,840

|
@TnTAcCGGTAR

2,860

|
GAARAGCEEE

TARBATTCTT

BEATTACTAC

AAECEAARAT

[ ulul - {elefel |1 ]

GARAACCEEE

TAAEATTCET

AGATTACTAGC

AAGCEARAAT

ETTACCCTAR

GARRACCEEE

TARBATTCTE

TAGTAG

AAGCEARAAT

BTiFAcGGTAR

@ CARBAGCEEE

TARBATTCTT

EATTACTAGC

AABCEARAAT

ETTACGCTAR

GARRACCEEE

TARBATTCTE

AGATTACTAC

AAGCEARAAT

ETTACCCTAR

GARRACCEEE

TARBATTCTE

G AAGCEAAAAT

BTTACCCTAR ATAE

B CAAAACCEEE TAAGATTCET

BEATTACTA

AEATTACTAGC

AAGCEARAAT

ETTACCCTAR

GARBACCEEE

TARBATTCTE

AEATTACTAC

AAGCEARAAT

EiTAcCGGTAR

GAARAGCEEE

TARBATTCTT

ACATTAGTAG

AACGCAAAAT

CTTAGGGTAC

ATACAACTAC

GAAAAGGCCC

TAACATTGTT

ACTAC

2, 880

AJ489607 consensus GGlllllllG CEATTTTAE

Quality scores

L]
AACGCAAMAT

2,900
|

A ASEATTTCEA

TN
CTTACGCTAC

CABCEEATAA

L]
ATACRACTAC

2,920

CARRAGCCCC

ARAACARGEA

il
THATICT

ATAECEEETT

AJ489607 consensus GGTEEATAEC CEATTTTAEA

Quality scores

AEEATTTCEA

GAECEEATAR

ARAACAREEA

ATAECEEETT

AJ489607 consensus GGTEEATAEC GEATTTTAEA

Quality scores

AEEATTTCEA

GAECEEATAR

ARAACAREEA

ATAECEEETT

AJ489607 consensus GGTEEATAEC CEATTTTAEA

Quality scores

AEEATTTCEA

GAECEEATAA

ARAACAREEA

ATAECEEETT

AJ489607 consensus GGTEEATAEC CEATTTTAEA

Quality scores

AJ489607 consensus GGTEER

Quality scores

AEEATTTCEA

GAECEEATAR

ARAACAAEEA

ATAECEEETT

BEC cEATT

e -}

GAECEEATAR

T ARARCAREE

A ATAECEEET

AJ489607 consensus GGTEEATAEC GCEATTTTAEA

Quality scores

AJ489607 consensus GG

Quality scores

AEEATTTCEA

GAECEEATAR

ARAACAREEA

ATAECEEETT

EEATAEC CEATTTTA

A AEEATTTCEA

GAECEEATAR

AAAACAREEA

ATAECEEETT

AJ489607 consensus GGlllllllG CEATFTTAEA

Quality scores

AEEATTTCEA

CRBCEEATAA

ARAACARGEA

ATAECEEETT

Consensus GGTCCATACG GCATTTTACA ACCATTTGCA GACGCCATAA AATTATTTAT AAAAGAACCA

100%
Conservatlon

Sequence Iogo
0.0bits

ATACGCCCTT

LT
CCATACG CCATT

1
TTACK

UL
ACCATITCCA

LI
CACCCCATAA
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LR LT
ARTTATTTAT ARRACAACCA ATACCCCCTT
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2940

2940

2940

2940
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AJ489607 consensus TAREAREETE

2,960

TTTATTATTEC

2,980

3,000

|
ETACEATTAA

GTETATGACE

Quality scores

AJ489607 consensus llllllllll

FTTATTATTC

BTACEATTAR

CTEFATCAGT

Quality scores

AJ489607 consensus llllllllll

TTETATTATTEC

ETACEATTAA

GTETATCAGT

Quality scores

AJ489607 consensus ll

TATTG B

A GFACEA

A GTETATGACE

Quality scores

AJ489607 consensus llllllllll

TTETATTATTC

ETACEATTAA

GRETATCAGT

Quality scores

AJ489607 consensus llllllllll

TTTATTATTEC

ETACEATTAA

GTETATCAGT

Quality scores

AJ489607 consensus

CTEFATCAGT

Quality scores

FTTATTATTC

BTACEATTAR

AJ489607 consensus llllllllll

TTETATTATTNC

ETACEATTAA

GTETATCAGT

Quality scores

AJ489607 consensus llllllllll

TTTATTATTEC

ETACEATTAA

GTETATGACE

Quality scores

Consensus TAACAACCTC

TATATCCTTA

TTTATTATTG

CACCTACCCT

ATCACTCACA

CTAGCATTAA

GTCTATGAGT

Sequence Iogo
0.0bits

et THONCCTE

3,020
|

AJ489607 consensus TEEEETAEEA

I
TATATCCTTA

I
TTTATTATTC

3,040
|

L]
CACCTACCCT

L]
ATCACTCACA

3, 060

GGGIIIIII

I
(I

AGCATTAR CTCTATGACT

TTATTTTACE

3,080
|

AAEATETACHE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

TmTATTTTACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

TTATTTTACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

TmTATTTEACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

TmTATTTTACE

AREATETACE

Quality scores

AJ489607 consensus ll

GGGAT

T TRATTEETACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

mTATTTEACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGATTTTAT

TTATTTEACE

AREATETACE

Quality scores

AJ489607 consensus llllllllll

GGGARTMTAT

TTATTTTACE

AAEATETACHE

Quality scores

Consensus TCCCCTACCA

ATACCACACC CATTAATTAA TTTAAACCTA GGGATTTTAT TTATTTTAGC AACATCTAGC

100%
Conservatlon

Sequence Iogo
0.0bits

IR
CCTACCA ATACCACACC CATTAA

Il
1THA

I
I
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IR
TTARACCTA CCGATTTTAT TIA

M
TTTTAC

L
AACATCTACC

3010
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3010
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3010

3010

3010

3080
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3080

3080

3080

3080

3080
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AJ489607 consensus ETATEACTTT

3,100

BATNGATEAGGA

3,120

|
TGACEETEAA

3,140

GGACETTTAE

Quality scores

AJ489607 consensus llllllGlll

ATCATEACCH

TCACEETERA

GGACETTTAE

Quality scores

AJ489607 consensus llllllclll

ATGATEAGCH

TmCACEETEAA

GGACETTTAS

Quality scores

AJ489607 consensus ll TEAGTTT A

BNGATEAGGA

TGACEETEAA

@ GGACETTTAE

Quality scores

AJ489607 consensus llllllGlll

ATGATEAGGCH

TCACEETEAA

GGACETTTAS

Quality scores

AJ489607 consensus llllllGlll

ATGATEAGCH

TmCACEETEAA

GGACETTTAS

Quality scores

AJ489607 consensus

ATCATEACCH

TCACEETEAR AETE

GGAGE

Quality scores

AJ489607 consensus llllllGlll

ATGATEAGCH

TCACEETEAA

GGACETTTAS

Quality scores

AJ489607 consensus llllllGlll

BATNGATEAGGA

TGACEETEAA

GGACETTTAE

Quality scores

Consensus CTATCAGTTT

ACTCCATTCT

ATGATCAGGA

TGAGCCTCAA

ACTCCAAATA

CTCACTATTC

GGAGCTTTAC

Sequence Iogo
0.0bits

e RO

3.160

AJ489607 consensus GlGllGllGl

I
ACTCCATTCT

ATCATCAGCA

3,180
|

TEATATCEAGC

TGAGCCTCAA

TAAEEATACE

L]
ACTCCARATA

3,200
|

I
CTCACTATIC

TTATEACTEE

i
CORCTTIA

Quality scores

AJ489607 consensus GAGEECTAGCE

TEATATCAAGC

TAREEATACE

TmTATEAGTTE

Quality scores

AJ489607 consensus GAGEEGTAGE

TEATATCARGC

TAREEATACE

TTATEAGTTE

Quality scores

AJ489607 consensus GACEEGTACE

TEATATCARGC

TAREEATACE

TmTATEACTTE

Quality scores

AJ489607 consensus GACEEGTACE

TEATATCARGC

TAREEATACE

TWTATEACTTE

Quality scores

AJ489607 consensus GAGEECGTACE E

BTFGAAG

i TRATEACTTE TATTAR

Quality scores

TAREEATACE

AJ489607 consensus GACEEGTACE

TEATATCARGC

TAREEATACE

TmTATEACTTE

Quality scores

AJ489607 consensus GAGEEGTAGCE

TEATATCARGC

TAREEATACE

TmTATEACTTE

Quality scores

AJ489607 consensus GlGllGllGl

TEATATCEAGC

TAAEEATACE

TTATEACTEE

Quality scores

Consensus GAGCCGTAGC CCAAACAATT TCATATGAAG TAACCATAGC TATTATCCTT TTATCAGTTC TATTAATAAA

100%
Conservatlon
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0.0bits

I
CCCTAGC

LTI
(CARACAATT

LT LU O
TCATATGAAC TARCCATAGC TA
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L
TTATCCTT

L
TTATCACTTC

LI
TATTAATARA

3150
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3150

3150

3150

3150

3150

3150

3150

3220

3220

3220

3220

3220

A 3220

3220
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3,240

|
AJ489607 consensus TCGATEETAE TETETAGAAA

3,260

|
AAEEEAACEA

BAEATATCAT

3,280

|
TABFTETCEE

AcEETcAEEE

Quality scores

AM89607cmwmwm TCCATEETAE TETETABARA

AAGEEARCEA

BABATATCAR

TAETTETCEE

AcE@ETcABER

Quality scores

AM89607cmWme TCCATEETAE TETETAGAAA

AAEEEAACHEA

BAEATATCAT

TAGFTETCEE

AcEETcAEEE

Quality scores

AJ489607 consensus chlll

AAGEEARGAR

BAEATATCAT

TABTTETCEE

AcEETcAEEE

Quality scores

AM89607cmwmwm TCGATEETAE TETETAGAAA

AAEEEAACHEA

EAEATATCAT

TAGFTETCEE

AcEETcAEEE

Quality scores

AM89607cmwawm TCCATEETAE TETETAGAAA

AAEEEAACEA

BAEATATCAT

TAGFTETCEE

AcEETcAEEE

Quality scores

AJ489607 consensus IGG

I TAETTETCEE

AcEETcABER

Quality scores

AAGEEARCER

BABATATCH

AM89607cmwmwm MCCATEETAE TETETAGAAA

AAEEEAACEA

BAEATATCAT

TAGFTETCEE

AcEETcAEEE

AM89607cmwawm TCGATEETAE TETETAGAAA

AAEEEAACEA

BAEATATCAT

TABFTETCEE

AcEETcAEEE

Quality scores

Consensus TGGATCCTAC TCTCTACAAA

CACTTATTAC

AACCCAAGAA

CACATATGAT

TACTTCTGCC

AGCCTGACCC

conserasin [[TTTTTTTITTITTTIIITI
TOGATCCTAC TCTCTACAAA

20608
3,300
|

Sequence logo
AJ489607 consensus ATACEEATAR TATCATTTAT

L]
CACTTATTAC

3,320
|

L]
ARCCCAAGAA

CEACARAEAA

il
CNATHTET

AGEcccEEmm

L]
TACTTCTCCC

BTTEcABETC

NI
T

IIGIIGGIG

0.0bits

Quality scores

AM89607cmmﬂwM ATACEEATAA TATCATTTAT

GEACARARAR

ABEcccEEER

ETTEcEEETG

ABAGARGGAG

Quality scores

AM89607cmwﬂwM ATACEEATAA TATCATTTAT

GEACARARAR

AEEcccEEEE

ETTEcAEETG

AEACARGGAG

Quality scores

AM89607amwnﬂw ATACEEATAA TATCATTTAT

GEACARARAR

ABEcccEEER

ETTEcAEETG

ABAGARGGAG

Quality scores

AM89607cmwﬁww ATACEEATAA TATCATTTAT

GEACARARAR

ABEcccEEER

ETTEcAEETG

ABAGARGGAG

Quality scores

AM89607cmuamm ATACEE A TATGATTTAT @

GEACARARAR

<[ fefefe] <[] ]

ETTECAEETG

AEACARGGAG

Quality scores

AM89607cmwmwm ATACEEATAA TATCATTTAT

GEACARARAR

ABEcccEEER

ETTEcAEETG

ABAGARGGAG

Quality scores

M4&wo7cmwawm ATACEEATAA TATCATTTAT

GEACARARAR

- <[ fefefe] <[] ]

ETTEcAEETG

AEACGARGGAG

Quality scores

AM89607cmwawm ATACEEATAR TATCATTTAT

CEACARAEAA

[ [efele] | ]| ]

BTTEcABETC

BAEACARGGAC

Quality scores

Consensus ATAGCCATAA

TATGATTTAT CTCAACCCTA GCAGAAACAA ACCGGGCCCC CTTCGACCTG ACAGAAGGAG

Conservatlon

Sequence Iogo
0.0bits

e LI
CCCATAR TATCA
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I T
TTTAT CTCAACCCTA'CCAGRAACA ACCCCCCCCC CTTCCACCTC ACACAAGCAC
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3290

3290
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3360
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3360

3360

3360
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AJ489607 consensus ARTEAGAATT

3, 380

GlllllGGc

TTTARECTA

3,400

|
G BETAEcCEACE

3,420

|
BccEEEATTE CECTTATTET

TTATACEAGHE

HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
N4&m07cmwawm AATEACGAATT AcTATEAcGG TETAEEcCTAC HATAECEACE ECCEEEATTE CECTTATTET TEATACEEGA
\HHHHH\HHHH\HHHH\H\HHH\HHHHHHHHHH\HHHHHHH\HH\HHHHHHHH\H\HHHH\HHHHH
AM896m’wnmnmu AATEACARTT ATEACGC TTTABECTAC AATAECEACE ECCEEEATTE CECTTATTET TTATACEACHA
HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
M4&mo7cmwawm AATEACAATT AcTATEAGGG TTTAAECTAC AATAECEACE EccE@ @ c@cim TAGEACHA
HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
M4&m07cmwmwm AATEACABRTT ATEACGC TTTABECTAC AATAECEACE ECCEEEATTE CECTTATTET TTATACEACHA
\HHHHH\HHHH\HHHH\H\HHH\HHHHHHHHHH\HHHHHHH\HH\HHHHHHHH\H\HHHH\HHHHH
M4&w07cmwawm AATEACAATT ACTATEAGGG TTTAAECTAC AATAECEACE ECCEEEATTE CECTTATTET TTATACEAGCA
HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
Ams9mncomemus BGGG BATAECEACE ECCEEEATTE CECET BFf TTATACEA

\HHHHH\HHHH\HHHH\H\HHH\HHHHHHHHHH\HHHHHHH\HH\HHHHHHHH\H\HHHH\HHHHH
AM8WW7COMNBM AATEACAATT ACTATEAGGG TTTAAECTAC AATAECEACE ECCEEEATTE CECTTATTET TTATACEAGA
L e e F T T e e eeeees
AM89607cmwawm AATEACAATT AcTATEAGGG TTTAAECTAC AATAECEACE ECCEEEATTE CECTTATTET TTATACEAGCA
S T iy
Consensus AATCAGAATT AGTATCAGGG TTTAACGTAG AATACGCAGC CGGCCCATTC GCGTTATTCT TTATAGCAGA

100%
comsenvaton || [ [ | [0 DL L0 T T (T T
AATCAGAAH AGTATCAGCG TTTAACETAG ANTACGCAGC CGGOCCATTC GCGTTATTCT TTATAGCAGA

0.0bits
3,4|60 3, 480 3,50|0
Amsgmncomemusclllllllll ATTATTETAR TAAAECEEET AAEARETATT A lllllllG GAGEEETATA ETATATEEAT
L e e F T T e e eeeees
AMSQGM’mnmnﬂB GTAGAETARE ATTATTETAR TAAAECEEET AAGAAETATT ATETTEETAC CABEEETATA ETATATEAAT
L e e F T T e e eeeees
Amsgancomemusclllllllll ATTATTETAA TAAAGCEEET AAGARETATT ATETTEETAC CAGEEETATA ETATATEAAT
auatty sores | ||| [ {00 LEEEDDRT [OUTERE T PEEPRE T PRy P e
AmsgawComemusclllllllll ATTATTETAA TAAAECEEET AAEGARETATT ATETTEETAC CAGEEETATA ETATATEAAT
L e e F T T e e eeeees
N4smm7comenus GTAGAETARE ATTATTETAR TAAAECEEET AAGAAETATT ATETTEETAC CABEEETATA ETATATEAAT
HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
AM89mwcomemusGlllll ATTATTETAR AEcEEET A TATT A BG CAEEE ErATATEAA
\HHHHH\HHHH\HHHH\H\HHH\HHHHHHHHHH\HHHHHHH\HH\HHHHHHHH\H\HHHH\HHHHH
AM89607cmuemus GTAGBAETARE ATTATTETAR TAAAECEEET AAGAAETATT ATETTEETAC CABEEETATA ETATATEAAT
\HHHHH\HHHH\HHHH\H\HHH\HHHHHHHHHH\HHHHHHH\HH\HHHHHHHH\H\HHHH\HHHHH
AM89aﬁcomemusGlllllllll ATTATTETAA TAAAGCEEET AAGARETATT ATETTEETAC CAGEEETATA ETATATEAAT
HHHHHHHHH\\HHHHHHHHH\\HHHH\H\H\HH\HHHHHHHHH\\HHHHHHH\HH\HHHHHHHHH\\HHHHHHHHH\
Amsgmncomemusclllllllll ATTATTETAR TAAAGCEEET AAGAAETATT ATETTEETAC CAGEEETATA ETATATEAET
I
Consensus GTACACTAAC ATTATTCTAA TAAACGCCCT AACAACTATT ATCTTCCTAG GACCCCTATA CTATATCAAT

100%
HHHHHH\HHH\HHH\HHHH\H L L L TR T
seauence ooo” (TACACTAAC ATTATTCTAA TARACCCCCT AACAACTATT ATCTTCCTAC CACCCCTATA CTATATCAAT

0.0bits
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AJ489607 consensus TTAGEACARE

3,520

3,540

|
ATACARCETE

3,560

EfETccATEE

Quality scores

AJ489607 consensus llllllGlll

ATACAACETE

ETATCCATER

Quality scores

AJ489607 consensus llllllclll

ATACARCETE

ETETccATEE

Quality scores

AJ489607 consensus ll EEAGAAE T

ATACARCETE

§ EFATCCATEE

Quality scores

AJ489607 consensus llllllGlll

ATACARCETE

ETATccATEE

Quality scores

AJ489607 consensus llllllGlll

ATACARCETE

ETETccATEE

Quality scores

AJ489607 consensus

A ATACAACETE TAET

B BTATCCATER

Quality scores

AJ489607 consensus llllllGlll

ATACARCETE

ETETccATEE

Quality scores

AJ489607 consensus llllllGlll

ATACARCETE

EfETccATEE

Quality scores

Consensus TTACCAGAAC

TCTACTCAAC

TAACTTCATA

ATAGAAGCTC

TACTACTATC

ATCAACATTC

CTATGGATCC

Sequence Iogo
0.0bits

et TTRCCRONC

3,580
|

AJ489607 consensus GAGCEATETTA

L
TCTACTCAAC

FEEAECETTE

I
TRACTTCATA

3, 600

IGIIIIGII

L]
ATAGRAGCTC

L]
TACTACTATC

3,620
|

TETTETATCA

L]
ATCAACATT

I
(IATCATE

Quality scores

AJ489607 consensus GACEATETTA

TEEAECETTE

BcTTABCATE

TerTETATCA

Quality scores

AJ489607 consensus GAGEATETTA

TEEAECETTE

BcTTAGCATE

TETTETATCA

Quality scores

AJ489607 consensus GACEATETTA

TEEAECETTE

BcTTABCATE

TErTETATCA

Quality scores

AJ489607 consensus GAGEATETTA

TEEAECETTE

BcTTABCATE

TErTETATCA

Quality scores

AJ489607 consensus GAGEAR

AEcETTE

EcTTAECATE A

TETrETATCA

Quality scores

AJ489607 consensus GACEATETTA

TEEAECETTE

BcTTABCATE

TErTETATCA

Quality scores

AJ489607 consensus GAGEATETTA

TEEAECETTE

BcTTAGCATE

TETTETATCA

Quality scores

AJ489607 consensus GlGlllllll

FEEAECETTE

BcTTAECATE

TETTETATCA

Quality scores

Consensus GAGCATCTTA

TCCACGCTTC CGTTACGATC AACTTATACA TCTTCTATGA

AAAAACTTTC

TACCCCTAAC

100%
Conservatlon

Sequence Iogo
0.0bits

U
CATCTTA TCCACGCTTC CTTACCATC AACTTATACA TC

26

LT
TTCTATCA ARARACTTTC TACCCCTAAC

3570

3570

3570

3570

3570

3570

3570

3570

3570

3640

3640

3640

3640

3640

@ 3640

3640

3640

3640



AJ489607 consensus AETACEATTA

3,660

|
TMGTATGTGAR

3,680

AEAGEGGGAG

3,700

EATATACAAR

Quality scores

AJ489607 consensus llllGlllll

FCTATCTCAR

BEAGEGGGAG

BATATACKRA

Quality scores

AJ489607 consensus llllGlllll

TGTATCTCAR

ABACEGGGAG

EATATACAAR

Quality scores

AJ489607 consensus IIIIGII il

TMGTATGHGAE A

BAEAGEGGGAG

A GATATACARA

Quality scores

AJ489607 consensus llllGlllll

TGTATCTCAR

ABACEGGGAG

EATATACAAR

Quality scores

AJ489607 consensus llllGlllll

TGTATCTCAR

ABACBCGGAG

EATATACAAR

Quality scores

AJ489607 consensus lll c@

A TCHATCTCAR

BAEAGEGGGAG [T

Quality scores

BATATACAA

AJ489607 consensus llllGlllll

TGTATCTCAR

ABACBGGGAG

EATATACAAA

Quality scores

AJ489607 consensus llllGlllll

TMGTATGTGAR

AEAGEGGGAG

EATATACAAR

Quality scores

Consensus ACTAGCATTA

TGTATGTGAC

ATATTTCTTT

ACCAATTTTT

ACAGCGGGAG

TACCACCATA

CATATAGAAA

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus FATCTETCAT

ACTACCATA TCTAT

TGAC

BAAACAATTA

L]
ATATTICTTT

3,740
|

BETTCATACA

L]
ACCAATTTTT

CTARATTATA

L]
A

idieg

|
GAGGTTEAAG

T
TACCACCATA

il
CHATACAN

TETACCABAA

Quality scores

AJ489607 consensus lllGlllGll

AARAGARTTA

ETTTcATAGA

GTARATTATA

GAGGTTEAAGC

TETACCEAEEA

Quality scores

AJ489607 consensus lllGlllGll

AARAGARTTA

EfTTCATACA

GCTARATTATA

GAGGTTEAAG

TETACCAEAA

Quality scores

AJ489607 consensus IIIGIIIGII

AAAAGARTTA

@TTTcATAGA

GRARATTATA

GAGGTTEAAG

TETACCAEAA

Quality scores

AJ489607 consensus lllGlllGll

AARAGARTTA

@TTTcATAGA

GTARATTATA

GAGCTTEAAGC

TETACCAEAA

Quality scores

AJ489607 consensus lllclllcll

AARAGARTTA

BTTECATACA G

A GAGGTTERAG

i TETAGCAEAR

Quality scores

AJ489607 consensus IIIGIIIGII

AAAAGAATTA

ETTTcATAGA

GTRARATTATA

GAGGTTEAAG

TETACCEAEAA

Quality scores

AJ489607 consensus lllGlllGll

AARAGARTTA

EfTTcATACA

GCTARATTATA

GAGGTTEAAG

TETACCAEAA

Quality scores

AJ489607 consensus lllGlllGll

BAAACAATTA

BETTCATACA

CTARATTATA

GAGGTTEAAG

TETACCABAA

Quality scores

Consensus TATGTCTGAT AAAAGAATTA CTTTGATAGA GTAAATTATA GAGGTTCAAG CCCTCTTATT TCTAGGACAA

100%
Conservatlon

Sequence Iogo
0.0bits

|
(

IR
TCTCAT ARRACAATTA CTTTCA

il
TACA

I
(

27

L CLIELILT L
TARATTATA CACCTTCAAC ((C

M
ICTTATT

UL
TCTACGACAA

3710

3710

3710

3710

3710

3710

A 3710

3710

3710

3780

3780

3780

3780

3780

3780

3780

3780

3780



AJ489607 consensus TAGGAATTGA

3,800

AACAATTEAA

3,820

|
AATTETEECT

CETAEETAAR

3,840

TMAATAGTARG

Quality scores

AJ489607 consensus llGGllllGl

BACAATTEAR

AATTETEECT

CETABETAARR

TAATACTARC

Quality scores

AJ489607 consensus IIGGIIIIGI

AACAATTEAA

AATTETEECT

CETARETAAR

TAATAGTARG

Quality scores

AJ489607 consensus llccllllcl

AACAATTEAA

GETA

TAGTARG

Quality scores

AATTETEECT

AJ489607 consensus IIGGIIIIGI

AACAATTEAA

AATTETEECT

GETAEETAAR

TAATACTAAGC

Quality scores

AJ489607 consensus IIGGIIIIGI

AACAATTEAA

AATTETEECT

CETAEETAAR

TMAATAGTARG

Quality scores

AJ489607 consensus ||c.cll||c.

BACAATTEAR

Quality scores

AATTETEECT

CETARETAAA

TAATACTAR

AJ489607 consensus IIGGIIIIGI

AACAATTEAA

AATTETEECT

CETAEETAAR

TAATAGTAAG

Quality scores

AJ489607 consensus llccllllcl

AACAATTEAA

AATTETEECT

CETAEETAAR

TMAATAGTARG

Quality scores

Consensus TAGGAATTGA

ACCTACACTT

AAGAATTCAA AATTCTCCGT

GCTACCTAAA

CACCTTATCC

TAATAGTAAG

Conservatlon

Sequence Iogo
0.0bits

3, 860

AJ489607 consensus GlllGllll

TACGAATTCA ACCTACACTT

1]
MCAT

LT
TCAR AATTCTCCCT

BECAAARECT

L]
CCTACCTARA

3,900
|

FCCTTTARRR

L]
CACCTTATCC

BETTEEEcTA

I
THTCTAN

Quality scores

|
TAACETATEC CCEEEATAEE

AJ489607 consensus GTEAGETAAT

TARCETATEC ccEEEATAEE

BECARRREGT

TCGTTTARAT

BETFEEECTA

Quality scores

AJ489607 consensus GTEAGETAAT

TARCETATEC ccEEEATAEE

BECARRREGT

mcGTmTARAT

BETFEEEcTA

Quality scores

AJ489607 consensus GTEAGETAAT

TARCETATEC ccEEEATAEE

EECARRREGT

TCCTTTARAT

EETFEEECTA

Quality scores

AJ489607 consensus GTEAGETAAT

TARCETATEC ccEEEATAEE

BECARRREGT

TCGRTTARAT

EETFEEECTA

Quality scores

AJ489607 consensus GTEAGETAAT

TARCETATEC

GGEEEA

BECARBREGT

MGGET

T EETTEEECTA ETAETA

Quality scores

AJ489607 consensus GTEAGETAAT

TARCETATEC cCEEEATAEE

EECARRREGT

TCGTTTARAT

EETFEEECTA

Quality scores

AJ489607 consensus GTEAGETAAT

ABCETATEG

GGEEEATA

EECARARECT

mCGTTTARAT

EETFEEECTA

Quality scores

AJ489607 consensus GlllGlllll

TAACETATEC CCEEEATAEE

BECAAARECT

FCCTTTARRR

BETTEEEcTA

Quality scores

Consensus GTCAGCTAAT TAAGCTATCG GGCCCATACC CCGAAAACGT TGGTTTAAAT CCTTCCCGTA

CTAATAAATC

100%
Conservatlon

Sequence Iogo
0.0bits

LI
ACCTAAT

LT
TAAGCTATCC

1L
GCCCA

28

LRI L O
TACC CCCARAACCT TCCTTTARAT CCT

1L
TCCCETA

I
(TRATAMATC

3850

3850

3850

3850

3850

3850

G 3850

3850

3850

3920

3920

3920

3920

3920

@ 3920

3920

3920

3920



AJ489607 consensus ETATEAEEET

Quality scores

3,940

|
TCEEATEATE

3,960

|
TETTETTACC

TEETCTAATE

3,980

CEAGEAAEET

AJ489607 consensus llllllllll

Quality scores

FCEEATEATE

TETTETTACC

TEETCTAATE

CEABEAREET

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TCEEATEATE

TETTETTACS

TEETCTAATE

CEAGEAAEET

T TCEEATEATE T

G MEETCTAATE

A cEAGEA

AJ489607 consensus llllllllll

Quality scores

TCEEATEATE

TETTETTACS

TEETCTAATE

CEAGEAREET

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

TCEEATEATE

TETTETTACS

TEETCTAATE

CEAGEAREET

TEETCTAATE A

FCEEATEATE

TETTETTACC

CEABEAAEE

AJ489607 consensus llllllllll

Quality scores

TCEEATEATE

TETTETTACS

TEETCTAATE

CEAGEAREET

AJ489607 consensus llllllllll

Quality scores

TCEEATEATE

TETTETTACC

TEETCTAATE

CEAGEAAEET

Consensus CTATCACCCT TGCCATCATC

100%
Conservatlon

Sequence Iogo
0.0bits

TACTTCACAA

TCTTCTTAGG

TCCTGTAATC

ACAATATCCA

GCACCAACCT

CTATCACCCT

4,000
|

AJ489607 consensus AATAETARTA

Quality scores

LT
TCCCATCATC

FGAGTAGCEE

TN
THTTOACH,

FGGAATTEAC

L]
TCTTCTTACC

BETAETACEA

L]
TOCTGTAATC

4,040

L]
ACRATATCCA

T
LA

AJ489607 consensus llllllllll

Quality scores

TGAGTACCER

TGGAATTEAGC

BETABTACEA

AJ489607 consensus llllllllll

Quality scores

TMGAGTAGGEE

MGGARTTEAG

BETABTACEA

AJ489607 consensus llllllllll

Quality scores

TGAGTAGCER

TGGAATTEAGC

EETAETACEA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TGAGTACCER

TGGAATTEAC

BETABTACEA

A FWGACTAccEE

MGGAATTEAC @

TACEA

AJ489607 consensus llllllllll

Quality scores

TGAGTAGCER

TGGAATTEAGC

BETABTACEA

AJ489607 consensus llllllllll

Quality scores

TMGAGTAGGEE

MGGARTTEAG

BETABTACEA

AJ489607 consensus llllllllll

Quality scores

FGAGTAGCEE

FGGAATTEAC

BETAETACEA

Consensus AATACTAATA

100%
Conservatlon

Sequence Iogo
0.0bits

TGAGTAGGCC TGGAATTCAG CCTACTAGCA ATTATCCCCA

TACTAATCAA

CAAAAAAAAC

L]
ACTAATA

L
TCAGTACGCC

L]
TLCMT

LT
TCAG CCTACTAGCA AT

29

T
TATCCCCA

L
TACTAATCAA

LI
CAAARARAAC

3990

3990

3990

3990

3990

3990

F 3990

3990

3990

4060

4060

4060

4060

4060

@ 4060

4060

4060

4060



AJ489607 consensus EEAECATEAR

4, 080

llGllGllGl

|
TTEcTEAEAR

4,100

ARCEAREACE

4,120

ATEETEETCC

Quality scores

AJ489607 consensus llllGlllll

BrcAACEACE

TTEcTEAEAE

AACEAAGACE

ATEETEETCC

Quality scores

AJ489607 consensus llllGlllll

BmcAACEACE

mTEcTEAEAR

ARCEAREACE

ATEETEETCC

Quality scores

AJ489607 consensus IIIIGII AR

@TcARCEACE A

TTEcTEAEAR

ARCEAREACE

T ATEETEETCC

Quality scores

AJ489607 consensus llllGlllll

BTcAACEACE

mTEcTEAEAR

ARCEAREACE

ATEETEEmCG

Quality scores

AJ489607 consensus llllGlllll

BTcAACEACE

TTEcTEAEAR

ARCEAREACE

ATEETEETCC

Quality scores

AJ489607 consensus lll GA

BFcAACEACE A

B TTECTEAGAS AACEAREACE ETERA

Quality scores

ATEETEETC

AJ489607 consensus llllGlllll

BTcAACEACE

mTEcTEAEAR

ARCEAREACE

ATEETEEmCC

Quality scores

AJ489607 consensus llllGlllll

@TcARCEACE

TTEcTEAEAR

ARCEAREACE

ATEETEETCC

Quality scores

Consensus CCACGATCAA

CTGAAGCAGC

AACAAAATAC

TTCGTCACAC

AAGCAACAGC

CTCAATAATT

ATCCTCCTGG

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus EEATECTAET

(AT

T
CTOAAGCACC

L]
AACAARATAC

4,160
|

BARETACCAR

TN
TTCCTCACAC

BATCAATATT

L]
ARGCAACACC

4,180

L
CTCAATAAT

AEAAAECCTE

—A
==
—

T
G

Quality scores

AJ489607 consensus lllllGllll

EAABTAGGAR

EATCARTATE

AEAARECGTE

Quality scores

AJ489607 consensus lllllGllll

EAABTAGGAR

EATCARTATT

AEAARBCGTE

Quality scores

AJ489607 consensus lllllGllll

EAAETAGGAR

EBATCAATATT

AEAARECGTE

Quality scores

AJ489607 consensus lllllGllll

EAAETAGGAR

EATCAATATT

AEAARECGTE

Quality scores

AJ489607 consensus ll TECTAET @

TAGGAR

EATCARTATT

A AEABEECGTE TTATEE

Quality scores

AJ489607 consensus lllllGllll

EAAETAGGAR

BATCARTATT

AEAARECGTE

Quality scores

AJ489607 consensus lllllGllll

EAABTAGGAR

EATCARTATT

AEAARECGTE

Quality scores

AJ489607 consensus lllllGllll

BARETACCAR

BATCAATATT

AEAAAECCTE

Quality scores

Consensus CCATCGTACT CAACTATAAA CAACTAGGAA CATGAATATT TCAACAACAA

ACAAACGGTC

TTATCCTTAA

100%
Conservatlon

Sequence Iogo
0.0bits

30

LR LT LI [T
TCCTACT CAACTATARA CRACTACGAA CATGRATATT TCAACAACAA ACRRACCCTC TTATCCTTAA

4130

4130

4130

4130

4130

4130

G 4130

4130

4130

4200

4200

4200

4200

4200

A 4200

4200

4200

4200



AJ489607 consensus EATAABATTA

|
ATACEEETAT

4,220

AccEETECEE

4,260

|
TETCATTASE

AcAACTAAGT

Quality scores

AJ489607 consensus llllllllll

ATACEEETAT

AccEETEcES

TETCATTARE

ACAACTARET

Quality scores

AJ489607 consensus llllllllll

ATACEEETAT

AccEETECER

TETCATTASE

AcAACTAAGT

Quality scores

AJ489607 consensus ll

A ATACEEETAT @

AccEETECEE

T TETCAT

@ ACARGTAAE

Quality scores

AJ489607 consensus llllllllll

ATACEEETAT

AccEETECER

TETCATTASE

AcAACTAAGT

Quality scores

AJ489607 consensus llllllllll

ATACEEETAT

AccEETECER

TETCATTASE

AcAACTAAGT

Quality scores

AJ489607 consensus

T AcCEETECEE EEAT

Quality scores

ATACEEETAT

TETCATTARE

ACAACTARR

AJ489607 consensus llllllllll

ATACEEETAT

AccEETECcER

TETCATTASE

AcAACTAAGT

Quality scores

AJ489607 consensus llllllllll

ATACEEETAT

AccEETECEE

TETCATTASE

BAcAACTAAGT

Quality scores

Consensus CATAACATTA

ATAGCCCTAT

CCATAAAACT

AGGCCTCGCC

CCATTCCACT

TCTGATTACC

AGAAGTAACT

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus lllGGGllll

- CATAACATTA ATACCCCTAT

4, 280

BAETCEAEAT

LTI
(CATAARACT

4, 300

IGGIIIIII

L
AGCCCTCRCC

L
CCATTCCACT

|
CRABARAAAAT

TN
TCTCATTACC

FcETEEEErA

I
{ATAC

Quality scores

AJ489607 consensus IIIGGGIIII

EAETCEAEAT

AGCAETTATE

CAGARAARAT

mcETEEEETA

Quality scores

AJ489607 consensus lllGGGllll

EAETCEREAT

AcGAETTATT

CAGAAAARAT

TmcETEEEETA

Quality scores

AJ489607 consensus IIIGGGIIII

EAETCEAEAT

AGCAETTATT

GAGAARARAT

mcETEEEETA

Quality scores

AJ489607 consensus lllGGGllll

EAETCEAEAT

AGCAETTATE

CAGARAARAT

mcETEEEETA

Quality scores

AJ489607 consensus lllGGGllll

EAETCEREAT

AccABTTATT @

GAEA

i mcETE

Quality scores

AJ489607 consensus IIIGGGIIII

EAGTCEAEAT

AGCAETTATE

CAGRARARAT

mcETEEEETA

Quality scores

AJ489607 consensus lllGGGllll

EAETCEAEAT

AGCGAETTATT

CAGAAAARAT

mcETEEEETA

Quality scores

AJ489607 consensus lllGGGllll

BAETCEAEAT

ACCAETTATT

CRABARAAAAT

FcETEEEErA

Quality scores

Consensus CAAGGGATCC CACTGCACAT AGGACTTATT CTTCTTACAT GACAAAAAAT TGCTCCCCTA

TCAATTTTAA

100%
Conservatlon

Sequence Iogo
0.0bits

R HAAT IRt
CCCATCC CACTGCACAT ACCACT

Il
AT

|
(

31

IR
TTCTTACAT CACRARRAT TGC

1L
TCCCCTA

L]
TCANTITTAA

4270

4270

4270

T 4270

4270

4270

E 4270

4270

4270

4340

4340

4340

4340

4340

B 4340

4340

4340

4340



|
AJ489607 consensus TTEAAATTTA GEEcETAETE

4,360

4,380

AETACEAATT

TEATAccGGE

Quality scores

N4&m07cmwawm TTEARATTTA EEECETABTE

AETACEAATT

TEATACGGCE

Quality scores

AM89607comenws TTEAAATTTA EEEcETAETE

AETACEAATT

TMEATACGGCE

Quality scores

AJ489607 consensus ll A EEECETAETE A

AETACEAATT

TAGGGGE

Quality scores

AM89607cmwmwm TTEAAATTTA BEEcCETASTE

AGTACEAATT

TMEATAGGGGE

Quality scores

M4&wo7cmwawm TTEAAATTTA GEEcETAETE

AETACEAATT

TMEATACGGCE

Quality scores

AJ489607 consensus

T AETACEAATT AGTTE

BAGGGGE

BEECETAETE

Quality scores

AM89607cmwmwm TTEAAATTTA BEEcCETASTE

AGTACEAATT

TMEATACGGCE

Quality scores

AM89607cmwawm TTEAAATTTA GEEcETAETE

AETACEAATT

TEATAccGGE

Quality scores

Consensus TTCAAATTTA CCCGCTACTC

AACTCTACTA

TCATTTTAAT

ACTAGCAATT

ACTTCTATTT

TCATAGGGGC

Sequence Iogo
0.0bits

conseracon. [T TTTIITITI]
> TTCMATTTA CCCOCTACTE

4,420
|

AJ489607 consensus BTGAGGAGGA ETTAREEAAR

L]
ACTCTACTA

4,440
|

BABAAATEEC

L]
TCATTTTMAT

L]
ACTACCAATT

4,460
|

CEETATTEAT

T
ACTTCTAT

BAATTCEEEA

—
—
—

I
(AL

BATACCATCA

Quality scores

AJ489607 consensus IIGIGGIGGI ETTAAEEAAA

BAGAAATAEC

GEETATTEAT

EAATTCEEEA

BATACCATCA

Quality scores

AM89607cmwawm BATGAGGAGGA ETTAAEEAAR

BAGAAATAEC

CEETATTEAT

EAATTCEEEA

BATACCATGA

Quality scores

AJ489607 consensus IIGIGGIGGI ETTARAEERAARA

BAGAAATAEC

GEEFATTEAT

EAATTCEEEA

BATACCATGCA

Quality scores

AJ489607 consensus IIGIGGIGGI ETTAAEEAAA

BAGAAATAEC

CEETATTEAT

EAATTCEEEA

BATACCATCA

Quality scores

AJ489607 consensus llGlGGlGGl BT

ATAEG A

GEET

T GAATTCEEEA

BATACCATGA

Quality scores

AJ489607 consensus IIGIGGIGGI ETTAREERAARA

BAGAAATAEC

GEEFATTEAT

EAATTCEEEA

BATACCATCA

Quality scores

AM89607cmwawm BTFGAGGAGGA ETTAAEEAAA

BAGAAATAEC

CEETATTEAT

EAATTCEEEA

BATACCATGA

Quality scores

AJ489607 consensus llGlGGlGGl ETTAAEEAAA

BABAAATEEC

CEETATTEAT

BAATTCEEEA

BATACCATCA

Quality scores

Consensus ATGAGGAGGA

CTTAACCAAA CACAAATACG AAAAATTATA GCCTATTCAT CAATTGCCCA

CATAGGATGA

Conservatlon

Sequence Iogo
0.0bits

e I IO
AGGACGA CTTAACCAA

L]
(ACARA

32

IR
TACC ARARATTATA CCCTATTCAT CAA

L
TTGCCCA

L
CATACGATCA

4410

4410

4410

4410

4410

4410

4410

4410

4410

4480

4480

4480

4480

4480

4480

4480

4480

4480



AJ489607 consensus ATATTACEAR

Quality scores

4,500

4,520

4, 540

ATTETTAEAC

AJ489607 consensus llllllGlll

Quality scores

ATTETTABAC

AJ489607 consensus llllllclll

Quality scores

ATTETTAEAC

AJ489607 consensus ll TTAGEAR T

Quality scores

TAEAG

AJ489607 consensus llllllGlll

Quality scores

ATTETTAEAC

AJ489607 consensus llllllGlll

Quality scores
AJ489607 consensus

Quality scores

ATTETTAEAC

AJ489607 consensus llllllGlll

Quality scores

ATTETTAEAC

AJ489607 consensus llllllGlll

Quality scores

ATTETTAEAC

Consensus ATATTAGCAA

100%
Conservatlon

Sequence Iogo
0.0bits

TTCTTCCTTA

CAACCCATCC

CTCACTCTAC

TCAACCTCAT

AATCTATATT

ATTCTTACAG

AJ489607 consensus EEEETATATT

Quality scores

ATATTACCAA TICTTCCTTA

4,560
|

BATACEAETT

L]
CAACCCATCC

4,580
|

]
CTCACTCTAC

LTI
TCAACCTCAT

4,600
|

L]
MICTATAT

—A
==
—

i
1A

TATCARATAA

AJ489607 consensus llllllllll

Quality scores

EATACEAETT

TWATCARATAR

AJ489607 consensus llllllllll

Quality scores

EATACERETT

TATGARATAR

AJ489607 consensus llllllllll

Quality scores

EATACEAETT

TATCARATAR

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

EATACEAETT

TATGARATAR

I EATACEAETT A

B TATCAA

AJ489607 consensus llllllllll

Quality scores

EATACEAETT

TMATGARATAR

AJ489607 consensus llllllllll

Quality scores

EATACEAETT

TATGARATAR

AJ489607 consensus llllllllll

Quality scores

BATACEAETT

TATCARATAA

Consensus CCCCTATATT CATAGCACTT ATACTAAATA ACTCTATAAC CATCAACTCA

100%
Conservatlon

Sequence Iogo
0.0bits

ATCTCACTTC

TATGAAATAA

L
(

L L T ]
TATATT CATACCACTT ATACTAMATA ACTCTATAAC (A

33

L
TCAACTCA

UL
ATCTCACTTC

LI
TATGARATAA

4550

4550

4550

4550

4550

4550

G 4550

4550

4550

4620

4620

4620

4620

4620

A 4620

4620

4620

4620



AJ489607 consensus ARETEEACER

Quality scores

CATATTARBTA

BEETACGAG cEETTEE

4, 680

AGTAABACCA

AJ489607 consensus lllllllGll

Quality scores

CATATTAETA

TEEETAGCAC cEEFTEEAEE

AETAAEACCH

AJ489607 consensus lllllllGll

Quality scores

CATATTARTA

EBEETACCAC cEETTEE

B ABTAREACCA

AJ489607 consensus ll TEEACER A

Quality scores

A TEEETACGAGC CEETT

B AETAREACGA

AJ489607 consensus lllllllGll

Quality scores

GATATTARTA

BEETACGAC cEETTEE

B AETAREAGCA

AJ489607 consensus lllllllGll

Quality scores
AJ489607 consensus

Quality scores

GATATTARTA

TEEETACGAC cEETTEEAEE

AETAAGACCH

AGGAG GE

CATATTASTA

AJ489607 consensus lllllllGll

Quality scores

GATATTARTA

TEEETACCAC cEETTFEEAEE

BAETAAEACCH

AJ489607 consensus lllllllGll

Quality scores

GATATTARTA

TEEETACGAC cEETTEEAEE

AETARGACCH

Consensus AACTCCAGCA

ATACTAACTA

TAATCTCACT GATATTACTA

TCCCTAGGAG GCCTTCCACC

ACTAACAGGA

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus TTETTAEEAA

IACTCCACCA ATACTMCTA

4,700
|

BATCAATTAT

I
TRATCTCACT

4,720
|

BATEAGACAR

CATATTACTA

L]
TCCCTACGAC

|
AGAAETCTER

L]
GCCTTOCACC

BATTATACER

I
ACTARAC

AEAETEATAC

Quality scores

AJ489607 consensus llllllllll

AATCARTTART

BATEAGACEAR

ABAAETCTET

AATTATACEA

ABAETEATAC

Quality scores

AJ489607 consensus llllllllll

AATCARTTAT

BATEAGACAR

AGAAETCTET

AATTATACEA

ABAETEATAC

Quality scores

AJ489607 consensus llllllllll

AATCARTTAT

BATEAGACAA

ABAAETCTET

AATTATACEA

ABAETEATAGC

Quality scores

AJ489607 consensus llllllllll

AATCARTTAT

BATEAGACAR

ABAAETCTET

BAATTATACEA

ABAETEATAC

Quality scores

AJ489607 consensus ll

A BAATCAATTAT @

EACAA B

ABAAETCTET

AATTATACEA A

@ATAG

Quality scores

AJ489607 consensus llllllllll

AATCARTTART

BATEAGACAR

ABAAETCTET

AATTATACEA

ABAETEATAGC

Quality scores

AJ489607 consensus llllllllll

AATCARTTAT

BATEAGACAR

AGAAETCTET

AATTATACEA

ABAETEATAC

Quality scores

AJ489607 consensus llllllllll

BATCAATTAT

BATEAGACAR

AGAAETCTER

BATTATACER

AEAETEATAC

Quality scores

Consensus TTCTTACCAA

AATGAATTAT CATCACAGAA CTTATAAAAA ACAACTGTCT AATTATAGCA

ACACTCATAG

Conservatlon

Sequence Iogo
0.0bits

o H H H ‘

UL
TACCAA ARTCAATTAT CATCACACAA €

34

I
TTATAARAR ACRACTCTCT AT

LI
TATACCA

L
ACACTCATAC

4690

4690

4690

4690

4690

4690

GGH 4690

4690

4690

4760

4760

4760

4760

4760

4760

4760

4760

4760



AJ489607 consensus ERAATAATAGE

4,780

|
ATAETEcEET

4,800

4,820

Quality scores

AJ489607 consensus llllllllGl

ATABTECERT

Quality scores

AJ489607 consensus ||||||||c|

ATAETEcEET

Quality scores

AJ489607 consensus ll TAATAGE [

ATAETECEET

Quality scores

AJ489607 consensus llllllllGl

ATAETEcEET

Quality scores

AJ489607 consensus llllllllcl

ATAETEcEET

Quality scores

AJ489607 consensus

Quality scores

ATAETECEET

AJ489607 consensus llllllllcl

ATAETEcEET

Quality scores

AJ489607 consensus IIIIIIIIGI

ATAETEcEET

Quality scores

Consensus CAATAATAGC

TCTACTAAAC

CTATTCTTTT

ATACTCGCCT

AATTTATTCC

ACTTCACTAA

CAATATTTCC

Sequence Iogo
0.0bits

e CTRTAL

4,840
|

AJ489607 consensus AAEEAREAAT

LD
TCTACTAMC

I
CTATTCTTTT

4,860
|

L]
ATACTCGCCT

L]
ATTTATTCC

4,880

L]
ACTTCACTAA

i
CTATTIC

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

Consensus AACCAACAAT AACTCAAAAA TAATAACTCA CCAAACAAAA ACTAAACCCA

ACCTAATATT

TTCCACCCTA

100%
Conservatlon

Sequence Iogo
0.0bits

UL
CRACAAT

L
AACTCAAAAA

LT LI A
TRATAACTCA CCAAACAAA AC

35

T
TARACCCA

L
ACCTAATATT

LI
TTCCACCCTA

4830

4830

4830

@ 4830

4830

4830

B 4830

4830

4830

4900

4900

4900

4900

4900

A 4900

4900

4900

4900



|
CEAGAATAAG

4,920

|
CEEEEEEAAT

4,940

|
GHAGTTTAGG

4,960

AM89&NcomemusGlllllllll EETAEEEETA THAATTAGETA ATATASTAGT
auatty seores | [ [T (ORI FRROUTAT [OCTEOOTT FEVTTRRTT CPERTTTeey CroutT
Ams9mwcomemusclllllllll GEAEAATAAE GETAEEEETA CEEEEEEAAE THATTAGETA CARGTTTAGG ATWATHAETHGT
L e e F T T e e eeeees
AM896m’wnmnmu GETATEATAE CEAGHAATAAE EETAGEEETA CECEEEEEAE TAATTHEEETA CHAAcTTTAGC ATATAETAGE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AM89mwcomemusGlllll A GEAEA BEETA CEGEEEEAAE TAAT A GARCTTTACG ATATAETACE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AM89&ﬂcomemusclllllll A CEAEAATAAE EETHAEEEETEA COEEEEEAEE TAATTAEETEA CAEGTTTAGG ATATAETAGT
L e e F T T e e eeeees
N4&w07cmwawm GETATEATAE CEAGHAATAAE EETAGEEETA CECEEEEEAE TAATTHAEETA CHAAcTTTAGC ATATAETAGE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
Ams9mwcomemuscl GEAGAATAAE GETAEEEETA CEEEEEEAAE THATTAGETA CAAGTTTAGG ATWATHAETHGT
\HHHHHHHHH\\HHHH\HHHHH\HHHHHHH\HH\HHHHHHH\HH\HHHHHH\HHH\HHHHHHHHH\
Amsww7comemusclllllllll GEAEAETAAE GETAEEEETA COEEEEEARE THATTAEETA CARGTTTAGG ATATHEETEGT
L e e F T T e e eeeees
AM89&NcomemusGlllllllll GEAEAATAAE GETAEEEETA CEEEEEEAAE THAATTAGETA CARGTTTAGG ATATHAETECT
AT T i e T MM
Consensus GCTATCATAA GCACAATAAC CCTACCCCTA GCCCCCCAAC TAATTACCTA GAAGTTTAGG ATATACTAGT

100%
comsenvaton | ||| [ ][ [0 L0] CE T T T (L T

ZOb\(s
GETATCATAA GCACAATAAC CCTACCCCTA GCCCCCCAAC TAATTACCTA CAAGTTTAGC ATATACTACT

0.0bits
4, 980 y S,C;ZO 5,04|0
AJ489607 consensus llGlGlGlll TEARACEEET AACAAAAGAE AEAECGTTTAR ETTETCATAA GCGAEFCTAAC AETTEATEET
L e e F T T e e eeeees
AM896m7mnmnmm BEcEGACEET TEAEACEEET AECAEAAEAE HAEAACTTITAE ETTETNCGATAR GCAETCTAAG AETTEATEET
L e e F T T e e eeeees
AM89607CNBHBM BEcECACEET TEAAACEEET AACAEAAEAE AEAACTTTAA ETTETCATAR CcAETCTAAC AETTEATEET
N A T i T T MMM
N4&m07cmwmwm BECEGACEET TEABAACEEET AACAEAAEAE HAEAACTTITAA ENTENCGATAR GCGAETCTAAG AETTEATEET
L e e F T T e e eeeees
N48mm7cmwﬂwm BEcEGACEET TEAAACEEET AECAEAAEAE AEAACTTITAE ETTETNCATAR GCAETCTAAG AETTEATEET
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AM89607cmwamm BEcECACEET TEAAACEEET AACARAAEAE AEAACTETAA BTTETNCATAR CcAETCTARC AETTEATEE
\HHHHHHHHH\\HHHH\HHHHH\HHHHHHH\HH\HHHHHHH\HH\HHHHHH\HHH\HHHHHHHHH\
AM89&Wcommmm BEcEGACEET TEAEACEEET AECAEAAEAE HAEAACTTITAE ETTETNCGATAR GCGAETCTAAG AETTEATEET
L e e F T T e e eeeees
N4mw07cmwawm BEcECcACEET TEAAACEEET AACAEAAEAE AEAACTTITAA ETTETNCGATAR ccAETCTAAG AETTEATEET
auatty seores | [ [T (ORI FRROOUTAT [OCTUEOOTT FEOTTRERTT (PPRTTTeey et
N4&m07cmmawm BEcECACEET TEAAACEEET AACANAAEAE AEAACTETAA EFTETNCATAR GCGAETCTAAG AETTEATEET
TENEETRRVARRRRTRNANT
Consensus CCGCGAGCCT TCAAAGCCCT AAGAAAACAC ACAAGTTTAA CTTCTGATAA GGACTGTAAG ACTTCATCCT

100%
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHHHHHHHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
seauence ogo” ((((CAGCCT TCARMCCCCT AACAARACAC ACAACTTTAR CTTCTCATAA CCACTCTAAG ACTTCATCCT

0.0bits

36

4970

4970

4970

4970

4970

4970

4970

4970

4970

5040

5040

5040

5040

5040

T 5040

5040

5040

5040



AM89607cmwawm AEATETATTC AATCERAAT

Quality scores

AM89607cmwmwm AEATETATTC AATCEARATE

Quality scores

AJ489607 consensus lllllllllG BATCEABRAT

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus lll ETATTC AATCEABRAT

Quality scores

AJ489607 consensus lllllllllc AATCEARATE

Quality scores
AJ489607 consensus

Quality scores

AM89607cmwmwm ABATETATTC AATCEARATE

Quality scores

AJ489607 consensus lllllllllc AATCEARATE

Quality scores

5, 060

E AATTCETTTA

|
ATTAACETAR

5,080

CAEETEARET A

S, 100

lGGllG GAATTAAREE 5110

BATTCETTTA

ATTARCETAR

CABETEAAET

ACATTCCEAC CAATTARAEE 5110

E AATTCETTTA

ATTAACETAA

CAEETEARET A

ATTGCEAC CAATTAAAGE

5110

TATTG

BAATCEAR

E AATmCETTTA

ATTAACETAR

GAEE

T ACATTGGEAGC GAATTA

EE 5110

E AATTCETTTA

ATTAACETAA

GAEETEARET

ATTGCEAC GAATTAAAGE

5110

AATTCETTTA

ATTAACETAR

CAEETEARET

BCATTGCEAC CAATTAAAEE 5110

BATTCETTTA

ATTAACETAA G

AFTGGEAG GA 5110

AATTCETTTA

ATTAACETAA

CAEETEARET

BCATTGCEAC CAATTAAAEE 5110

AATTCETTTA

ATTAACETAR

CAEETEARET

AGATTGCEAC CAATTAAAEE 5110

Consensus ACATCTATTG AATGCAAATC AATTGCTTTA ATTAAGCTAA

100%
Conservatlon

Sequence Iogo
0.0bits

GACCTCAACT AGATTGGCAG GAATTAAACC

ACATCTATIC

5,120
|

AJ489607 consensus FTAECABARTT T

Quality scores

I
AATGCARATC AATTGCTTTA

5, 140

ACTTAAGAC ETAAATAEE

I
ATTAAGCTAA

TATTAETCCE

]
CACCTCACT KA

LT
TTUCCAG CAT

TTETAEEcER

L]
[

CARAARAAAR 5180

AJ489607 consensus lllGllllll

Quality scores

TACTTAREAC ETAAATAGEE

TATTAETCCE

TTErASEcES

GABAAAAAAA 5180

AJ489607 consensus lllGllllll

Quality scores

TACTTAREAC ETAAATAGEE

TATTAETCCE

TTErAEEcES

GAARABRARAR 5180

AJ489607 consensus lllGllllll

Quality scores

TACTTAREAC ETAAATAGEE

TATTAETCCE

TTErAEEcES

GABAAAAAAA 5180

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

TACTTAREAC ETAAATAGEE

TATTAETCCR

TTErASEcEs

GAARABRARAR 5180

TACTTAREAC ET

Lluefe]

B TrETAEEcEE

GAARABAARARR 5180

AJ489607 consensus lllGllllll

Quality scores

TACTTAREAC ETARATAGEE

TATTAETCCE

TTErAEEcES

GABAAAAAAA 5180

AJ489607 consensus lllGllllll

Quality scores

BAcTTAREAC ETAAATAE

TATTAGTGCE

TTErASEcEs

GAARABRARAR 5180

AJ489607 consensus lllGllllll

Quality scores

FACTTAAGAC BTARATAEEE

TATTAETCCE

TTETAEEcER

CARAARAAAR 5180

Consensus TACGAAAATT TAGTTAACAG CTAAATACCC TATTACTGGC TTCAATCTAC TTCTACCGCC GAAAAAAAAA

I AR AT
CARAATT TACTTAACAG CTARATACCC TATTACTCCC TTCAATCTAC TTC

100%
Conservatlon

Sequence Iogo
0.0bits

37

LTI
TACCECC CARAARARAA



AJ489607 consensus BAATGGEGGTA

GAACTETTA c

5, 200

TACACATTTE

BCARTTTCEA

ATTECEEATG

Quality scores

AJ489607 consensus lllGGlGGll

GARCTETTAG

TAGAGATTTE

BcAATTTCEA

ATTECABATC

Quality scores

AJ489607 consensus IIIGGIGGII

GABCTETTAC

TACACATTTE

BCARTTTCEA

ATTECEEATG

Quality scores

AJ489607 consensus lllGGlGGll

GAACTETTAG

TACACATTTE T

EcAATTTECEA

ATTECARBATC A

Quality scores

AJ489607 consensus IIIGGIGGII

GABGTETTAGC

TACACATTTE

BCARTTTCEA

ATTECEEATG

Quality scores

AJ489607 consensus IIIGGIGGII

GABCTETTAC

TACACATTTE

BCARTTTCEA

ATTECAEATG

Quality scores

AJ489607 consensus lllGGlGGll

GARCTETTAG

FACAGATTTE T

A ATTECAGATC AATATE

Quality scores

BCAATTTCE

AJ489607 consensus IIIGGIGGII

GABCTETTAGC

TACACATTTE

BCARTTTCEA

BATTEcEEATG

Quality scores

AJ489607 consensus lllGGlGGll

GAACTETTAG

TACACATTTE

BCARTTTCEA

ATTECEEATG

Quality scores

Consensus AATGGCGGTA

GAAGTCTTAG

TAGAGATTTC

TCTACACCTT

CGAATTTGCA

ATTCGACATG

AATATCACCT

Sequence Iogo
0.0bits

e WL

AJ489607 consensus lllGllllll

CARGTCTTAC

GCTARARAGA

I
TACACATTTC

5, 280

GCATTTARAE

TN
TCTACACCTT

[l Julelufel fuld

CATTICCA

AcATTTABAC

CCAATTC

CACATC

TETAATCETT

I
WA

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGTARAAAGA

CGATTTARAG

ETETCTGTTE

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGTARAAARCHE

GGATTTARAG

[~ “fusfel efuify

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGMARAAAGA

GGATTTAAEAG

ETETCTCTTE

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGTARAAAGA

GGATTTAAAG

ETETCTGTTE

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGll

T GGTARAAACE

GGATTTARAG

[l ot efuify

AGAT BG

TETABTCETT A

EACEEART

Quality scores

AJ489607 consensus lllGllllll

GGMARAAAGA

CGATTTAAAG

ETETCTGTTE

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGTARAAARCE

GGATTTARAG

ETETcmcTTE

AGATTTAEAG

TETAATCETT

AETEACEEAT

Quality scores

AJ489607 consensus lllGllllll

GGTARARAGA

GCATTTARAE

[l Julelufel fuld

AcATTTABAC

TETAATCETT

AETEACEEAT

Quality scores

Consensus TAAGACCTCT GGTAAAAAGA GGATTTAAAC CTCTGTGTTT AGATTTACAG TCTAATGCTT ACTCAGCCAT

100%
Conservatlon

Sequence Iogo
0.0bits

U T
CACCTCT CCTARRAACA CCATTTARAC €

L]
ICTGIC

38

IIRLE TR AR
TTT ACATITACAG TCTAATCCTT

UL
ACTCACCCAT

5250

5250

5250

T 5250

5250

5250

F 5250

5250

5250

5320

5320

5320

5320

5320

5320

5320

5320

5320



AJ489607 consensus TTTAGETATC TrEATTAR l

Quality scores

5, 340

GRETCATTATT

5,360

EABARACATA

|
TEcCAREEET

5,380

N4&m07cmwawm TETTABETATC TTEATTAATE

Quality scores

CETCATTATT

EAEAAACATA

FECCAAEEET

AM89607comenws TTTAGETATC TrEATTAATE

Quality scores

AJ489607 consensus ll

Quality scores

GRTCATTATT

EABARACATA

TEcCAREEET

@TATG

B CETCATTATT @

EAGAAACATA

TEGGAR

AM89607cmwmwm TTTAGETATC TREATTAATE

Quality scores

GRTGATTATT

EABARACATA

TECCAREEET

M4&wo7cmwawm TTTAGETATC TrEATTAATE

Quality scores
AJ489607 consensus

Quality scores

GRTCATTATT

EABAAACATA

TEcCAREEET

B GEmCATFATT

T GAGARACATA TEGGC

AM89607cmwmwm TTTAGETATC TTREATTAATE

Quality scores

GRTCATTATT

EABARACATA

TEcCAREEET

AM89607cmwawm TTTAGETATC TrEATTARTE

Quality scores

GRETCATTATT

EABARACATA

TEcCAREEET

Consensus TTTACCTATG TTCATTAATC

100%
Conservatlon

Sequence Iogo
0.0bits

GTTGATTATT

CTCAACCAAT

CACAAAGATA

TCGGAACCCT

CTATCTACTA

TTTACCTATC

5, 400

AJ489607 consensus lllGGlGlll

Quality scores

L
TTCATTAATC

GAGECGCHAAT

]
CTTCATTATT

5,420
|

AGEGGCTAET

TN
(TCAACCAAT

CEABTAAGTA

LI
CACAARCATA

|
TETTARTEEC

TN
TCUGAACC

< >
—A]

ACEACAARTTA

M|
(ATCACT

GGFEARBEAC

AJ489607 consensus IIIGGIGIII

Quality scores

GHACECGCART

AGTGGCTABT

GEABTAACTA

TTTTAATTEC

ACEACARTTA

GGTEAABEAC

AJ489607 consensus lllGGlGlll

Quality scores

GAGEGGGART

AGTGGCmART

GCEABTAACTA

TTTTAATTEC

HAcEACAARTTA

GGTEAREEAG

AJ489607 consensus IIIGGIGIII

Quality scores

GAGECGCART

AGTGGCTABT

GEABTAAGCTA

TTTTAATTEC

ACEACAARTTA

GGTEAABEAC

AJ489607 consensus lllGGlGlll

Quality scores

GHGEGGGAAT

AGTGGCTABT

GEABTAACTA

TTTTAATTEC

HACEACARTTA

GGTEAABEAC

AJ489607 consensus lllGGlGlll

Quality scores

GAGEGGGARR

BAGTGGCTART

GEABTAAGTA

TETT Bc

ACEACAATTA

GGTEAAEEAG

AJ489607 consensus IIIGGIGIII

Quality scores

GHACECGCART

AGTGGCTAET

GEABTAAGCTA

TTETTAATTEC

ACEACARTTA

GGTEAABEAC

AJ489607 consensus lllGGlGlll

Quality scores

GAGEGGGAAT

AGTGGCmART

GCEABTAACTA

TTTTAATTEC

HACEACARTTA

GGTEAAEEAG

AJ489607 consensus lllGGlGlll

Quality scores

GAGCEGGGH

BGTGGGTABT

CEABTARGTA

TETTARTEEC

ACEACAARTTA

GGFEARBEAC

Consensus TTCGGAGCCT GAGCGGGAAT AGTGGGTACT GCACTAAGTA TTTTAATTCG AGCAGAATTA

100%
Conservatlon

Sequence Iogo
0.0bits

GGTCAACCAG

IRE AR AT
CGAGCCT CACCGCCAAT AGTGLC

IR
TACT GCACTAACTA TT

39

LTI T
TTAATTCE ACCAGAATTA CGTCRACCAC

5390

5390

5390

A 5390

5390

5390

B 5390

5390

5390

5460

5460

5460

5460

5460

5460

5460

5460

5460



AJ489607 consensus GTGEABTTTT

IGGIGIIGI

5, 480

|
ANGTTATEGT

5,500

ARETCEEEAT

|
GCETETTCTETA

5,520

Quality scores

AJ489607 consensus GlGlllllll

BGCHGATCAR

ATCTTATECT

AAETCEEEART

CRTTTTCTTA

Quality scores

AJ489607 consensus GTCEABTTTE

AGCAGATGAR

AfGTTATEGT

ARETCEEEAT

GETFTTCETA

Quality scores

AJ489607 consensus GTGEAR

T BGGAGATGAE §

AfGTTATEGT

ARETCEEEAT

CETFTTCTETA TARTTT

Quality scores

AJ489607 consensus GicEAETTTT

AGGAGATGAR

ATNGTTATEGT

ARETCEEEAT

GETFTTCHTA

Quality scores

AJ489607 consensus GTGEABTTTT

AGCAGATGAR

ANGTTATEGT

ARETCEEEAT

CETFTTCETA

Quality scores

M489607cmwemus GFGEA

I AGGAGATCAR

CT AABTCEEEAR

CEFTTTCTTA FAATTT

Quality scores

ATCTTATE

AJ489607 consensus GTCEABTTTT

AGGAGATGAR

AfGTTATEGT

ARETCEEEAT

GETFTTCHTA

Quality scores

AJ489607 consensus GTGEABTTTT

BAGGACATGAR

ANGTTATEGT

ARETCEEEAT

GCETETTCTETA

Quality scores

Consensus GTGCACTTTT

AGGAGATGAC

CAAATTTACA

ATGTTATCGT

AACTGCCCAT

GCTTTTGTTA

TAATTTTCTT

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus EATACTAATA

CTCCACTTT

ACCACATCAC

L
CAAATTTACA

5,560

ululele] {efe] i

]
ATGTTATCCT

TCCAAABTCA

L]
ARCTCCCCAT

5,580
|

[ el <[ <[ 1]

I
CCTTTTCTTA

TAATARTECC

il
W

GIIIIIGII

Quality scores

AJ489607 consensus llllGlllll

TTGGACCETE

TGCARAETGA

ETrcTeEEAR

TAATAATECG

ACEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

MiGGAGGETT

TGGARBETGA

ETrcTEEEAR

TAATARTECC

ACEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

TTGGAGCETH

TGGAARETCA

ETrcTEEEAR

TAATAATEGG

ACEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

TTHGGACCETE

TGCARAETCA

ETrcTEEEAR

TAATAATECC

ACEEEEACAT

Quality scores

AJ489607 consensus llllGll

MHGGAGGETT

TGGARBETGA

ETrcTEEd

B TAATAATEGGC

AcEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

TTGGACCETH

TGCARAETCA

ETrcTeEEAR

TAATAATECG

BACEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

MHGGAGGETT

TGGAABETGA

ETrcTEEEAR

TAATAATECC

ACEEEEACAT

Quality scores

AJ489607 consensus llllGlllll

ululele] {efe] i

TCCAAABTCA

[ el <[ <[ 1]

TAATARTECC

AcEEEEACAT

Quality scores

Consensus CATAGTAATA

CCAATAATAA TTGGAGGCTT TGGAAACTGA CTTGTCCCAC TAATAATCGG AGCCCCAGAT

Conservatlon

Sequence Iogo
0.0bits

Al
ACTAATA

I
(CAATAATAA

LT
TTCACCCTT

LI
TCCARACTCA

40

L
CTTGTCCCAC

L
TRATAATCCG

L
ACCCCCACAT

5530

5530

5530

M 5530

5530

5530

F 5530

5530

5530

5600

5600

5600

5600

5600

5600

5600

5600

5600



AJ489607 consensus ATACEATTEE

Quality scores

|
BAGCAATAARA

5,620

TARTATAACT

|
mITTcAETER

5,640

ETEETACEAT

AJ489607 consensus lllGllllll

Quality scores

BAECAATARR

TAATATAACT

mTTTcAETEE

ETEETACEAT

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

BAGCAATAARA

TAATATAACT

TIITTcAETER

ETEETACEAT

@ BAGCAATARA T

TAAGT

mITTcAETER

T GFEETACEAT

AJ489607 consensus lllGllllll

Quality scores

BABCAATARA

TAATATAACE

TITTcAETER

ETEETACEAT

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus ll c@

Quality scores

BAGCAATAARA

TARATATAACT

TmITTcAETER

ETEETACEAT

CT FFTTCAETEE TASE

BABCAATARR

ETEETACEA

AJ489607 consensus lllGllllll

Quality scores

BABCAATAAA

TAATATAACE

TmITTCAETER

ETEETACEAT

AJ489607 consensus lllGllllll

Quality scores

BAGCAATAARA

TARTATAACT

mITTcAETER

ETEETACEAT

Consensus ATAGCATTCC CACGAATAAA

100%
Conservatlon

Sequence Iogo
0.0bits

TAATATAAGT

TTTTGACTCC

TACCACCATC

ATTTCTCCTT

CTCCTAGCAT

ATACCATTCC

5,680
|

AJ489607 consensus EATERATACT

Quality scores

T
CACCAATARA

BGABGEAGCH

T
TAATATAAGT

5, 700

GGIIIIG

L
TTTTCACTCC

CATCAREA

L
TACCACCATC

5,720

I
ATTTCTCCTT

BTACEECCER

il
(AT

ATETACEEEA

AJ489607 consensus llllllllcl

Quality scores

AGARGEAGCH

GEAGGAREAG

GATGARBAGT

ETACEEGCAA

ATETACEEEA

AJ489607 consensus IIIIIIIIGI

Quality scores

BAGAACEAGGA

GEAGCHAAEAG

GATGAAEAGT

BrACEECGAA

ATETACEEEA

AJ489607 consensus llllllllGl

Quality scores

AGAACEAGCH

GEAGGAREAG

GATGABBAGT

ETACEECCAA

ATETACEEEA

AJ489607 consensus llllllllcl

Quality scores

AGAAGEAGCH

GEAGGAREAG

GATGARBAGT

ETACEEGGAA

ATETACEEEA

AJ489607 consensus ll EAATAGT

Quality scores

AGAACEAGGA

GEAGCHAAEAG

GATGAAEAGT

i @TACEECCAR A

WACEEEA

AJ489607 consensus llllllllGl

Quality scores

AGAACEAGCH

GEAGGAREAG

GATGARBAGT

ETACEECCAA

ATETACEEEA

AJ489607 consensus IIIIIIIIGI

Quality scores

AGAACEAGGA

@AGCAREAG

GATGAAEA

BrACEECGAA

ATETACEEEA

AJ489607 consensus llllllllGl

Quality scores

BGABGEAGCH

GEAGCAREAG

CATGAREACT

BTACEECCER

ATETACEEEA

Consensus CATCAATAGT AGAAGCAGGA GCAGGAACAG GATGAACAGT CTACCCACCT CTAGCCGGAA

L
CAATACT AGAAGCACCA GCACCAACAG CATGRACAGT CTACCCACCT CTAGCCCCAR ATCTAGCCCA

100%
Conservatlon

Sequence Iogo
0.0bits

ATCTAGCCCA

41

5670

5670

5670

5670

5670

5670

T 5670

5670

5670

5740

5740

5740

5740

5740

5740

5740

5740

5740



5, 760

5,780

5,800

|
TmCTEATETAT

AJ489607 consensus TCEAGCACEA lllcllGlll TAAGBARTTTT TEACETGGAG TETAccTcEA
aateyseores [T [T T T TTIIET TR T T T
AJ489607 consensus lcllcclcll TEACTACAEE TAAEAATTIT ErEEETTEAT TTACETGCAC WCTEATETAT TTTACGTCEA
L e e F T T e e eeeees
AJ489607 consensus lcllcclcll TEAGTAGAEE TAAEAETTIT ErEEETTEAT TTECETGCAG mCTEATETAT TEmAcGTCEE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lGllGGlGll TEACTAGAEE AETTT @ TEAT TEACETCGAG WCTEA i TETAGGTCER
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lGlchlGll TEACTAGAEE TAAEAETTIT ErEEETTEAT TTECETNGCAG WCTEATETAT TEmACGTGEA
L e e F T T e e eeeees
AJ489607 consensus lGlchlcll TEAGTACAEE TAAEAETTIT ErEEETTEAT TTECEmGCAC WCTEATETAT TTTmAcGTCEA
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lGllGGlGll TEACTACAEE TAAEAATTIT EBrEEETTEAT TTACETGCAG WCTEATETAT TTTAcGTCEA
L e e F T T e e eeeees
AJ489607 consensus lcllcclcll TEAGTAGAEE TAAEAETTIT ErEEETTEAT TTECETNGCAG WCTEATETAT TEmAcGTCEA
L e e F T T e e eeeees
AJ489607 consensus lcllGGlcll TEACTACAEE TAAEAATTIT EBrEEETTEAT TTACEmGCAC WCTEATETAT TTmAcGTCEA
aateyseores [T T T T T TTITTT TR T T T T T e
Consensus TGCAGGAGCA TCAGTAGACC TAACAATTTT CTCCCTTCAT TTAGCTGGAG TGTCATCTAT TTTAGGTGCA

100%
comsenvaton ||| [ [ [0E 0] A0 T T e e
TGCAGGAGCA TCAGTAGACC TAACAATTTT CTCCCTTCAT TTAGCTCCAC TCTCATCTAT TTTAGGTCCA

0.0bits
5.8|20 5,8|40 5,8|60 S,BSIO
AJ489607 consensus ATTAETTETA FTAGEAETAT TATEAAEATC AAAGEEEEAC EEATAAGAEA cTATEAARET EEABTATETG
L e e F T T e e eeeees
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC AAAGEEEEAC EEATAREAER CTATEAAAET EEAETATTTC
L e e F T T e e eeeees
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC AAAGEEEEAC EEATAREAEA GTATEAAAET EEABTATTTGC
auaryseores [T [T T T TR T T T T T e
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC AAAGEEEEAC EEATAREAER CTATEAARAET EEAETATTTC
L e e F T T e e eeeees
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC AAAGEEEEAC EEATAREAER CTATEAARAET EEAETATTTC
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus ll TTAGEAETAT AEATC AAAGEEEEAC EEAT A GTATE BTTTG
\H T \H LT PP PO HHH\ RN HH\ \H H HHH i
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC HAAAGEEEEAC EEATAREAER CTATEAARAET EEAETATTTC
L e e F T T e e eeeees
AJ489607 consensus llllllllll TTAGEAETAT TATEAREATC AAAGEEEEAC EEATAREAEA GTATEAAAET EEAETATTTGC
ey seores [T T T T TR T T o
AJ489607 consensus llllllllll TTAEEAETAT TATEAAEATG MAAEEEEEAC EEATAAEAEA cTATEAMAET EEAETATTEG
L e e F T T e e eeeees
Consensus ATTAATTTTA TTACCACTAT TATCAACATG AAACCCCCAG CCATAACACA GTATCAAACT CCACTATTTG

100%
HHHHHHHHH\\HHHHHH\HHH R RN AL RO TN TR
seauence ooo” \TTATTTTA TTACCACTAT TATCAACATC ARACCCCCAG CCATAACACA CTATCARACT CCACTATTTC

0.0bits

42

5810

5810

5810

5810

5810

5810

5810

5810

5810

5880

5880

5880

5880

5880

5880

5880

5880

5880



5,900

5,920

S, 940

AJ489607 consensus TETCATEECT GEEcTAETcE AETAGEAGTC @ GllGllG GEATTAETA
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lllcllllcl AETTATTAER cEEcTAETGE TEETATTATE AETAEEAcCTC ETACEECEAC cEATTAETAT
IR R M \H LLLETTEEE T H H\
AJ489607 consensus lllcllllcl AETTATTAEA cEEcTAETGE TEETATTATE ASTAEEAcCTC ETACEECEAGC CEATTAET
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lllcllllcl AETTATTAEA GEECTAETCE [ TATE AETAGEACTC ETACEECEAC CEATTA
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lllcllllcl AETTATTAEA CEECTAETCE TEETATTATE AETAEEACTC ETACEECEAC CEATTAE
LR FP e PPy COE ey T erey Feruuts H H H\
AJ489607 consensus lllcllllcl AETTATTAEA cEEcTHAETGE TEETATTATE AETAEEAcCTG ETACEECEAC cEATTAETET
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus lllcllllc AETTATTAEA cEEcTAETGE TEETATTATE AETAEEAcTC ETACEECEAC GEAT
IR R M \H T HHH I H H\
AJ489607 consensus lllcllllcl AETTATTAEER cEEcTHAETGE TEETATTATE AETAEEACTG ETACEECEAC CEATTAETET
L e e F T T e e eeeees
AJ489607 consensus lllGllllcl AETTATTAEA cEEcTAETGE TEETATTATE AETAEEAcTC ETACEECEAC cEATTAETET
aateyseores [T T T T T TTITTT TR T T T T T e
Consensus TCTGATCCGT ACTTATTACA GCCGTACTGC TCCTATTATC ACTACCAGTG CTAGCCGCAG GCATTACTAT
100%
comsenvaton ||| [ || [0 O CO T T (L e
TUGATCCGT ACTTATTACA GCCCTACTCC TCCTATTATC ACTACCAGTC CTAGCCCCAG CCATTACTAT
0.0bits
5.9|60 5,9|80 6000 6,02|0
AJ489607 consensus AETAETAAEA CAEECEAAEE TAAAEAGHAAE TTTETETCAT @ GGIG GAGGGGHEEE AATTETETAE
I nmm \HHH T HH\ I
AJ489607 consensus llllllllll GAEECERAEE THAREAGAAE TrTETTECGAT EEEcETCGAGC GAGGGCHEEE AATTETETAE
L e e F T T e e eeeees
AJ489607 consensus llllllllll GAEECEAAEE TAAREAGAAE TrTETTTCAT BEEcETCGAC GAGGGCHEEE AATTETETAE
auaryseores [T [T T T TR T T T T T e
AJ489607 consensus llllllllll GAEECEAAEE THAAAEAEAAE TTTETTWGAT EEECETGGAG GAGGGCHEEE AATTETETAE
L e e F T T e e eeeees
AJ489607 consensus llllllllll GAEECEAAEE THAAEAGAAE TTTETTECGAT EEEcETCGAC GAGGGCHEEE AATTETETAE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus ll A GAEBECEA AEAAE @ TEGAT BEECETCGAC GAGGGCHAEEE AATTETETA
I H H\ \H LT \HH I nnmnmm
AJ489607 consensus llllllllll GAEECERAEE THAREAGAAE TTTETTECGAT EEEcETCGAGC GAGGGCHEEE AATTETETAE
I nmm \HHH H LT T HH\ I
AJ489607 consensus llllllllll GAEECEAAEE THAREAGAAE TTTETTECGAT EEEcETCGAC GAGGGCHEEE AATTETETAE
HHHHHHHHH\\HHH\H\HHHH\\HHHHHHHHH\\HHHHHH\HHH\HHHHHHHHH\HH\HHHHHHH\\HHHHHHH\HH
AJ489607 consensus llllllllll GAEECEAAEE THAAREAGAAE TTTETTECAT EEEcETCGAGC GAGGGCHEEE AATTETETAE

Quality scores

Consensus ACTACTAACA

GACCGCAACC TAAACACAAC TTTCTTTGAT CCCGCTGGAG GAGGGGACCC AATTCTCTAC

Conservanon

Sequencelogo
0.0bits

A
ACTAACA

LT ]
CACCCCAACC TAMCACAAC T

43

L
TTCTTTCAT CCCGCTCCAG CACCCGACCC ARTTCTCTAC

5950

5950

5950

5950

5950

5950

5950

5950

5950

6020

6020

6020

6020

6020

@ 6020

6020

6020

6020



AJ489607 consensus EACEATETGT

Quality scores

6, 040

IIIGIIIIII

MGGCEAEEEA

6,060

|
GAACTTTATA

EEEAGCCATTT

GGAATTATTT

AJ489607 consensus llGlllllGl

Quality scores

FETCATTETT

FcCCEAEEEA

CRACTTTATA

BEEACCATER

GCAATTATTT

AJ489607 consensus IIGIIIIIGI

Quality scores

TETCATTETT

TGGCEAREEA

GAACTTTATA

EEEACCETTT

GCGARTTATTT

AJ489607 consensus llclllllcl

Quality scores

TETCATTETT

MGGCEAEEEA

GAACTTTATA

T EEEACCATET

GGARTT

AJ489607 consensus IIGIIIIIGI

Quality scores

TETCATTETT

TGGCEAREEA

GAAGTTTATA

EEEAGCEATTT

GGAATTATTT

AJ489607 consensus IIGIIIIIGI

Quality scores

TETCATTETT

TGGCEAREEA

GAACTTTATA

EEEACCETTT

GGARTTATTT

AJ489607 consensus ||c.|ll||c.|

Quality scores

I TGGCEABEEA

CRACTTTATA

T BEEACCATET GG

FETCATTET

AJ489607 consensus llGlllllGl

Quality scores

TETCATTETT

TGGCEAREEA

GAACTTTATA

EEEACCETTT

GGARTTATTT

AJ489607 consensus IIGIIIIIGI

Quality scores

TETCATTETT

MGGCEAEEEA

GAACTTTATA

EEEACCATTT

GGAATTATTT

Consensus CAGCATCTGT TCTGATTCTT

100%
Conservatlon

Sequence Iogo
0.0bits

TGGGCACCCA

GAAGTTTATA

TTCTTATCCT

CCCAGGATTT

GGAATTATTT

HONCTT

AJ489607 consensus BABATGTACT

Quality scores

10
|

LT
TCTGATICTT

TLGGCACCCA

6,120
|

FEECCARARR

CAACTTTATA

AACAAEETTT

TN
TTCTTATCCT

6,140
|

BcCETATATA

LI
CCCACCATIT

GGARTAGTAT

[ )
[ )

il
ITATT

GACBAATAAT

AJ489607 consensus lllllGllGl

Quality scores

TEECCARARR

AACAABETTT

EcCETATATA

GGARTACTAT

GACEAATAAT

AJ489607 consensus lllllGllGl

Quality scores

TEECCARAAR

AACAABETTT

EcGETATATA

GGAARTAGTAT

GAGEAATAAT

AJ489607 consensus IIIIIGIIGI

Quality scores

TEECCARARR

AACAABETTT

EcCETATATA

GGARTACTAT

GACEAATAAT

AJ489607 consensus IIIIIGIIGI

Quality scores

TEECCARARR

AACAABETTT

EcCETATATA

GGARTACTAT

GACEAATAAT

AJ489607 consensus ll ATGTAGT T

Quality scores

B TEECCHARER

AACAABETTT

@cc@Em

B GGABTACTAR

GACEAA

AJ489607 consensus IIIIIGIIGI

Quality scores

TEECCARAARR

AACAABETTT

EcCETATATA

GGARTAGCTAT

GACEAATAAT

AJ489607 consensus lllllcllcl

Quality scores

TEECCARAAR

AACAABETTT

EcCETATATA

GGAARTAGTAT

GAGEAATAAT

AJ489607 consensus lllllGllGl

Quality scores

FEECCARARR

AACAAEETTT

BcCETATATA

GGARTAGTAT

GACBAATAAT

Consensus CACATGTAGT TACTTACTAC TCCGGAAAAA AAGAACCTTT CGGCTATATA

100%
Conservatlon

Sequence Iogo
0.0bits

GGAATAGTAT

GAGCAATAAT

> CACATCTACT

L
TACTTACTAC

LT
TOCLCARAA

LT
AGAACCTIT

44

UL
(GGCTATATA

UL
CCANTAGTAT

L
CACCAATAAT

6090

6090

6090

T 6090

6090

6090

F 6090

6090

6090

6160

6160

6160

6160

6160

T 6160

6160

6160

6160



AJ489607 consensus GTETATTGCE

6,180

|
TTTETAGGET

TTATTGTATG

6,200

|
AcEEEAEEAR

ATATTEAEAC

TAGGATTAGA

TCTACAGAGA

Quality scores

AJ489607 consensus GllllllGGl

FETETACCET

FTATTCTATG

AcEEEAGERE

ATATTEABAC

FAGGATTACH

FcTACABARA

Quality scores

AJ489607 consensus GTETATTGCE

TETETAGCET

TTATTCTATG

AcEEEAEEAR

ATATTEAEAC

TWAGGATTAGCA

TCTACAGAGA

Quality scores

AJ489607 consensus GTETATTGCE T

THAGGET W

TEGTATG

AcEEEAEEAR

ATAT Ac

TAGGATTAGA

TCTAcCAEAE

Quality scores

AJ489607 consensus GTETATTGCE T

ETAGCER

TTATTCTATG

AcEEEAEEAE A

TATTEARAC

MAGGATTAGCA

mcTHACAGAGA

Quality scores

AJ489607 consensus GTETATTGCE

TTTETAGGET

TTATTGTATG

AcEEEAEEARE

ATATTEAEAC

TWAGGATTAGCA

TCTACAGAGA

Quality scores

AJ489607 consensus GTETATTGGE

TAGGATTACH

Quality scores

FETETACCET

FTATTCTATC

AcEEEAGERSE

mcTACAEAR

AJ489607 consensus GTETATTGCE

TTTETAGGET

TTATTCTATG

AcEEEAEEAR

ATATTEAEAC

TMAGGATTAGCA

mCTACAGAGA

Quality scores

AJ489607 consensus GTETATTGCE

TTTETAGGET

TTATTGTATG

AcEEEAEEAR

ATATTEAEAC

TAGGATTAGA

TCTACAGAGA

Quality scores

Consensus GTCTATTGGC

TTTCTAGGCT

TTATTGTATG

AGCCCACCAC

ATATTCACAG

TAGGATTAGA

TGTAGACACA

Sequence Iogo
0.0bits

e s (OO

AJ489607 consensus ECAGETTAGT

6,240
|

L
TTTCTAGGCT

FTASATEACE

I
TTATTCTATC

6,260
|

L]
ACCCCACCAC

ATECEARTTE

L]
ATATTCACAC

6,280
|

BTABECCTCE

T
I

AGGATTACA TCTACACACA

BAAACTATER

6,300
|

AcETCABTTC

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

ETABECGTGE

EARACTATTE

BcETCARTTC

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

BrAEEccEGT

EARACTATTE

AcETcAETTG

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

ETABECCTGH

EARACTATTT

BcETCARTTC

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

ETABECCTGT

EARACTATTE

AcETCARTTC

Quality scores

AJ489607 consensus lGlGll

ATEACE @

ATECEAATTE

ErAEEccEGT

EARACTATE

i ACETGAETTG

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

ETABECCTGH

EARACTATTE

BcETCARTTC

Quality scores

AJ489607 consensus lGlGllllll

TTABATEACE

ATECEAATTE

BrAEEccEGT

EARACTATTE

AcETcAETTG

Quality scores

AJ489607 consensus lGlGllllll

FTASATEACE

ATECEARTTE

BTABECCTCE

BAAACTATER

AcETCABTTC

Quality scores

Consensus CGAGCTTACT TTACATCAGC CACTATAATT ATCGCAATTC CTACCGGTGT CAAAGTATTT AGCTGACTTG

100%
Conservatlon

Sequence Iogo
0.0bits

M
CCTTACT

L
TTACK

IHIHInn
TCACC CACTATAATT A

L]
TCGCAA

45

LT
TTC CTACCCTCT CAMACTATTT

L
ACCTCACTIC

6230

6230

6230

A 6230

6230

6230

B 6230

6230

6230

6300

6300

6300

6300

6300

6300

6300

6300

6300



AJ489607 consensus EAREEETAEA

6, 320

lGGlGGlll

ATTARATCAR

6,340

|
ETEEACETAT

AETATGAGER

|
TEACCETTETA

6,360

Quality scores

AJ489607 consensus llllllllll

BGCAGGTART

ATTAAATCAT

ETEEACETAR

AETATGACER

FTACCETTTA

Quality scores

AJ489607 consensus llllllllll

BGCAGCTAAR

ATTARATCAR

ETEEACETAT

AETATGACER

THACCETTETA

Quality scores

AJ489607 consensus ll

A BGCAGGTAAT A

AT CAT

ETEEACETAT

AETATGAGER

TEAccETTT

Quality scores

AJ489607 consensus llllllllll

BGGAGCTAAR

ATTARATCAR

ETEEACETAT

AETATCACER

THACCETTTA

Quality scores

AJ489607 consensus llllllllll

BGCAGCTAAR

ATTARATCAR

ETEEACETAT

AETATGAGER

TEACCETTETA

Quality scores

AJ489607 consensus

A BCGGAGGTAAT

CAT BTEEACETAT

AETATCACEE WTAGG

Quality scores

AJ489607 consensus llllllllll

BGCAGCTAAR

ATTARATCAR

ETEEACETAT

AETATGACER

TEACCETTTA

Quality scores

AJ489607 consensus llllllllll

EGGAGGTAAT

ATTARATCAR

ETEEACETAT

AETATGAGER

THACCETTETA

Quality scores

Consensus CAACCCTACA

CGGAGGTAAT

ATTAAATGAT

CTCCAGCTAT

ACTATGAGCC

TTAGGCTTTA

TTTTCTTATT

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus FABAGTTCCE

MCCCTACK

LD
(LGACCTAAT

L]
ATTAMATCAT

6,400
|

L]
CTCCAGCTAT

L]
ACTATGAGC

6,420
|

TEEETTCARA

T
A

CCCTTTATITTCTTATT

FECTCETTEA

6,440
|

BcATAEATAR

Quality scores

GCFETAREEC

CEARTGETT

AJ489607 consensus IIIIGIIGGI

GGTETAREEC

GAATEGTETT

TEEETTCATA

TECTCETTEA

EBcATABATAE

Quality scores

AJ489607 consensus llllGllGGl

GGTETAAREC

GAATEGTETT

TEEETTCAGA

TECTCETTEA

EBcATABATAE

Quality scores

AJ489607 consensus IIIIGIIGGI

GGTETARREC

GABTEGTETT

TEEETTCASA

mEcTCETTEA

EBcATABATASE

Quality scores

AJ489607 consensus IIIIGIIGGI

GGTETAREEC

GAATEGTETT

TEEETTCATA

TECTCETTEA

EcATABATAE

Quality scores

AJ489607 consensus llllcllccl

GGTETAAREC

GAATEGTTTT A

TEEETTCAGA

TEcTcETTE

A EcATAE

Quality scores

AJ489607 consensus IIIIGIIGGI

GGMETAREEC

GABTEGTETT

TEEETTCATA

TMECTCETTEA

EcATABATAE

Quality scores

AJ489607 consensus llllcllcc

TETAAGEGC

GAATTGET

TEEETTCAEA

TECTCETTEA

EBcATABATAE

Quality scores

AJ489607 consensus llllGllGGl

GCFETAREEC

GRARTCETTT

TEEETTCARA

FECTCETTEA

BcATAEATAR

Quality scores

Consensus TACAGTTGGT GGTCTAACCG GAATTGTTTT ATCCAACTCA TCCCTTGACA

TCGTGCTTCA

CGATACATAC

100%
Conservatlon

Sequence Iogo
0.0bits

DRI
AGTTCCT GCTCTARCCE GRATTC

Il
M

L]
ATCCAAC

46

LT
TCA TCCCTTCACA TCC

i
TGCTICA

LT
(CATACATAC

6370

6370

6370

T 6370

6370

6370

F 6370

6370

6370

6440

6440

6440

6440

6440

@ 6440

6440

6440

6440



AJ489607 consensus TATGTAGTAC EEEATTTE

Quality scores

A ETATCTTETA

|
TEAATCGGAG

6,480

BAGTcTTmcE

|
TATEATACEA

6,500

GGATmTGTTE

AJ489607 consensus lllGllGllG EEEATTTEEA

Quality scores

ErATCTTETA

TEAATCGCAGC

BACTCTTTCE

TATEATACER

GGARTTCTTE

AJ489607 consensus IIIGIIGIIG EEEATTTE

Quality scores

AM89607cmwamm TATGTAGTAG EE

Quality scores

A GBTATGTTETA T

BAATCGGAG

BACTCTTTCE

TATEATACEA

GGATRTCTTE

A ETATCTTETA

TEAATCGGAG

| <[ efusleffifuife] °

TATEATACEA

GGATmTGTTE

AJ489607 consensus IIIGIIGIIG EEEATTT

Quality scores

A GTATCTTETA T

BAATCGGAG

BACTCTTTCE

TATEATACEA

GGATRTCETE

AJ489607 consensus IIIGIIGIIG EEEATTTEEA

Quality scores

ETATCTTETA

TEAATGCGAG

BACTCTTTCE

TATEATACEA

GGATRTCTTE

AJ489607 consensus ll [e] |

Quality scores

A BTATCTFETA T

EAATGGGAG

BACTGTTTCE

TATEATACEA

GGARFTCTTE

AJ489607 consensus IIIGIIGIIG EEEATTTEEA

Quality scores

ETATCTTETA

TEAATGCGAG

BACTCTTTCE

TATEATACEA

GGATRTCTTE

AM89607cmwawm fATcTAGTAC EEEATTTEEA

Quality scores

ETATCTTETA

TEAATCGGAG

BAGTcTTmcE

TATEATACEA

GGATmTGTTE

Consensus TATGTAGTAG CCCATTTCCA

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

CTATGTTCTA

TCAATGGGAG

CAGTGTTTGC

TATCATAGCA

GGATTTGTTC

TATGTAGTAC

6,520
|

AJ489607 consensus BETCATTEEE

Quality scores

LI
CCCATTTCCA

il
CHTETE,

A GcETTEAEESE

L]
TCAATCGOAC

TACATCAEAE

]
CAGTCTTTCC

6,560
|

ATCACEARRA

T
TATCAT

ACCA GGATTTCTTC

CEEEAETTEC @

6, 580

AJ489607 consensus lllGllllll

Quality scores

CCETTEAREE

TACATCAEAE

ATCACEARAR

GEBEABTTEC

AJ489607 consensus lllGllllll

Quality scores

GCETTEAREE

TACATCAEAE

ATGACEARAR

GCEEEABTTEC

AJ489607 consensus lllGllllll

Quality scores

CCETTEAREE

TACATCAEAE

ATCACEARAR

GEBEABTTEC

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

CCETTEAREE

TACATGAEAE

ATCACEARAR

GEEEABTTEC

A GCETTEAREE

TWAGATGAEAR

ATcACEARAR

GEEEABTTEC

AJ489607 consensus lllGllllll

Quality scores

CCETTEAREE

TACATCAEAE

ATCACEARAR

GEBEABTTEC

AJ489607 consensus lllGllllll

Quality scores

CCETTEAREE

TACATCAEAE

ATGACEARAR

GCEEEABTTEC

AJ489607 consensus lllGllllll

Quality scores

GCEFTEAREE

TACATCAEAE

ATCACEARRA

GEEEAETTEC

Consensus ACTGATTCCC ATTATTTTCA GGCTTCACCC TAGATGACAC ATGAGCAAAA

100%
Conservatlon

Sequence Iogo
0.0bits

GCCCACTTCG

CCATCATATT

T
ATTCCC

]
ATTAT

47

IR ATt
TTTCA CCCTTCACCC TAGATCACAC ATCACCAAAR CCCCACTTCC CCATCATATT

6510

6510

6510

6510

6510

6510

6510

6510

6510

6580

6580

6580

6580

6580

T 6580

6580

6580

6580



6,600

|
AJ489607 consensus EcFAGGAGTA AAGATAREAT

6, 620

IIIG GGEBTTTEAC GAATARE

G ABCETAETEA

HHHHHHHH\H\HHHHH\HHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHH\HHHH\HHH\HHHHHH\HHHHHHHH\H
AJ489607 consensus lGllGGlGll AAEATAAEAT TETTEEETEA AEATTTEETC cCCEETTTEAC CAATAEEAEC AECETAETEA
IR \HH H H H HHH I HHH H H H HH\ TN
AJ489607 consensus IGIIGGIGII AAGATAAGAT TETTEEETEA A G GCEETTTEAG GA AEcETAETEA
HHHHHHHH\H\HHHHH\HHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHH\HHHH\HHH\HHHHHH\HHHHHHHH\H
AJ489607 consensus lGllGGlGll BAA EETER A TG GGE AECETA

HHHHHHHH\H\HHHHH\HHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHH\HHHH\HHH\HHHHHH\HHHHHHHH\H
A489607 consensus IGIIGGIGII AAGATAAEGAT TETTEEETEA A G GCEETTTEAC GA AEcETAETEA
IR \HH H H H HHH I HHH H H H HH\ TN
AJ489607 consensus IGIIGGIGII AAGATAAGAT TETTEEETEA AEATTTEETC CCEETTTEAC CAATAGEAEC AECETAETEA
HHHHHHHH\H\HHHHH\HHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHH\HHHH\HHH\HHHHHH\HHHHHHHH\H
AJ489607 consensus IGIIGGIGI AAEATAREAT TE EETER TG GGE BAECETAETE
IR \HH 1l HHH I \HHH 1l HHH\ \H HHH 1 H HH\ TN
AJ489607 consensus IGIIGGIGII AAGATAAGAT TETTEEETEA AEATTTEETC CCEETTTEAC CAATAEEAEC AECETAETEA
LT e e T (et (e
AJ489607 consensus IGIIGGIGII AAGATAAGAT TETTEEETEA AEATTTEETC CCEETTTEAC CAATAGEAEC AECETAETEA
awatey seores. [T L T T T
Consensus CGTAGGAGTA AACATAACAT TCTTCCCTCA ACATTTCCTG GGCCTTTCAG GAATACCACG ACGCTACTCA

100%
conservaior | |[[[[ [N L LLIEEA T LR LR TR [ ] L
CCTAGGAGTA AACATAACAT TCTTCCCTCA ACATTTCCTC GGCCTTTCAC GAATACCACE ACCCTACTCA

0.0bits
6.660 6,680 6,7|00 6,72|0
AJ489607 consensus GllllllllG ATGETTAEAE EAEATCAAAE AETCTETETT EWATACCATE ATTTATTTEA ETAREACETC
A
AJ489607 consensus GllllllllG ATCETTAGAE EAEATCAAAE HMETGTETETT ETATACCATE ATTTATTITEA ETAAEACETC
A
AJ489607 consensus GllllllllG ATCETTAGAE EAEATGAAAE AMETGTETETT EBTATAGCATE ATTTATTTEA ETAAEACETG
awatey seores [T LT XX T T T A T
AJ489607 consensus GllllllllG ATCETTAGAE EAEATCAAAE HMETCTETETT ETATACCATE ATTTATEITEA ETAAEACETC
A
AJ489607 consensus GllllllllG ATCETTAGAE EAEATCAAAE METGTETETT EBTATAGCATE ATTTATITEA ETAAEACETG
HHHHHHHH\H\HHHHH\HHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHH\HHHH\HHH\HHHHHH\HHHHHHHH\H
AJ489607 consensus Gllll BAc ATcETTA ATfcAAAE AETCGTETETT ETATACCATE ATETA BEACETG
\H LT T T e H H\ \H LT
AJ489607 consensus GllllllllG ATCETTAGAE EAEATGAAAE HMETCTETETT ETATACCATE ATTTATTITEA ETAAEACETC
Qualty scores A
AJ489607 consensus GllllllllG ATCETTAGAE EAEATGAAAE AMETGTETETT EBTATAGCATE ATTTATTITEA ETAAEACETG
awatey seores [ [T L XXX LT T P T
AJ489607 consensus GllllllllG ATGETTAEAE EAEATCAAAE AETCTETETT ETATACCATE ATTTATTTEA ETAREACETC
TN
Consensus GACTACCCAG ATGCTTACAC CACATGAAAC ACTGTCTCTT CTATAGGATC ATTTATTTCA CTAACAGCTG

100%
HHHHHHHH\H\HHHHHHHHH\HHHHH\HHHH\HHHHHHHHH\\HHHHHHHHH\HHHHHHHHH\HHHHHHHH\H
seavence eee (ACTACCCAG ATGCTTACAC CACATCARAC ACTCTCTCTT CTATACCATC ATTTATTTCA CTAACAGCTC

0.0bits

48

6650

6650

6650

A 6650

6650

6650

B 6650

6650

6650

6720

6720

6720

6720

6720

6720

6720

6720

6720



AJ489607 consensus TTETEATEAT

Quality scores

6,740

|
CATETTTATA A

TTETGAGAGG

|
EErTmcETTE

6,760

ARAAEGAGAR

6,780

|
GHARTATEAC

TATEcTATCE

AJ489607 consensus llllllllll

Quality scores

CATETTTATA

ATTTCACAGC

EETTmcETTE

AAARECACHA

GRAATATEAC

TATECTATCE

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

CATETTTATA A

TEmcAGHGG

EETTmcETTE

ARAAEGAGER

GHARTATEAC

TATEcTATCE

T GATEW

A ATTTCAGAGG

E@rTmcETTE

ARAAEGAGAR

GTAATATEAG

TATECTATCE

AJ489607 consensus llllllllll

Quality scores

GATETTTATA

ATTTcAGHGG

EETTmcETTE

ABABECAGAR

GHAATATEAGC

TATEcTATCE

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

GATETTTATA

ATTTEGACAGG

EETTmcETTE

ARAAEGAGAR

GTARTATEAC

TATECTATCE

TETGAGAGG

BETTTCETTE

ARAAECACEA G

TATECTATCE

AJ489607 consensus llllllllll

Quality scores

GATETTTATA

ATTTECAGAGG

EETTmcETTE

ARABECAGER

GHAATATEAGC

TATEcTATCE

AJ489607 consensus llllllllll

Quality scores

GATETTTATA

BTNTTCAGAGG

EErTmcETTE

ARAAEGAGAR

GHARTATEAC

TATEcTATCE

Consensus TTCTCATCAT GATCTTTATA

100%
Conservatlon

Sequence Iogo
0.0bits

ATTTGAGAGG

CCTTTGCTTC

AAAACGAGAA

GTAATATCAG

TATCGTATGC

TICTCATCAT

6,800
|

AJ489607 consensus TTEAREARAT

Quality scores

L
CATCTITATA

FTACAATCAR

L]
ATTTCAGACC

6,820
|

FTEATCCETC

L]
CCTTTCCTIC

L]
ARRACCAGAA

6,840
|

CTANTATCAG

FECACCAREE

I
THTCTAT

AAEETATCTA

AJ489607 consensus llllllllll

Quality scores

TrACAATCAE

TTEATCCETC

TECACCAAEE

AABETATCTA

AJ489607 consensus llllllllll

Quality scores

TrACAATCAE

TTEATGGETG

TEGAcCCAAEE

AABETATCTA

AJ489607 consensus llllllllll

Quality scores

TTACAATCAE

TTEATGCETC

TECACCAAEE

AABETATCTA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TrACAATCAE

TTEATCCETC

TECACCAAEE

AABETATCTA

T TTACABETCAE ©

AFGCETC @

TEGACCAAEE

AABETATCTA

AJ489607 consensus llllllllll

Quality scores

TTACEATCAE

TTEATCCETG

TMECACCAAEE

BAABETATCTA

AJ489607 consensus llllllllll

Quality scores

TTACABTGAE W

TEATCCETG

TEGAcCCAAEE

AABETATCTA

AJ489607 consensus llllllllll

Quality scores

FTACAATCAR

FTEATCCETC

FECACCAREE

AAEETATCTA

Consensus TTCAACAAAT TTAGAATGAC TTCATGGCTG CCCTCCACCA TATCACACAT TCGAGGAACC AACCTATGTA

100%
Conservatlon

Sequence Iogo
0.0bits

LT
AMCARAT

L
TTAGRATCAC

LT ]
TTCATGGCTC CCCTCCACCA TA

49

IR
TCACACAT TCCAGCAACC MCC

i
TATGTA

6790

6790

6790

6790

6790

6790

6790

6790

6790

6860

6860

6860

6860

6860

6860

6860

6860

6860



6,880

|
AM89607cmwawm ARACTARART AACARAGGAR

GGAATECARE

MGGTTTEAAG

6,920

ATEETATATC

Quality scores

AJ489607 consensus lllGllllll BAACARAGGAR

GCARTECARE

FcCTTTEARGC

ATEETATARC

Quality scores

AJ489607 consensus lllGllllll BACABAGGAR

GGAATECAAS

WCCTTTEARC

ATEETATATC

Quality scores

AJ489607 consensus lllGll

AAGARAGGAR

GGAATECAAE @

TGGET BAG

ATATG

Quality scores

AJ489607 consensus lllGllllll BAGABAGGAR

GGAATECAAS

WGGRTTEARGC

ATEETATATC

Quality scores

AJ489607 consensus IIIGIIIIII AACARAGGAR

GGAATECAAS

TCCTTTEAAC

ATEETATATC

Quality scores

AJ489607 consensus ll Gl BACAAAGGER

GCARTECARE

Quality scores

FcCTTTEARGC

AJ489607 consensus IIIGIIIIII AACARAGCAR

GGAATECAAS

WCCTTTEARGC

ATEETATATC

AM89607cmwawm ARACTARART AACARAGGAR

GGAATECARE

MGGTTTEAAG

ATEETATATC

Quality scores

Consensus AAAGTAAAAT AAGAAAGGAA

GGAATCGAAC

CCCCTAAAAT

TGGTTTCAAG

CCAATCTCAT

ATCCTATATG

conserasin [T T
ARACTARAAT ARCARAGCAA

20608
6,940
|

Sequence logo
AJ489607 consensus TETTTETEAR TAACATANTA

CORATCCAAC

6,960
|

GTARAATEAA

L
CCCCTAAMAT

TUCTTTCA

|
TECTEARACE

LI
CCAATCTCA

TAAATTATAC A

—A
= =
—

T
T

0.0bits

Quality scores

AM89607cmwmwm TETTTETEAR TAACATATTA

GTAAAATEAR

TEGTEARAGT

TARATTATAC

Quality scores

AM89607cmwﬂww TETTTETEAA TAACATATTA

GTAAAATEAR

TEGTEARAGT

TARATTATAC

Quality scores

AM89607amwnﬂw TETTTETEAA TAACATATTA

GTAAAATEAR

TEGTEARAGT

TARATTATAGC

Quality scores

M48mm7cmwawm TETTTETEAA TAACATATTA

GTAAAATEAR

TEGTEARAGT

TARATTATAC

Quality scores

AJ489607 consensus ll A TARGATATTA

GTARAATEAR T

TEGTEARAGT

TARATTATAC A

Quality scores

AM89607cmwmwm TETTTETEAR TAACATATTA

GTAAAATEAR

TEGTEARAGT

TWARATTATAC

Quality scores

AM89607cmwawm TETTTETEAA TAACATATTA

GTARAATEAR

TEGTEARAGT

TARATTATAC

Quality scores

N4&m07cmwawm TETTTETEAR TAACATATTA

GTARAATEAA

TECTEARACE

TAAATTATAC

Quality scores

Consensus TCTTTCTCAA

TAAGATATTA GTAAAATCAA TTACATAACT TTGTCAAAGT TAAATTATAG ATCAATAATC

Conservatlon

Sequence Iogo
0.0bits

e LTI T
TTCTCAR TAACATATTA

LI
CTARAATCAA

I
I

50

LU R LT LT
TACATAACT TTGTCARACT TARATTATAC ATCAATAATC

6930

6930

6930

6930

6930

6930

G 6930

6930

6930

7000

7000

7000

7000

7000

@ 7000

7000

7000

7000



AJ489607 consensus TATATATETT

|
ATATCcCEETA

7,020

|
EFTccTETAR

7,040

ARcAECEEAE

ATACARCHCE

Quality scores

AJ489607 consensus llllllllll

BTATCCEETA

BrfccTETAR

AACAECEEARE

ATACARCACHE

Quality scores

AJ489607 consensus llllllllll

ATATcCEETA

EFTccTETAR

ARCAECEEAE

ATACARCACE

Quality scores

AJ489607 consensus ll

T BTATCCEETE §

EFTccTETAR

ARCAECEEARE

i ATACAAGACE

Quality scores

AJ489607 consensus llllllllll

ATATGCEETA

BFTcCTETAR

ARCAECEEAE

ATAGARGACE

Quality scores

AJ489607 consensus llllllllll

ATATcCEETA

EFTccTETAR

ARCAECEEAE

ATAGARGACE

Quality scores

AJ489607 consensus

i ATATCCEETA EE

A @TTccTErAR

AACAECEEEE A

ATACARCACHE

Quality scores

AJ489607 consensus llllllllll

BTATCcCEETA

BFTccTETAR

ARCAECEEAE

ATAGARGACE

Quality scores

AJ489607 consensus llllllllll

ATATCcCEETA

EFTccTETAR

ARcAECEEAE

ATACARCHCE

Quality scores

Consensus TATATATCTT

ATATGGCCTA

CCCATTCCAA

CTTGGTCTAC

AAGACGCCAC

ATCCCCTATT

ATAGAAGAGC

2 Ob\ls

Sequence logo
0.0bits

et TITATATCTT

7,080
|

AJ489607 consensus TAATABBTTT

L
ATATCCCCTA

BEATCATEAS

L]
CCCATTCCAA

7,100
|

]
CTTCGTCTAC

TTECTETTTEET

L]
A

AN,

|
AATTACETER

]
ATCCCCTATT

TTACTEETER

I
ATRANCAC

Quality scores

AJ489607 consensus llllllllll

EEATCATEAR

el <[ <l

AATTACETER

mTACTEETET

Quality scores

AJ489607 consensus llllllllll

EEATGATEAE

TTCTETTTEET

AATTACETER

TTACTEETET

Quality scores

AJ489607 consensus llllllllll

EEATGATEAR

el <[ <lul

AATTACETERE

mTACTEETET

Quality scores

AJ489607 consensus llllllllll

EEATCATEAR

el <[ <l

AATTACETER

TmTACTEETET

Quality scores

AJ489607 consensus ll

I EEATCATEAE A

TTcTETTTEET

AATTACETER

mTAGTE

Quality scores

AJ489607 consensus llllllllll

EEATCATEAR

el <[ <l

AATTACETER

mTACTEETET

Quality scores

AJ489607 consensus llllllllll

EEATCATEARE

el <[ <l

AATTACETER

TTACTEETET

Quality scores

AJ489607 consensus llllllllll

BEATCATEAS

TTECTETTTEET

AATTACETER

TTACTEETER

Quality scores

Consensus TAATAAATTT CCATGATCAC ACACTAATAA TTGTTTTCCT AATTAGCTCC TTAGTCCTCT ATATCATCTC

100%
Conservatlon

Sequence Iogo
0.0bits

I
TARATIT CCATGATCAC ACACTRATAA T

UL
TGTTTTCCT

51

LT
ATTAGCTCC

L
TTAGTCCTCT

L
ATATCATCTC

7070

7070

7070

7070

7070

7070

7070

7070

7070

7140

7140

7140

7140

7140

B 7140

7140

7140

7140



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon

Sequence Iogo
0.0bits

GRTARATATTA

7,160

7,180

|
AACEAGAATA

GATCEAEAAG

|
BAcTTCARAE

7,200

EATTTGARET

Glllllllll

AACEAEAATA

GATCEAEAAGC

BACTTCARER

BATTTCARET

CRTARTATTA

AACEAGAATA

GATCEABAAC

BEGTTCABEAR

EATTTCARET

GETAAT

AACEAGAATA

GATCEAEAAG

BAAGTTCAAARE @

mncAAET

GRTAATATTA

AACEAGAATA

GATGEABAAG

BEGTTCAHEAR

EATTTCARET

GRTARTATTA

AACEAGAATA

GATCEABAAC

BEGTTCAREAR

EATTTCGARET

CETA

BACTTCARER

AACEAGAATA

CATCEAEAAG

BATTTCARR

GRTAATATTA

AACEAGAATA

GATCEABAAG

BEGTTCAHEAR

EATTTCARET

GRTARATATTA

AACEAGAATA

GATCEAEAAG

BAcTTCARAE

EATTTGARET

GCTAATATTA

ACAACAAAAC

TAACACATAC

AAGCACAATA

GATGCACAAG

AAGTTGAAAC

CATTTGAACT

(CTMTATTA ACMCAMAC

7, 220

AJ489607 consensus lllllllllG ETCTRAATEET

Quality scores

T
TAACACATAC

7,240
|

I
ARCCACAATA

CEFETEEEET

CATGCACAAC

7,260
|

ETETAECEAR

L]
ARCTTCAMC

il
CATTCAT

ATACAECARA

AM89607cmmeM ATTETAEEAC BFCTAATEET

Quality scores

GETETEEEET

ETETAGCEAT

ATACASCHAAA

AM89607cmwawm ATTETAEEAC ETcTAATEET

Quality scores

CETETEEEET

ETETAGCEAT

ATACASCHAAA

AM89607amwnﬂw ATTETAEEAC BFCTAATEET

Quality scores

GETETEeEET

ETETAGCEAT

ATACABCHAAA

M48mm7cmwawm ATTETAEEAC EFcTAATEET

Quality scores
AJ489607 consensus

Quality scores

CETETEEEET

ETETAGCEAT

ATACAECHAAA

T BrETAGCEAT

B AFfACAECAAA

AM89607cmwmwm ATTETAEEAC BFCTAATEET

Quality scores

GETETEeEET

ETETAGCEAT

ATACAECHAAA

AM89607cmwawm ATTETAEEAC ETCTARTEE

Quality scores

CETETEEEET

ETETAGCEAT

ATACASCHAAA

AM89607cmwawm ATTETAEEAC E@TCTAATEET

Quality scores

CEFETEEEET

ETETAECEAR

ATACAECARA

Consensus ATTCTACCAG CTGTAATCCT TATCATAATT GCTCTCCCCT CTCTACGCAT TCTATATATA

100%
Conservatlon

Sequence Iogo
0.0bits

ATAGACGAAA

T
CTACCAC

L
CTCTAATCCT

52

I A A A
TATCATAATT CCTCTCCCCT CTCTACCCAT TCTATATATA ATAGACCAAA

7210

7210

7210

7210

7210

7210

E 7210

7210

7210

7280

7280

7280

7280

7280

7280

7280

7280

7280



AJ489607 consensus TEAAEAREEE

Quality scores

|
BcTATTAAGE

7,300

GTTAARAGEA

TAGGCEAEEA

ATGATAETGA

|
AcETAGCAAT

7,340

ATAETGAGTA

AJ489607 consensus llllllllll

Quality scores

BcTATTAAGE

CTTARAAEEA

TACGCEAEEA

ATCATABTCA

ACETAECART

ATAETCABTA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BcTATTAAGE

CRTARAAREA

TAGGCEAEEA

ATGATAETGA

AcETAGCAAT

ATAETGAGTA

E BCTATTAAEE

GTTARAAGEA

TAGGCEAEEA

ATGATAETGA

BAcETAEGAAT A

ETncAETA

AJ489607 consensus llllllllll

Quality scores

BcTATTAAGE

GRTARAAGEA

TWAGGCEAEEA

ATGATAETCA

BAcETAGCAAT

ATAETCAGTA

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

BcTATTAAGE

CRTAARAGEA

TAGGCEAEEA

ATGATAETGA

HAcETAGCAAT

ATAETGAGTA

FACGCEAEEA

GA AcETAECART ATAETCABTA

BcTATTAAEE

CTTARAAEEA

ATCATAGT

AJ489607 consensus llllllllll

Quality scores

BcTATTAAGE

GTTARAAREA

TMAGGCEAEEA

ATGATAETCA

AcETAGCAAT

ATAETGAGTA

AJ489607 consensus llllllllll

Quality scores

BcTATTAAGE

GTTAARAGEA

TAGGCEAEEA

ATGATAETGA

AcETAGCAAT

ATAETGAGTA

Consensus TCAACAACCC CGTATTAACC

100%
Conservatlon

Sequence Iogo
0.0bits

GTTAAAACCA

TAGGGCACCA

ATGATACTGA

AGCTACGAAT

ATACTGACTA

TCARCAACCE

7,360
|

AJ489607 consensus TCARGABETA

Quality scores

LT
(CTATTAACC

FCETTTCATTE

(TTAARACCA

7,380
|

I
TACGCCACCA

T
ATATCTCA

CABETARAAE

L]
ACCTACCAAT

[ Julelefule] 1] u]

T
AT

AECAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TCEFTTCATE

GCAEETAAAAG

EBTccTcARET

AECAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TGEFTTCATE

CAGETAARAG

BrccTcAAET

AEcAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TCEFTTCATE

GAEETAAAAG

EBTcCTcARET

AECAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TCETTTCATE

CAEETAAAAG

EBTccTcARET

AECAETCETA

AJ489607 consensus lGllGll ol

Quality scores

TNGETTNGATT @

GAEE

BFccTcAAET

ABCAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TCEFTTCATE

GAEETAAAAG

EBTccTcARET

AECAETCETA

AJ489607 consensus lGllGlllll

Quality scores

TGETTTCATE

CAEETAAAAG

BrccTcAAET

AECAETCETA

AJ489607 consensus lGllGlllll

Quality scores

FCETTTCATTE

CABETARAAE

[ Julefefufe] 1] ]

AECAETCETA

Consensus TGAAGACCTA

100%
Conservatlon

Sequence Iogo
0.0bits

TGCTTTGATT CATATATAAT CCCAACAAAC GACCTAAAAC CTGGTGAACT ACGACTGCTA

M
AGACCTA

I
TOCTTICATT

L]
(ATATA

53

LT UL LT
TAAT CCCAACAAAC CACCTARRAC CTCCTCAACT

L
ACCACTLCTA

7350

7350

7350

7350

7350

7350

7350

7350

7350

7420

7420

7420

7420

7420

7420

7420

7420

7420



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon
2 Ob\ls

Sequence logo
0.0bits

GARCTTGATA

7,440

|
AEEcACTEGT

TETCEEAATA

7,460

|
CAABTTEEAR

TEECTATATE

7,480

GAACHAEcTEE

GIIGIIGIII

BEECACTECT

TETCEEAATA

CREETTEEAA

TEECTATATE

GARCAECTEE

GABCTTCATA

AEECACTECT

TETCEEAATA

CAABTTEEAA

TEECTATATE

GAACAECTEE

GARGTTGATA

AEEcACTEGT

TETCEEAATA G

A TEECTATA

i GARCHAECTEE

GABCTTCATA

AEECACTECT

TETCEEAATA

GAABTTEEAA

TEECTATATE

GAACAEcTEE

GABRCTTCATA

AEECACTECT

TETCEEAATA

CAABTTEEAR

TEECTATATE

GARCAECTEE

GARGETCATA

BEECACTECT

FETCEEAATA

T GAACAECTEE

TEECTATATE

GABCTTCATA

AEECACTECT

TETCEEAATA

GAABTTEEAR

TMEECTATATT

GAACAEcTEE

GARCTTGATA

AEEcACTEGT

TETCEEAATA

CAABTTEEAR

TEECTATATE

GARCHAEcTEE

GAAGTTGATA

ACCGAGTCGT

TCTGCCAATA

GAACTTCCAA

TCCGTATATT

AATTTCATCT

GAAGACGTCC

AT A

GTCeT

AJ489607 consensus lllllllllG BcEACTEEEE

Quality scores

I
TCTCCCAATA

7,520
|

TEEETACCAR

CAACTTCCAA

TTARAAGTCA

INEEINIIN
TOCCTATATT

7,540
|

TcEEATEEEA

T
ATTTCATCT

GGRECAETAA

T
CAACETCC

ATEAACEARE

AJ489607 consensus IIIIIIIIIG BAGEACTEEEE

Quality scores

TEEETAGGAR

TTARRAETCA

TmCEEATEEEA

GGEEGABTAR

ATEAACEARE

AM89607cmwawM TEEAETEATC AcCEACTEEEE

Quality scores

TEEETAGGAR

TTARAAETCA

TCEEATEEEA

GGEEcHAETAR

ATEAACEARE

AJ489607 consensus IIIIIIIIIG ACEACTEEEE

Quality scores

TEEETAGGAR

mTAAAAETCA

TmCEEATEEEA

GGEEGABTAR

ATEAACEARE

AJ489607 consensus IIIIIIIIIG AGEACTEEEE

Quality scores

AJ489607 consensus ll

Quality scores

TEEETAGGAR

TTARAAETCA

TmCEEATEEEA

GGEEGCABTAR

ATEAACEARE

TEATG

AcEACTE

TAGGAR

il |

A GGEECAETA

AACEARE

TTARARETCA

AJ489607 consensus IIIIIIIIIG AcCEACTEEEE

Quality scores

TEEETAGGAR

mTARAAETCA

TmCEEATEEEA

GGEEGABTAR

ATEAACEARE

AM89607cmwawm TEEAETEATC ACEAGCTEEE

Quality scores

B TEEETACCHAE

TTARAAETCA

TCEEATEEEA

GGEECHAETAR

ATEAACEARE

AJ489607 consensus lllllllllG BGEACTEEEE

Quality scores

FEEETACCAR

TTARAAGTCA

TcEEATEEEA

GGRECAETAA

ATEAACEARE

Consensus TCCACTCATG AGCAGTCCCC TCCCTAGGAC TTAAAACTGA TGCCATCCCA

100%
Conservatlon

Sequence Iogo
0.0bits

GGCCGACTAA

ATCAAGCAAC

N
ACTCAT

L
ACCAGTCCCC

UL
TOCCTAGCAC

L]
TTAMAC

54

NIRRT
TGA TGCCATCCCA GGCCCACTAA ATCAAGCAAC

7490

7490

7490

7490

7490

7490

7490

7490

7490

7560

7560

7560

7560

7560

7560

7560

7560

7560



AJ489607 consensus ACTAAEATEA A

Gllllc

GGTTATTET

7,600

|
A WccEEAATCE

TETCARATTT

GHGCATETAR

7, 620

EEATACETTT

HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\HHHHHHHHHHHHHHHHHHHHH\HHH\H\HH\HH\HHHHHHHH\H
N4&m07cmwawm ACTAAEATEA AAEECAEEAC cGTTATTETA WccEEAATCE TETCHAARTET GTCGATETAE EEATACETTT
\HHHHH\H\HH\HHHHHHHHHH\HHHHHH\HHH\HHHHH\HHHH\HHHHH\H\H\H\HHHHHHH\HH
AM896m’wnmnmu ACTAAGATEA AREECAEEAC CGTTATTETA TCCEEAARTGE TETCARATTT CECCATETAA EEATACETTT
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\HHHHHHHHHHHHHHHHHHHHH\HHH\H\HH\HH\HHHHHHHH\H
M4&mo7cmwawm ACTAAGATEA AREECAEEAC CGTTATTETA TCCEEARTGE TETCARATTT GEGGAM THACETTE
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\HHHHHHHHHHHHHHHHHHHHH\HHH\H\HH\HH\HHHHHHHH\H
M4&mo7cmwmwm ACTAAGATEA AREECAEEAC GGTTATTETA TCCEEAARTGE TETCARATTT CECCGATETAA EEATACETTT
\HHHHH\H\HH\HHHHHHHHHH\HHHHHH\HHH\HHHHH\HHHH\HHHHH\H\H\H\HHHHHHH\HH
M4&wo7cmwawm ACTAAGATEA AREECAEEAC CGTTATTETA TCCEEAARTGE TETCARATTT CHCGCATETAA EEATACETTT
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\HHHHHHHHHHHHHHHHHHHHH\HHH\H\HH\HH\HHHHHHHH\H
M48%m7cmwawm BCTA BG GGH FCCEEARTCE TETCAAATTTE CTGGA EEATAGETT
\HHHHH\H\HH\HHHHHHHHHH\HHHHHH\HHH\HHHHH\HHHH\HHHHH\H\H\H\HHHHHHH\HH
AMsmw7commmm ACTAAGATEA AREECAEEAC GGTTATTETA TCCEEAARTGE TETCARATTT CECCATETAA EEATACETTT
L e e F T T e e eeeees
AM89607cmwawm ACTAAGATEA AREECAEEAC CGTTATTETA TCCEEAARTGE TETCARATTT CHCGCATETAAR EEATACETTT
S T iy
Consensus AGTAACATCA AACCGACCAG GGTTATTCTA TGGCCAATGC TCTGAAATTT GTGGATCTAA CCATAGCTTT

100%
comsenvaton | ||| [\ [ [0 D0ET 0] LT CO T O (L] T
AGTAACATCA AACCCACCAG CCTTATTCTA TCCCCAATGC TCTCAAATTT GTCCATCTAA CCATAGCTTT

0.0bits
7.640 7, 660 7,6|80 7,70|0
AJ489607 consensus llGllllllG TEETACAAAT ccTTEEAETA MAATATTTIEC ARAAETCATE FWCETTEAATA ATTTAATTEE
T e
AM896m7mnmnmn ATCEEEATTC TEETACAAAT CCTTEEAETA AAATATTTEC AAAAETCATE TCETTEAATA ATTTAATTTE
T e
AM89607cmwawm ATcEEEATTC TEETACAAAT cGTTEEAETA AEATATTTEC AAAAGTCATE TWCETTEAATA ATTTAATTTE
auaty sores | [ [ {00 LEEEDDRET TOOTERE T PP RO T PRy CrE ey e
N4&mo7cmwmwm ATCEEEATTC TEETACAAAT CCTTEEAETA AAATATTTEC AAAAETCATE TCETTEAATA ATTTAATTTE
T e
N48%N7cmwﬂw% ATCEEEATTC TEETACAAAT CCTTEEAETA AEATATTTEC AAAAGTCATE TCETTEAATA ATTTAATTTE
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\HHHHHHHHHHHHHHHHHHHHH\HHH\H\HH\HH\HHHHHHHH\H
AM89607cmwamm AfcEEEATTC TEETACAEAT ccITEEAETA AAATATTIECG ARAAETCATE TCETT ATTTARTTT
W TR ey T HH\ I
AM89&Wcommmm ATCEEEATTC TEETACAAAT CCTTEEAETA AAATATTTEC AAAAETCATE TCETTEAATA ATTTAATTTE
T e
M4&wo7cmwawm ATCEEEATTC TEETACAAAT CGTTEEAETA AAATATTTEC AAAAGTCATE TWCETTEAATA ATTTAATTTE
auaty sores ||| [ {00 LLLEDDRT [OOTEUEET PR PR [ ey e
N4&m07cmwawm AfcEEEATTc TEETACHAART cGTTEEAETA AAATATTETEC AMAAETCATE TCEFTEAATA ATTTAATETE
I
Consensus ATGCCCATTG TCCTAGAAAT GGTTCCACTA AAATATTTCG AAAACTGATC TGCTTCAATA ATTTAATTTC

100%
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHH\H\HHHHH\H\HH\HHHH\H\HHHHHHHHHH\HH\HHHHHHHH\H
seavence oo \TCCCATT( TCCTACARAT CCTTCCACTA ARATATTTCC ARAACTCATC TCCTTCAATA ATTTAATTTC

0.0bits

55

7630

7630

7630

7630

7630

7630

F 7630

7630

7630

7700

7700

7700

7700

7700

& 7700

7700

7700

7700



AJ489607 consensus AETATGAAGE

|
TAAGAGEGTT

7,720

7, 740

GlllllGlll

GACAEETTAR

7,760

GTGATATCER

Quality scores

AJ489607 consensus lllllGllGl

FAACACECTT

CRETARACTTA

GACABETTAA

CTCATATCEE

Quality scores

AJ489607 consensus IIIIIGIIGI

TAACACECTE

GRTARACTTA

GACAEETTAR

GEGATATCES

Quality scores

AJ489607 consensus ll ATGARGE

TAACAGEGTT A

GRTARACTTA

GAGAE

A CEGATATCEE

Quality scores

AJ489607 consensus IIIIIGIIGI

TAAGACECTE

GRTARAGCTTA

GACAEETTAR

GECATATCES

Quality scores

AJ489607 consensus IIIIIGIIGI

TAACACECTE

GRTARACTTA

GACAEETTAR

GEGATATCES

Quality scores

AJ489607 consensus

B TAACACECET AA

A GEGATATCER

Quality scores

CRFARAGTTA

GACABETTAA

AJ489607 consensus lllllGllGl

TAAGACECTE

GRTARACTTA

GACAEETTAR

GEGATATCES

Quality scores

AJ489607 consensus lllllGllGl

TAAGAGEGTT

GRTARACTTA

GACAEETTAR

GEGATATCEE

Quality scores

Consensus ACTATGAAGC TAAGAGCGTT

AACCTTTTAA

GTTAAAGTTA

GAGACCTTAA

AATCTCCATA

GTGATATGCC

100%
Conservatlon

2 Ob\ls

Sequence logo
0.0bits

AJ489607 consensus BEABAETACAT

ACTATCAACC

L]
TAAGACCCTT

7,780
|

L]
MCCTTTTAA

7,800
|

T GATTTATEAR

I
CTTAMGTTA

CACCTTAR MTCTCCATR CTORTATC

7,840

Quality scores

AJ489607 consensus lllllllGll

GATTTATEAS

Quality scores

AJ489607 consensus IIIIIIIGII

GATTTATEAS

Quality scores

AJ489607 consensus lllllllGll

GATTTATEAS

Quality scores

AJ489607 consensus lllllllGll

GATTTATEAS

Quality scores

AJ489607 consensus ll AETAGAT A

T CATTTATEAS A

Quality scores

AJ489607 consensus lllllllGll

GATTTATEAS

Quality scores

AJ489607 consensus lllllllGll

GATTTATEAS

Quality scores

AJ489607 consensus lllllllGll

CATFTATEAE

Quality scores

Consensus ACAACTAGAT ACATCAACAT GATTTATCAC AATTATCTCA TCAATAATTA

CCCTATTTAT

CTTATTTCAA

100%
Conservatlon

Sequence Iogo
0.0bits

LT
ACTACAT ACATCRACAT CATTTA

il
ICAC

L
MITATCTCA

56

UL
TCANTATTA

I
CCCTATTTAT

UL
CTTATTTCAA

7770

7770

7770

7770

7770

7770

7770

7770

7770

7840

7840

7840

7840

7840

A 7840

7840

7840

7840



AJ489607 consensus ETARRACTET

7,860

TTEEEARTC

CEABETTEA

7, 880

7,900

ARAGTARAAA

Quality scores

AJ489607 consensus llllllGlll

ATTEEEAETC

CEABETTEAE

ARACTARRAA

Quality scores

AJ489607 consensus llllllclll

TTEEEARTC

CEABETTEA

ARACTARAAA

Quality scores

AJ489607 consensus ll ARAGTET @

BABTGC

GEA

A AAACTA

Quality scores

AJ489607 consensus llllllGlll

TTEEEARTC

GEABETTEA

ARACTARAAR

Quality scores

AJ489607 consensus llllllGlll

ATTEEEAETC

CEABETTEAS

ARACTARAAR

Quality scores

AJ489607 consensus

Quality scores

ATTEEEARTC

CEABETTEAE

ARACTEARA

AJ489607 consensus llllllGlll

ATTEEEAETC

CEABETTEAS

ARACTARAAA

Quality scores

AJ489607 consensus llllllGlll

ATTEEEAETC

CEABETTEAS

ARAGTARAAR

Quality scores

Consensus CTAAAAGTCT

CATCACAAAC

ATTCCCACTG

GCACCTTCAC

CAAAATCACT

AACAACCATA

AAAGTAAAAA

Sequence Iogo
0.0bits

e (TRCTC

7,920
|

AJ489607 consensus EEEETTCAGA

I
CATCACAAAC

ATFTAAAATCA

L]
ATTCCCACTE

AECAAAATET

JiGIC

ATTTCEETEA

L]
CARAATCACT

7,960

LT
ACAACCATA

I
AT

AcGATTEEEA

Quality scores

AJ489607 consensus llllllGlGl

ATTAARATCA

AECAARATET

ATTTcEETEA

BAcCATTEEEA

Quality scores

AJ489607 consensus llllllclcl

ATTAARATCA

AECAARATET

ATTTcEETEA

BAccATTEEEA

Quality scores

AJ489607 consensus IIIIIIGIGI

ATTAARATCA

AECAARATET

ATTTCEETEA

BAcCATTEEEA

Quality scores

AJ489607 consensus IIIIIIGIGI

ATTAAAATCA

AECAARATET

ATTTcEETEA

BAcCATTEEEA

Quality scores

AJ489607 consensus ll ETTGAGRE A

AARTGA

AECAARATET

ATTTcEETEA

i AGGAmT

Quality scores

AJ489607 consensus IIIIIIGIGI

ATTAARATCA

AECAARATET

ATTTcEETEA

BAcCATTEEEA

Quality scores

AJ489607 consensus llllllclcl

ATTAARATCA

AECAARATET

ATTTcEETEA

BAccATTEEEA

Quality scores

AJ489607 consensus llllllGlGl

AFTAAAATCA

AECAAAATET

ATTTCEETEA

AcGATTEEEA

Quality scores

Consensus CCCCTTGAGA

ATTAAAATGA ACGAAAATCT ATTTGCCTCA TTCATTACCC CAACAATAAT AGGATTCCCA

Conservatlon

Sequence Iogo
0.0bits

o H H H ‘

L TOEELILL T |
TTGACA ATTAARATCA ACGAARATCT 4

1
T

57

LR
TCA TTCATTACCC CRACRATAAT

L]
ACCATTCCCA

7910

7910

7910

7910

7910

7910

B 7910

7910

7910

7980

7980

7980

7980

7980

7980

7980

7980

7980



8, 000

AJ489607 consensus ATECTTGTAC EEATERTT

Quality scores

8,020

|
ABCEETAATE

8,040

AAGAAEECTE

AJ489607 consensus lllGllGllG EEATEATTAT

Quality scores

AEcEETAATE

AAEAAEECTE

AJ489607 consensus IIIGIIGIIG EEATEATT

Quality scores

AM89607cmwamm ATECTTGTAC EE

Quality scores

ABcEETAATE

AAGAREECTE

AGceE

B AAEAREECTE

AJ489607 consensus IIIGIIGIIG EEATEAT

Quality scores

ABCEETAATE

AAGAREECTE

AJ489607 consensus IIIGIIGIIG EEATEATTAT

Quality scores

ABcEETAATE

AAGAAEECTE

AJ489607 consensus ll [e] |

Quality scores

AECEETAATE

AJ489607 consensus IIIGIIGIIG EEATEATTAT

Quality scores

ABCEETAATE

AAGAAEECTE

AM89607cmwawm ATfEcTicTAc EEATEATTAT

Quality scores

ABCEETAATE

AAGAAEECTE

Consensus ATCGTTGTAG CCATCATTAT

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

ATTTCCTTCA

ATCCTATTCC

CATCCTCAAA

ACGCCTAATC

AACAACCGTC

ATCTTCTAC

8,060
|

AJ489607 consensus TEEATTETTT

Quality scores

I
CCATCATTAT

BEAREAETCA

LU
ATTTCCTTCA

8,080
|

BTACTTAAAGE

L]
ATCCTATTCC

CATCCTCAA ACCCCTATC

|
AEAAATARRC

I
O

BAEEARARGC

AJ489607 consensus llllllllll

Quality scores

EEAREABTCA

BTACTTAAAR

ABAAATAATC

EABEARAAGC

AJ489607 consensus llllllllll

Quality scores

EEAREAETCA

BTACTTAAAR

AGAAATAATC

EABEARAAGC

AJ489607 consensus llllllllll

Quality scores

EEAREAETCA

BTACTTAAAR

ABAAATAATC

EABEARAAGG

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

EEAREABTCA

BTACTTAAAR

ABAAATAATC

EABEARAAGC

EABTGA

BTACTTARAE T

AGAA ffc

BAAAAGG

AJ489607 consensus llllllllll

Quality scores

EEAREAETCA

BTACTTAAAR

ABAAATAATC

EABEARAAGG

AJ489607 consensus llllllllll

Quality scores

EEAREAETCA

BTACTTAAAR

ASAAATAATC

EAEBEARAAGC

AJ489607 consensus llllllllll

Quality scores

BEAREAETCA

BTACTTAAAGE

AEAAATARRC

BAEEARARGC

Consensus TCCATTCTTT CCAACACTGA CTAGTTAAAC TTATTATCAA ACAAATAATG CTAATCCACA

100%
Conservatlon

Sequence Iogo
0.0bits

CACCAAAAGG

I
A

I
TTCTTT CCAACACTCA CTAGTTAAAC T

UL
TATTATCAA

58

LI
ACAMATAA

LTI LI
TG CTAATCCACA CACCAARACC

8050

8050

8050

8050

8050

8050

GTE@ 8050

8050

8050

8120

8120

8120

8120

8120

8120

8120

8120

8120



AJ489607 consensus AECAREATGA

8,140

TTcTTTEEET

8,160

BFTCCATEAR

8,180

BAccEETTmTTA

Quality scores

AJ489607 consensus llGlllllGl

eyl <[ <[ ]

ATTCCATERR

BAccEETTTTA

Quality scores

AJ489607 consensus IIGIIIIIGI

TTcTTTEEET

BFTCCATEAR

BAccEETTTTA

Quality scores

AJ489607 consensus llclllllcl

TTHcTTTEEET A

BFTCCATEAR

i AcCEET

Quality scores

AJ489607 consensus IIGIIIIIGI

TTcrTTEEET

BETCCATEAR

BGCEETTETA

Quality scores

AJ489607 consensus IIGIIIIIGI

TTcTTTEEET

BFTCCATEAR

AccEErTTTA

Quality scores

AJ489607 consensus ||c.|||||c.

FTrCTTTEEET A

T ATTCCATEAR EAARN

Quality scores

ACCEETTET

AJ489607 consensus llGlllllGl

TTcrTTEEET

BFTCCATEAR

BAccEETTTTA

Quality scores

AJ489607 consensus IIGIIIIIGI

TTcTTTEEET

BFTcCCATEAR

BAccEETTmTTA

Quality scores

Consensus ACGAACATGA

ACCCTAATAA

TTGTTTCCCT

AATCATATTT

ATTGGATCAA

CAAATCTCCT

AGGCCTTTTA

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus EEAGATABAT

ACCMCATCA ACCTMTA

8,200
|

I
TTGITTCCCT

8,220
|

I
ATCATATTT

L]
Al

|
TAACTATACE

TR,

LTI
CARATCTCCT

I
N

GlGllGGlG

Quality scores

AJ489607 consensus llllllllll

TARCTATACE

TGACETGGAG

Quality scores

AJ489607 consensus llllllllll

TARCTATACE

TGAGETGGAG

Quality scores

AJ489607 consensus llllllllll

TABRCTATACE

TGAGETGGHAG

Quality scores

AJ489607 consensus llllllllll

TARCTATACE

TGACETGGAG

Quality scores

AJ489607 consensus ll

TARCTATACE

A TGAGETGGAG

Quality scores

AJ489607 consensus llllllllll

TARCTATACE

TGAGETGGHAG

Quality scores

AJ489607 consensus llllllllll

TARCTATACE

TGAGETGGAG

Quality scores

AJ489607 consensus llllllllll

TAACTATACE

TGACETGCAC

Quality scores

Consensus CCACATACAT TTACACCTAC TACCCAACTA TCCATAAATC TAAGTATAGC CATTCCACTA

TGAGCTGGAG

100%
Conservatlon

Sequence Iogo
0.0bits

L]
CATACAT

I
TTACACCTAC

59

I
TACCCAACTA TCCATAMATC TRACTATACC CAT

L
TCCACTA

LI
TCAGCTCCAC

8190

8190

8190

8190

8190

8190

B 8190

8190

8190

8260

8260

8260

8260

8260

8260

8260

8260

8260



AJ489607 consensus EEcTAATTAE

lGGlllllG

8, 280

|
AARCETEAST

8,300

TCEEEARTTE @

IIIIIIG

8, 320

CAAGTEEAR

Quality scores

AJ489607 consensus llGlllllll

BccETTEEcA

AAACETEART

TCEEEAETTE

ETTEEAGARC

CARBTEEAAT

Quality scores

AJ489607 consensus llGlllllll

AccETTEEcA

AARCETEAST

TCEEEARTTE @

TTEEAGAAC

CAAGTEEAR

Quality scores

AJ489607 consensus IIGIII

@ AccETmEEcA §

AARCETEAGT

il |

B GrTEEAGAAC

CAAETE

Quality scores

AJ489607 consensus llGlllllll

AccETTEECA

AARCETEAGT

TmCEEEARTTE

TTEEABAAC

GAAGTEEA

Quality scores

AJ489607 consensus llGlllllll

AGCETTEECA

AARCETEAGT

TmCEEEARTTE

ETTEEARAAC

CAAGTEEAAT

Quality scores

AJ489607 consensus llG

B AGCETTEECA EA

A AAACETEAET TcEE

Quality scores

ETTEEAGARC

CARETEEAA

AJ489607 consensus llGlllllll

AccETTEEcA

AARCETEAGT

TmCEEEARTTE

ETTEEARAAC

GAAGTEEAAT

Quality scores

AJ489607 consensus llGlllllll

AcCETTEECA

AARCETEAST

TCEEEARTTE

ETTEEARAAC

CAAGTEEAAT

Quality scores

Consensus CCGTAATTAC

AGGCTTCCGA

CACAAACTAA

AAAGCTCACT

TGCCCACTTC CTTCCACAAG GAACTCCAAT

Sequence Iogo
0.0bits

e (M

8,340
|

AJ489607 consensus TTEAETARTT

T
ACGCTTCCCA

T
CACAAACTAA

8,360
|

TTATTATTCA

LI
ARACCTCACT

AAGAATTACE

L
TOCCCACT

ITHIT
TC CTTCCACAAG GAAC

8,380

AAEEAATCCE

L
[y

ATTACEACTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AABAATTACE

AAGEAATCGE

ATTACEAGTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AAGAATTACE

AABEAATCCE

ATTACEACTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AABAATTACE

AAGEAATCCE

ATTACEACTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AABAATTACE

AABEAATCCE

ATTACEAGTE

Quality scores

AJ489607 consensus ll

L Jufule |

B AAEEAATCCE

ATTACEACTE

Quality scores

AAGAATTACE

AJ489607 consensus llllllllll

TTATTATTCA

AABAATTACE

AAGEAATCGE

ATTACEACTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AABAATTACE

AABEAATCCE

ATTACEACTE

Quality scores

AJ489607 consensus llllllllll

TTATTATTCA

AAGAATTACE

AAEEAATCCE

ATTACEACTE

Quality scores

Consensus TTCACTAATT CCAATACTTA TTATTATTGA AACAATTAGC CTATTTATTC AACCAATGGC ATTAGCAGTC

100%
Conservatlon

Sequence Iogo
0.0bits

L
ACTAATT

L
(CAATACTTA

1
TTATTA

LT T
TTGA AACRATTAGC CTATTTAT

60

IRILNRTTARR NIRRT
10 AACCAATCCC ATTACCACTC

8330

8330

8330

8330

8330

8330

F 8330

8330

8330

8400

8400

8400

8400

8400

8400

8400

8400

8400



AJ489607 consensus BccETTAEAC ETAREATTA

AJ489607 consensus lGGllllllG ETAAEATTAR

Quality scores

Quality scores

B TCEACGAEAE

8,440

ABETAATECC

8, 460

chlGlllll

ETACTATTAA

FCEACCAEAR

AEETAATECC

ACGACETARR

BTACTATTAR

AJ489607 consensus IGGIIIIIIG ETARAEATTA

Quality scores

AJ489607 consensus chll EAC ET

Quality scores

@ TCEAGCAEAS

ABETAATECC

BAcCCACETAST

ETACTATTAR

@ TCEAGCAEAE T

ABETAATECC

AGGACETAE

T GFACTA

AJ489607 consensus IGGIIIIIIG ETEREATT

Quality scores

@ TCEAGCAEAS

ABETAATECC

BAGGACETAET

ETACTATTAR

AJ489607 consensus IGGIIIIIIG ETAREATTAE

Quality scores
AJ489607 consensus

Quality scores

TGEAGCAEAR

ABETAATECC

BACCACETAET

ETACTATTAA

B TcEACCAEAR

AGGAGCE

AEETAATECC

BTACTATTA

AJ489607 consensus IGGIIIIIIG ETAAEATTAE

Quality scores

TCEACCAEAR

ABETAATECC

BAGCACETAST

ETACTATTAR

AM89607cmwawm EccETTAEAC ETAREATTAE

Consensus CGGCTTACAG CTAACATTAC

Quality scores

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

MGEACCAEAR

ABETAATECC

AGGACETAET

ETACTATTAA

TGCAGGACAC

TTATTAATAC

ACCTAATCGG

AGGAGCTACT

CTAGTATTAA

I
CTRACATTAC

CCCCTTACAC

8, 480

AJ489607 consensus IIIIIIIIIG BEEAEEAAEA

Quality scores

I
TGCACCACAC

8,500
|

GETABEATTA

I
TTATTAATAC

L]
ACCTAATCCL

I
ACCACCTACT

il
(ATATIA

TACAATTTCE

AM89607cmwmwm TAAATATTAC GEEAEEAAEA

Quality scores

GETAREATTA

TAGAATTTGE

AJ489607 consensus IIIIIIIIIG GEEAGEAARA

AM89607amwnﬂw TAAATATTAC GEEAEEAAEA

Quality scores

Quality scores

GETABEATTA

TAGAATTTCE

GETAREATTA

TAGAATTTCE

M48mm7cmwawm TAEATATTAC GEEAEEAREA

Quality scores

AJ489607 consensus ll

Quality scores

GETABEATTA

TAGAATTTCE

ATTAC EE

A CETABEATTA E

TACAATTTCE

AM89607cmwmwm TAAATATTAC GEEAEEAAEA

Quality scores

GETAREATTA

TAGAATTTGE

M4&wo7cmwawm TAEATATTAC GEEAEEAREA

N4&m07cmwawm TARATATTAC GEEAEEAAEA

Quality scores

Quality scores

GETABEATTA

TAGAATTTGE

GETABEATTA

TACAATTTCE

Consensus TAAATATTAG CCCACCAACA GCTACCATTA CATTTATTAT TTTACTTCTA

100%
Conservatlon

Sequence Iogo
0.0bits

CTCACAATTC

TAGAATTTGC

TARNTATTAC

T
CCCACCAACA CCTACCATTA CATTTAT

Il
T

61

L
TTTACTTC

LT L
TA CTCACRATTC TAGAATTTGC

8470

8470

8470

8470

8470

8470

A 8470

8470

8470

8540

8540

8540

8540

8540

8540

8540

8540

8540



AJ489607 consensus ACTACEATTA

|
ATTEARCEET

8,560

AECTATTEAR

|
BETEETACTA

8,580

AcEETATATE

|
MAGATGATAA

8,600

TABATAATCA

Quality scores

AJ489607 consensus lGllGlllll

AFTEAACEET

AECTATTEAS

BETEETACTA

ACEETATATE

TAEATCATAR

TAGATARTCA

Quality scores

AJ489607 consensus IGIIGIIIII

ATTEAACEET

AECTATTEAR

BETEETACTA

AcEETATATE

TAGATGATAA

TABATABTCA

Quality scores

AJ489607 consensus lGllGll

AACEET

AECTATTEAR

EETEETAGTA

AcEg

B TAEATGATAA

TABATAATCA

Quality scores

AJ489607 consensus lGllGlllll

ATTEAACEET

AECTATTEAR

BETEETACTA

AcEETATATE

TAGATGATAA

TABATAATCA

Quality scores

AJ489607 consensus lGllGlllll

ATTEAACEET

AECTATTEAR

BETEETACTA

AcEETATATE

TMAGATGATAA

TABATAATCA

Quality scores

AJ489607 consensus IGI c@

AECTATTEAS

B TASATCATAR TAEATAATCA

Quality scores

ATrTEAACEET

BETEETACTA

AcEETATAR

AJ489607 consensus lGllGlllll

ATTEAACEET

AGCTATTEAR

BETEETACTA

AcEETATATE

TAGATGATAA

TAGATAATCA

Quality scores

AJ489607 consensus lGllGlllll

ATTEARCEET

AECTATTEAR

BETEETACTA

AcEETATATE

MAGATGATAA

TABATAATCA

Quality scores

Consensus AGTAGCATTA

ATTCAAGCCT

ACGTATTCAC

CCTCCTAGTA

AGCCTATATC

TACATGATAA

TACATAATGA

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus EEEAEEARAE

HCTACCATA ATTCM

(0T

FEATCEATAT

I
ACGTATTCAC

8,640
|

BABATACTTA

I
CCTCCTACTA

ATEEAACTEE

L]
ACCCTATAT

8,660
|

ATCAREATTA

T
TH(

ATCATAR TACATRATCA

AETCCACEERT

8,680
|

TETEACEEET

Quality scores

AJ489607 consensus llllllllll

TEATCEATAT

BABATACTTA

ATEEAACTERE

ATCAEEATTA

ABTGCACEET

TTTEACEEET

Quality scores

AJ489607 consensus llllllllll

TEATCEATART

BAGATACTTA

ATEEAACTEE

ATCAEEATTA

AETGcACEET

mTTEACEEET

Quality scores

AJ489607 consensus llllllllll

TEATGEATAT

BABATACTTA

ATEEAACTEE

ATCAEEATTA

ABTCCACEET

TTTEACEEET

Quality scores

AJ489607 consensus llllllllll

TEATCEATAT

BABATACTTA

ATEEAACTERE

ATCAEEATTA

ABTGCACEET

TmTTEACEEET

Quality scores

AJ489607 consensus ll

@ TEATCEATAT

TWAGTTA

ATEEAACTEE

ATCAE

A AETCGACEET @

EAcEEET

Quality scores

AJ489607 consensus llllllllll

TEATCEATAT

BABATACTTA

ATEEAACTEE

ATCAEEATTA

ABTGCACEET

TTTEACEEET

Quality scores

AJ489607 consensus llllllllll

TEATCEATAT

BABATACTTA

ATEEAACTERE

ATCAEEATTA

BETGcACEET

mTTEACEEET

Quality scores

AJ489607 consensus llllllllll

FEATCEATAT

BABATACTTA

ATEEAACTEE

ATCAREATTA

AETCCACEERT

TETEACEEET

Quality scores

Consensus CCCACCAAAC TCATGCATAT CACATAGTTA ATCCAAGTCC ATGACCATTA

ACTGGAGCCT

TTTCAGCCCT

100%
Conservatlon

Sequence Iogo
0.0bits

LT T
ACCARAC TCATGCATAT CACATACTTA A

LT
TOCAACTCC

62

LI
ATCACCATTA

UL
ACTCCAGCCT

LI
TTTCAGCCCT

8610

8610

8610

8610

8610

8610

8610

8610

8610

8680

8680

8680

8680

8680

8680

8680

8680

8680



AJ489607 consensus EETTETAREA T

Quality scores

lccllllc

TARTATCAT

8,720

8, 740

mccEErAETE

N4&m07cmwawm BETTETAREA TEACCTETAC TAATATCATT

Quality scores

mccEETAETE

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BACGTETAGC

TARTATCAT

mccEETAETE

A TEAcCTETAG

TAATATGATE W

i TWGcEEm

AJ489607 consensus lllllllll

Quality scores

EACGTETAGC

TAATATCAT

TGCEETAETE

AM89607cmwawm EETTETAAGA TEACCTETAC TAATATCATE

Quality scores
AJ489607 consensus

Quality scores

mccEErAETE

FEAGGTETAC

TAATATCATT

FCCEETART

AM89607cmwmwm EETTETAAGA TEACCTETAC TAATATCATE

Quality scores

mccEETAETE

AM89607cmwawm BETTETAAEA TEACCTETAC TAATATGATT

Quality scores

mccEErAETE

Consensus CCTTCTAACA

100%
Conservatlon

Sequence Iogo
0.0bits

TCAGGTCTAG TAATATGATT TCACTATAAT

TCAATTACAC

TATTAACCCT

TGGCCTACTC

8,760
|

AJ489607 consensus AEEAATATEE

Quality scores

CCTTCTMCA TCACCTCTAG

I
TRATATCATT

8,780
|

TEARTCATCA

T
TCACTATAAT

BcACAECTAR

L]
TCANTTACAC

8, 800

IIGIGIIGG

L]
TATTAACCCT

M
T

GGIIIIIII

AJ489607 consensus llllllllll

Quality scores

TEABTGATGA

ECAGABGTAA

TTEGTGAAGG

CGEEAREAEA

AJ489607 consensus llllllllll

Quality scores

TERRTCATGA

BGACAEGTAR

julii] “[efife] | [ef

GGEEAREAEA

AJ489607 consensus llllllllll

Quality scores

TEABTCATGA

ECAGABGTAA

WTECTGAAGG

GCEEAREAEA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TEABTGATGA

ECAGABGCTAA

WTECTGAAGG

GCGEEAREAEA

BFGATCA

BGAGAEGTAR

TEEcTcAAGG

B GCEEAE

AJ489607 consensus llllllllll

Quality scores

TEABTCATGA

BCAGABGTAA

WTECTGAAGG

CCEEAREAEA

AJ489607 consensus llllllllll

Quality scores

TEARTGATGA

BGACAECGTAR ™

TEGTGARGG

GGEEAREAEA

AJ489607 consensus llllllllll

Quality scores

TEARTCATCA

BcACAECTEAR

TTEECTCARGG

GCOBABEAEA

Consensus ACCAATATCC TCACAATATA TCAATGATGA CGAGACGTAA TTCGTGAAGG AACCTACCAA

100%
Conservatlon

Sequence Iogo
0.0bits

GGCCACCACA

L]
ATATCC

T
TCACAATATA

LI
TCAATGATCA

L]
CCAGACC

63

LT TR
TAR TTCCTCAAGG AACCTACCAA GCCCACCACA

8750

8750

8750

8750

8750

8750

B 8750

8750

8750

8820

8820

8820

8820

8820

8820

8820

8820

8820



AJ489607 consensus ETEETATTGE

|
AGARAAAGCH B

8,840

TAECATATG

GCTATAATTE

8, 860

T ATTEATECTE

8,880

|
TEGGARCTAT

TTTTErTTCE

Quality scores

AJ489607 consensus llllllllGl

BEARAAACCA

ETAECATATC

CTATARTTET

ATTEATECTE

FECGAACTAR

FETTETTECE

Quality scores

AJ489607 consensus ||||||||c|

AEARAARGCA @

TABCATATGC

GTATAATTE

T ATTEATECTE

TECGAAGTART

TTTTErTTcE

Quality scores

AJ489607 consensus ll ETATTGT A

BBAGGA

ETAECATATGC

GTA

T ATTEATECTE

TEGGARCTAT

TTTTErTTCE

Quality scores

AJ489607 consensus llllllllGl

AEARAAAGCA @

TABCATATG

GRATAATT

T ATTEATECTE

TMEGCAAGTART

TMTTTErTTCE

Quality scores

AJ489607 consensus llllllllcl

AEAARAACCH

ETAECATATG

GCTATAATTET

ATTEATECTE

TECCAAGTART

TTTTErTTcE

Quality scores

AJ489607 consensus

FEGGAACTAR

Quality scores

BEARAAACCH

BTAECATATC

CTATAATTET

ATTEATECTE

AJ489607 consensus llllllllcl

BAEARRAACCH

ETAECATATG

GRATAATTET

ATTEATECTE

TMECGAAGTART

TMTTTErTTCE

Quality scores

AJ489607 consensus IIIIIIIIGI

AEAARAACCH

ETAECATATG

CTATARTTET

ATTEATECTE

TEGGARCTAT

TTTTErTTCE

Quality scores

Consensus CTCCTATTGT ACAAAAAGGA CTACGATATG GTATAATTCT

ATTCATCGTC

TCGGAAGTAT

TTTTCTTTGC

100%
Conservatlon

Sequence Iogo
0.0bits

CTOCTATTCT

8,900
|

AJ489607 consensus BGCATTETTE

LT
ACARAAAGCA CTA

AACCA

FGACECTTET

(CATATC

8,920
|

ATEATTETAC

]
CTATMATTCT

BETECTAEEA

Tl
ATETCCTC

AGAEATCATE T

L]
TGOMCTAT

BGGAGGETG

i
T

IGIIIIIII

Quality scores

AJ489607 consensus lGGlllllll

TGAGECTTET

ATEATTETAC

EETECTAEEA

ABAEATCATE

TAGGAGCETG

ETcCAEETEEA

Quality scores

AJ489607 consensus lcclllllll

TMGAcCEcTTET

ATEATTETAC

EErEcTAEEA

AGAEATCATE

TAGGAGGETG

ETCAEETEEA

Quality scores

AJ489607 consensus lGGlllllll

TGAGECTTEN

ATEATTETAC

EETECTAEEA

ABAEATCATE

MAGCAGCETG

ETCAEETEEA

Quality scores

AJ489607 consensus lGGlllllll

TGACECTTET

ATEATTETAGC

EETECTAEEA

ABAEATCATE

TAGGAGCETG

ETcCAEETEEA

Quality scores

AJ489607 consensus ch.lll

@ FGAcEcTTET A

TETAC

EErEcTAEEA

AGAEATCATE

TAGGAGGETG

ETcAEE

Quality scores

AJ489607 consensus lGGlllllll

TGAGECTTEN

ATEATTETAC

EETECTAEEA

ABAEATCATE

TAGGAGGETG

ETCAEETEEA

Quality scores

AJ489607 consensus lGGlllllll

TMGACEcTTET

ATEATTETAC

EETEcTAEEA

AEAEATGATE [

AGGAGGETG

ETCAEETEEA

Quality scores

AJ489607 consensus lGGlllllll

FGACECTTET

ATEATTETAC

BETECTAEEA

AGAEATCATE

TRGGAGGETG

ETcAEETEEA

Quality scores

Consensus AGGATTCTTC TGAGCGTTCT ATCATTCTAG CCTCGTACCA ACACATGATC TAGGAGGCTG CTGACCTCCA

100%
Conservatlon

Sequence Iogo
0.0bits

ACCATTCTTC

L T L
TCAGCCTTCT ATCATTCTAC CCTCETACCA ACACATCA

64

| LU LI
TC TAGGACCCTG CTCACCTCCA

8890

8890

8890

8890

8890

8890

GE 8890

8890

8890

8960

8960

8960

8960

8960

8960

8960

8960

8960



AJ489607 consensus BEAGCARTTT

8,980

BEETETACAR

|
CTEEEASTAS

9,000

AcTAETTETA

GEATEAGGTG

Quality scores

AJ489607 consensus lllG GAATET

BEETETACAR

CTEEEAETAS

ACTRABTTETA

CEATEAGGHTGC

Quality scores

AJ489607 consensus IIIG Glllll

BEETETACAA

CTEEEASTAS

ACTAETTETA

CEATEAGGHG

Quality scores

AJ489607 consensus lllccll

TAGAE G

@ AcTAE

B GEATEAGGTG

Quality scores

AJ489607 consensus IIIG GAATET

BEETETACAA

GTEEEASTAS

AcTAETTETA

CEATEAGGHG

Quality scores

AJ489607 consensus IIIG GBAATTT

BEETETACAA

CTEEEASTAS

AcTAETTETA

GEATEAGGHTC

Quality scores

AJ489607 consensus |||cc

GEATERGGHTG

Quality scores

BEETETACAR

CrEEEAETAE

AcTAETTErA

AJ489607 consensus IIIG GBATTT

BEETETACHAA

CTEEEASTAS

AcTAETTETA

GEATEAGGHTG

Quality scores

AJ489607 consensus IIIG GBATTT

BEETETACAR

CTEEEASTAS

AcTAETTETA

GEATEAGGTG

Quality scores

Consensus ACAGGAATTT

CACCACTTAA

CCCTCTAGAA

GTCCCACTAC

TTAATACTTC

AGTACTTCTA

GCATCAGGTG

Conservatlon

Sequence Iogo
0.0bits

|
AJ489607 consensus TTTEARTTAE

AT

JLNALH
CACCACTTAA

BFCACETEAT

L]
CCCTCTAGAA

9,060
|

BATACEETTA

L]
GTCCCACTAC

TACAACCTERR

L]
TTANTACTTC

9,080
|

AGCAAAGEEAR

L]
ACTACTICTA

ATAAATEARC @

il
WL

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

TWAGAAGGTAA

ABCAAAEEAR

ATAAATEAAC

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

THAGARGGTAR

ABCAAAEEAR

ATAAATEAAC

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

TMAGAAGGTAA

ABCAAAEEAR

ATAAATEAAGC

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

TWAGABAGGTAA

ABCAAAEEAR

ATAAATEAAC

Quality scores

AJ489607 consensus ll

ATGACET

I EATACEETTA

TAGARGGTAR

ABCAR

@ ATAARTEAAG B

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

TMAGAAGGTAA

ABCAAAEEAR

ATAAATEAAC

Quality scores

AJ489607 consensus llllllllll

ATCACETEAT

EATACEETTA

THAGARGGTAR

ABCAAAEEAR

ATAAATEAAC

Quality scores

AJ489607 consensus llllllllll

BFCACETEAT

BATACEETTA

TACAACCTERR

AGCAAAGEEAR

ATAAATERAC

Quality scores

Consensus TTTCAATTAC ATGAGCTCAT CATAGCCTTA TAGAAGGTAA ACGAAACCAC ATAAATCAAG CCCTACTAAT

100%
Conservatlon

Sequence Iogo
0.0bits

L L
CATTAC ATCAGCTCAT CATACCCTTA TACAACC

65

LD T
TAR ACCARACCAC ATAAATCAAG CCCTACTANT

9030

9030

9030

9030

9030

9030

9030

9030

9030

9100

9100

9100

9100

9100

T 9100

9100

9100

9100



|
AJ489607 consensus TAEEATTATA ETAccAETTT

9,120

|
BETEEAACET

9,140

TEACAATAET

9,160

|
TTCAAAEATE

Quality scores

AM89607cmwmwm TAGEATTATA ETACCABTTT

BETEEARCET

TEACAATABRE

TTcAAAEATE

Quality scores

AM89607comenws TAEEATTATA ETACCAETTT

BETEEAACET

TEACAATAET

mTCAAAEATE

Quality scores

AJ489607 consensus ll A ETAGCAETTT A

EETEEARCET

TEAGAATA

TTCAR

Quality scores

AM89607cmumwm TAGEATTATA BFACCABTTT

BETEEAACET

TEACAATAGT

mTCAAAEATE

Quality scores

M4&wo7cmwawm TAEEATTATA ETAcCAETTT

EETEEAACET

TEACAATAST

TmTCAAAEATE

Quality scores

AJ489607 consensus

BFACCAETTT

Quality scores

BETEEARCET

TEACAATABRE

TECARAGATE

AM89607cmwmwm TAGEATTATA BFACCABTTT

BETEEAACET

TEACAATAET

mTCAAAEATE

Quality scores

AM89607cmwawm TAEEATTATA ETAccAETTT

BETEEAACET

TEACAATAET

TTCAAAEATE

Quality scores

Consensus TACCATTATA CTAGGACTTT

ACTTCACCAT CCTCCAAGCT TCAGAATACT TTGAAACATC

ATTCTCCATT

Sequence Iogo
0.0bits

e TR AT

9,180
|

AJ489607 consensus FEACATGCTA TETATCCGTTE

AT

TGARACATC

UL A LT L
ACTTCACCAT CCTCCRACCT TC I

ATCCETABRGC

i

CATTEEAT

AETEEATCTA

T
e

ATTATTCCAT

Quality scores

AJ489607 consensus IIIGIIGGII TETATGGTTE

ATGCETAETC

GATFEEATCG

AETEEATCTA

ATTATTCGAT

Quality scores

AM89607cmwawm TEAGCATGGTA TETATGGTTE

AfGCETAETG

GATTEEATGG

AETEEATCTA

ATTATTCGAT

Quality scores

AJ489607 consensus IIIGIIGGII TETATGCTTE

ATGGETAETC

GATFEEATCG

AETEEATCTA

ATTATTGGAT

Quality scores

AJ489607 consensus IIIGIIGGII TETATGGTTE

ATGCETARTC

GATFEEATCC

AETEEATCTA

ATTATTCGAT

Quality scores

AM89607cmwamm TEACATGGTA TETATGGTTE T

AfGCETAETG

GATTEEATGG

ABTEEATCTA A

BETGGAR

Quality scores

AJ489607 consensus IIIGIIGGII TETATGGTTE

ATGCETAETC

GATFEEATCG

AETEEATCTA

ATTATTGGAT

Quality scores

AM89607cmwawm TEAGATGGTA TETATGGTTE

AfGCETAETG

GATTEEA

ABTEEATCTA

ATTATTCGAT

Quality scores

AJ489607 consensus lllGllGGll TfETATCCTTE

ATCCETABRC

CATTEEATCGC

AETEEATCTA

ATTATTCCAT

Quality scores

Consensus TCAGATGGTA

TCTATGGTTC TACATTCTTC ATGGCTACTG GATTCCATGG ACTCCATGTA

ATTATTGGAT

Conservatlon

Sequence Iogo
0.0bits

e I I
CATCCTA TCTATCCTIC

L
TACATTCTIC

L
ATCCCTACTC

66

Il
A

IR
TTCCATCG ACTCCATCTA ATTA

L]
TTCCAT

9170

9170

9170

W 9170

9170

9170

F 9170

9170

9170

9240

9240

9240

9240

9240

9240

9240

9240

9240



AJ489607 consensus EAREATTEET

Quality scores

|
TATTCTITTCE

9,260

ETAGTAECAR

9,280

9,300

BETTECCHATT

AJ489607 consensus llllllllll

Quality scores

TATECTTTCE

BTAETAECAS

AETTECCATT

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TATTCITmGE

ETAGTAECAR

BETTECCATT

T TATTGETTCE B

AEcAE A

TEGGATE

AJ489607 consensus llllllllll

Quality scores

TATTCITmGE

ETAETAECAR

BETTECCATT

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

TATTCITTCE

ETAGTAECAR

BETTECCATT

i TATTCEETCE G

AEcAE

AETTECCAT

AJ489607 consensus llllllllll

Quality scores

TATTCITTGE

ETAETAECAR

BETTECCATT

AJ489607 consensus llllllllll

Quality scores

TATTCTTTCE

ETAGTAECAR

BETTECCHATT

Consensus CAACATTCCT TATTGTTTGC

100%
Conservatlon

Sequence Iogo
0.0bits

CTACTACGAC

AACTAAAATT

TCACTTCACA

TCAAAACATC

ACTTCGGATT

- CACATICCT

9,320
|

AJ489607 consensus TGARGEECER

Quality scores

L
TATTGTTTCC

CEATCATAET

L]
(TACTACCAC

9, 340

GIIIIIIIG

L]
ARCTARAATT

AcAEGTACTE

L
TCACTTCACA

9,360
|

TCAETTTTEE

T
TCARMACATC

TATAECTErE

Hiiil
ATCCCAT

BATTTATECA

AJ489607 consensus IGIIGIIGII

Quality scores

CEATCATAET

GAEATTTEGT

AcAECTAATE

TCARTTTTEE

TATAECTETE

EATTTATTCA

AJ489607 consensus lGllGllGll

Quality scores

CEATCATAET

GAEATTTEGT

AcAECTAATE

TmCARTTTTEE

MATAECTETE

EBATTTATTCA

AJ489607 consensus IGIIGIIGII

Quality scores

CEATCATAET

GAEATTTEGT

AcAECTAATE

TCARTTTTEE

TATAECTETE

BATTTATTCA

AJ489607 consensus lGllGllGll

Quality scores

CEATCATAET

GAEATTTEGT

AGEECTAGTE

TCARTTTTEE

TATAECTETE

EATTTATTCA

AJ489607 consensus lGllGllGll

Quality scores

GEATGART

T GABATETTCE

AGAECTAGTE

mGAR

B TATABCTETE

EATTTATTCA

AJ489607 consensus IGIIGIIGII

Quality scores

CEATCATAET

GAEATTTEGT

ACEECTACTE

mCARTTTTEE

TATAECTETE

BATTTATTCA

AJ489607 consensus lGllGllGll

Quality scores

CEATCATAET

GAEATTTEGT

AGAECTAGTE

TCARTTTTEE

TATAECTETE

EATTTATTCA

AJ489607 consensus lGllGllGll

Quality scores

CEATCATAET

CRBARTETCH

AcAEGTACTE

TCAETTTTEE

TATAECTErE

BATTTATECA

Consensus TGAAGCCGCA

100%
Conservatlon

Sequence Iogo
0.0bits

GCATGATACT GACATTTTGT AGACGTAGTC TGACTTTTCC TATACGTCTC CATTTATTGA

LR
AGCCECA CCATGATACT CACATT

A
G

67

O L ]
TTCT AGACCTATC TCACTTTTCC TATACETCTC CATT

i
TATTCA

9310

9310

9310

9310

9310

9310

F 9310

9310

9310

9380

9380

9380

9380

9380

9380

9380

9380

9380



AJ489607 consensus TGAGGATETT

|
AETEEETTAC

9,400

|
ATARETCAET

9,420

TEEAATTACT

9,440

|
ACATTETCAA

TAAAGEEACA

Quality scores

AJ489607 consensus lGlGGlllll

BETEEETTAC

ATARETCART

TEEAATTACE

AcATTETCAR

TAAAGEEACA

Quality scores

AJ489607 consensus IGIGGIIIII

AETEEEFTAC

ATAAETCAET

TEEAATTEACT

BCATTETCAA

TAAAEEEACA

Quality scores

AJ489607 consensus lGlGGll

EETTAC T

ATAAETCAET

TEERATTACT

ACATTETCAA

TAAAGEEACA

Quality scores

AJ489607 consensus lGlGGlllll

ETEEETTAC

ATAAETCAGT

TEEAATTACT

BGATTETCHAA

TAAAEEEACH

Quality scores

AJ489607 consensus lGlGGlllll

AETEEETTAC

ATAAETCAET

TEEAATTACT

BACATTETCAA

TAAAEEEACA

Quality scores

AJ489607 consensus IGIGG

G ACATTETCAR TAAAEEEACA

Quality scores

BETEEETTAC

ATAAETCART

AJ489607 consensus IGIGGIIIII

AETEEETTAC

ATAAETCABT

TEEAATTACT

BGATTETCAA

TAAAEEEACH

Quality scores

AJ489607 consensus lGlGGlllll

AETEEETTAC

ATARETCAET

TEEAATTACT

ACATTETCAA

TAAAGEEACA

Quality scores

Consensus TGAGGATCTT

ACTCCCTTAG

TATAATTAAT

ATAACTGACT

TCCAATTAGT

AGATTCTGAA

TAAACCCAGA

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus lGlGlGllll

TG,

IHIILHI
ACTCCCTTAC

TAAEETCTAS

I
TATAATTAAT

9,480
|

AETCTTATET

LI
ATAACTCACT

]
TCCAATTAGT

9,500

I
ACATTCTOAA

ETAAECETAR

I
THACCEAA

TTETACTTCE

Quality scores

AJ489607 consensus IGIGIGIIII

BAAEETCTAR

AETCTTATEN

ETAAECETAA

TTETACTTEGE

Quality scores

AJ489607 consensus lGlGlGllll

BAREETCTAR

AETCTTATET

ETAAECETAA

TTETACTTCE

Quality scores

AJ489607 consensus lGlGlGllll

BAAEETCTAR

AETCTTATEN

ETAAECETAA

TTETACTTECE

Quality scores

AJ489607 consensus lGlGlGllll

TAREETCTAR

AETCTTATEN

ETAAECETAA

TTETACTETGE

Quality scores

AJ489607 consensus lGlGlGllll

ufelul [ ]

AETCTTATET T

@ ETAAECETAA ©

TAGTTCE

Quality scores

AJ489607 consensus lGlGlGllll

TAREETCTAR

AETCTTATEN

ETAAECETAA

TTETACTETECE

Quality scores

AJ489607 consensus lGlGlGllll

TAREETCTAR

AETCTTATEN

ETAAECETAA

TTETACTTEGE

Quality scores

AJ489607 consensus lGlGlGllll

TAAEETCTAS

AETCTTATET

BTAAECETAR

TTETACTTCE

Quality scores

Consensus AGAGAGTAAT TAACCTGTAC ACTGTTATCT TCATTAATAT TTTATTATCC CTAACGCTAA

TTCTAGTTGC

100%
Conservatlon

il

Sequence Iogo
0.0bits

UL
CACTAAT <

I
TGTAC ACTCTTATCT TCATTAA

Il
T

68

]
I

LT
TATTATCC CTAACCCTAR TTCTACTTCC

9450

9450

9450

9450

9450

9450

9450

9450

9450

9520

9520

9520

9520

9520

9520

9520

9520

9520



AJ489607 consensus ATTETCAETE

9,540

ATETCTAETE

|
ACARAAACEA

9,560

AATEEATATC

|
BATGECCATT

9,580

EcAEEETARA

Quality scores

AJ489607 consensus lllllGllll

ATETCTAETE

AcCARAARCEA

AATEEATARC

BATCECCART

BcABEETAGA

Quality scores

AJ489607 consensus lllllcllll

ATETCTAETE

ACARAAACEA

AATEEATATC

AATCECGATT

EcAEEETARA

Quality scores

AJ489607 consensus ll ETCAETE @

A ATETCTAETE

ACAAAAAGEA

AATE jule

BATGECCHATT

EcAEEE

Quality scores

AJ489607 consensus lllllGllll

ATETCTAETE

ACAAAAACEA A

ATEEATATC

BAATCECGATT

EcAEEETARA

Quality scores

AJ489607 consensus lllllGllll

ATETCTAETE

AGARARACEA

AATEEATATC

AATCECCATT

EcAEEETARA

Quality scores

AJ489607 consensus

A ATETCTABTE ACARAAACEA AATE

BATGECCART

Quality scores

BcAEEETAR

AJ489607 consensus lllllGllll

ATETCTAETE

BAGARARACEA

AATEEATATC

AATCECGATT

EcAEEETARA

Quality scores

AJ489607 consensus lllllGllll

ATETCTAETE

ACARAAACEA

AATEEATATC

BATGECCATT

EcAEEETARA

Quality scores

Consensus ATTCTGACTC

CCCCAAATAA

ATCTGTACTC

AGAAAAAGCA

AATCCATATG

AATGCGGATT

CGACCCTACA

Sequence Iogo
0.0bits

et TTCTOACTC

9,600
|

AJ489607 consensus BCcETETCEAE

IHNALHI
CCCCARATAA

CTETABEATT

L]
ATCTGTACTC

9,620
|

ACARARAGCA

TTETTTETECG

L]
ATCCATAT

9,640
|

TACEAATTEAR

L]
ATCCCGATT

T
CACCTA

FETCAEETAC

Quality scores

AJ489607 consensus lGllllGlll

CTETAEEATT

il e

TACEAATTAR

mTTCABETAC

Quality scores

AJ489607 consensus lGllllGlll

GTETAEEATT

il <ol

TACEAATTAR

TTTCABETAC

Quality scores

AJ489607 consensus lGllllGlll

GTETAEEATT

il ol

TACEAATTAR

mTTCABETAG

Quality scores

AJ489607 consensus lGllllGlll

GTETAEEATT

il e

TACEAATTAR

mTTCABETAC

Quality scores

AJ489607 consensus lGllllGlll

GTETHA

TACEA

A TETCAEETAC

Quality scores

TITTETERTECC

AJ489607 consensus lGllllGlll

GTETAEEATT

il ol

TMACEAATTAR

mTTCABETAG

Quality scores

AJ489607 consensus lGllllGlll

GTETAEEATT

il <l

TACEAATTAR

TTTCABETAC

Quality scores

AJ489607 consensus lGllllGlll

CTETABEATT

TTETTTETECG

TACEAATTEAR

FETCAEETAC

Quality scores

Consensus AGCTCTGCAC GTCTACCATT CTCAATAAAA TTTTTCTTGG TAGCAATTAC ATTTCTATTA

TTTGACCTAG

100%
Conservatlon

Sequence Iogo
0.0bits

IR T
TCTCCAC CTCTACCATT CTCAATARAA T

L]
M

69

LT
GG TAGCAATTAC ATT

L
ICTATTA

LI
TTTCACCTAC

9590

9590

9590

A 9590

9590

9590

A 9590

9590

9590

9660

9660

9660

9660

9660

9660

9660

9660

9660



AJ489607 consensus ARATTCETET

AJ489607 consensus lllllGllll

Quality scores

Quality scores

AJ489607 consensus lllllGllll

AJ489607 consensus ll TTCETET T

AJ489607 consensus lllllGllll

Quality scores

Quality scores

Quality scores

AJ489607 consensus lllllGllll

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

9,680

BTABEATGAC

9, 700

9,720

TAATTATACE

BTAEEATCAC

TAATTATACE

BTABEATGAC

TAATTATACE

ATGAC @

A TAATTATACE

BTABEARTGAGC

TAATTATACE

BTABEATCAC

TAATTATACE

BTAEEATCAGC

BTABEATGAGC

TAATTATACE

BTABEATGAC

TAATTATACE

Consensus AAATTGCTCT TCTACTTCCA

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus ETFTTATTETA

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus ll

Quality scores

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

Consensus CTTTATTCTA

I
TATTCTA CTCACAATIC

100%
Conservatlon

Sequence Iogo
0.0bits

CTACCATGAG

CAATTCAAAC

AATTAAAACC

TCTACTATAA

TAATTATAGC

I
TGCTCT TCTAC

il
(T TCHCTTCH

CTEABAATTE

L]
CTACCATCAC

9, 760

IIIIIIIGG

L]
CAATTCAAC

BETACEATAT

L]
ATTAARACC

9,780
|

CRATCAAEAE

TN
TCTACTATAA

ABRAAACCATT

i
TATATAC

ACAATCAREA

CTEABAATTE

TATETETACS

EETACEATAT

CAATCAAEAR

BAABACCHTT

BAcAATCAREA

GTEAEAATTE

TATETETACC

EETACEATAT

GAATCAREAR

BAABECCHATT

BAcAATCAREA

GTEAEAATTE

TATETEFAGG

EETACEATAT

CAATCAAEAR

BAABAGCCATT

BAcAATCAREA

CTEABAATTE

TATETETACG

EETACEATAT

CAATCAREAR

BAABACCHTT

BAcAATCAREA

A GTEAE

ETAGG

EETACEATAR

GAATCAREAR

BAABECCHATT

BcAATCAREA

CTEABAATTE

TATETEFACG

EETACEATAT

CAATCAAEAR

BAABAGCCHTT

BAcAATCAREA

CTEAEAATTE

TATETETACG

EETACEATART

GCAATCAREAR

BAABECCHTT

BAcAATCAREA

CTEABAATTE

TATETETACC

BETACEATAT

CRATCAAEAE

ABRAAACCATT

ACAATCAREA

GTCACAATTC TATCTCTAGG CCTAGCATAT GAATGAACAC AAAAAGGATT AGAATGAACA

T
TATCTCTACC

L
(CTACCA

70

TIRLE TR RRRTI]
TAT CANTCAACAC ARARACCATT

L]
ACAATCAACA

9730

9730

9730

9730

9730

9730

GE 9730

9730

9730

9800

9800

9800

9800

9800

9800

9800

9800

9800



AJ489607 consensus GAGTABRATGGC TAATTAGTT

Quality scores

TTARTCAT

T _BCABTEATTA

9, 860

GATTATGAT G

ATCTTEATAR

AJ489607 consensus GlGlllllGG TARATTAGTTT

Quality scores

TTAATGATTT

BCABTEATTA

GATTATCATC

ATCTTEATAR

AJ489607 consensus GAGTABATGGC TAATTAGTT

Quality scores

AJ489607 consensus GAGTABRATGG TA

Quality scores

TTAATCATTE

EBcAETEATTA

GATTATCATC

ATCTTEATAR

TAGETT A

mTAATGATTE

EcAg

B GATTATGATG

ATcTTE

AJ489607 consensus GACTABATCGG TAATTAGTT

Quality scores

TTARTCAT

T _BCABTEATTA

GATFATGATC

ATCTTEATAR

AJ489607 consensus GAGTARATGG TAATTAGTTT

Quality scores
AJ489607 consensus

Quality scores

TTAATGATTE

EcARTEATTA

GATTATCATC

ATCTTEATAR

GAGTA

A CATTATCAWC AmG

TTAATCATIT

BCAETEATT

AJ489607 consensus GAGTARATGG TAATTAGTTE

Quality scores

TTARTCATTE

EBcAETEATTA

GATFATGATC

ATCTTEATAR

AJ489607 consensus GAGTABRATGG TAATTAGTTT

Quality scores

mTARTGATTE

ECARTEATTA

GATTATGATG

ATCTTEATAR

Consensus GAGTAAATGG TAATTAGTTT

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

AAAAAAAA- -

TTAATGATTT

CGACTCATTA

GATTATGATG

ATGTTCATAA

- GACTARATCL

9,880

LTI
TAATTACTTT

CEBATETAEE

LT s
ARAAAA

AA

9,900
|

TN
TTANTCATTT

TEASEATACE

I
L

L]
CATTATCATC

AETTETAC

Tl
gl

GGRBARTTA

CEEATETAEE

TEAEEATACE

TEARTTETAC

GGAEABTTAT

CEEATETAEE

TEAREATACE

TEARTTETAC

GGAEABTTAT

CEEATETAEE

TEAREATACE

TEARTTETAGC

GGAEABTTAT

CEEATETAEE

TEAREATACE

TEARTTETAC

GGAEABTTAT

T GEEA

TAG

GGAEAE

TEAREATACE

CEEATETAEE

TEAEEATACE

TEARTTETAC

GGAEARTTAT

CEEATETAEE

TEAREATACE

AETTETAG

GGABAETTA

CEBATETAEE

TEASEATACE

TEAETTETAC

GCRBABTTAT

Consensus TTACCAATAT GCCATCTACC TTCTTCAACC TCACCATAGC CTTCTCACTA

100%
Conservatlon

Sequence Iogo
0.0bits

TCACTTCTAG

GGACACTTAT

LI
CCAATAT

L
CCCATCTACE

IHInn
TTCTTCACC TCACCATACC (T

71

i
TCTCAC

IR
TA TCACTTCTAC CCACACTTAT

9868

9870

9870

A 9870

9868

9868

B 9868

9868

9868

T 9938

9940

9940

9940

9938

T 9938

9938

T 9938

9938



AJ489607 consensus ATTTECETET

Quality scores

9,980

|
ANGEETCGGAR

GGEATAGTAT

10,000

AJ489607 consensus lllllGllll

Quality scores

ATCEETCCRA

GGEATAGTAT

AJ489607 consensus lllllcllll

Quality scores

ATCEETCGAR

GGEATACTAT

AJ489607 consensus ll TECETET @

Quality scores

ANCEETCGGAR

GGEATAGTAT

AJ489607 consensus lllllGllll

Quality scores

ATGEETCGAA

GGEATACTAT

AJ489607 consensus lllllGllll

Quality scores
AJ489607 consensus

Quality scores

ATCEETCGAR

GGEATACTAT

ATCEETCCRA

GGEATAGTAT

AJ489607 consensus lllllGllll

Quality scores

ATGEETCGAA

GGEATACTAT

AJ489607 consensus lllllGllll

Quality scores

ANGEETCGGAR

GGEATAGTAT

Consensus ATTTCGCTCT CACCTAATAT

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

CCACATTACT

ATGCCTGGAA

GGCATAGTAT

TATCCTTATT

TATTATAACT

AT

TN
CACCTAATAT

10,020
|

AJ489607 consensus FEACTARETT

L]
CCACATTACT

L]
ATCCCTCCAA

10,040

AcETEEATAS

CCCATACTAT

I
TATCCTTA

10,060
|

—
—A
—
=

il
1AL

CTFTTEcEAC

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAR

GETTTECEAC

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAR

GTTTTECEAG

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAR

GETTTEcEAC

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

AcETEEATAR

GETTTECEAC

AcETEEATAR

B cETTTECEAG

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAR

GRETTTECEAC

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAR

GTTTTECEAG

AJ489607 consensus lllGllllll

Quality scores

AcETEEATAS

CTFETEcEAC

Consensus TCAGTAACTT CCCTAAACTC CAACTCCATA AGCTCCATAC CAATCCCCAT CACCATCTTA

100%
Conservatlon

Sequence Iogo
0.0bits

GTTTTCGCAG

|11
(

LD L
TRACTT CCCTARACTC CAACTCCATA AGCTCCA

72

LU ]
TAC CAATCCCCAT CACCATCTTA CTTT

L]
TCGCAC

10008

10010

10010

[ 10010

10008

10008

F 10008

10008

10008

10078

10080

10080

10080

10078

10078

10078

10078

10078



AJ489607 consensus EETCECAAGE

lGllGllGG

10, 100

ETACEEETAR

|
TACTARRAGT W

10,120

BARAEARGC

TAEGCARE

10,140

G ATTASCTEEA

Quality scores

AJ489607 consensus lllGlGllGl

BCETCTAGCA

BTACEEETAR

TACTAARACT

TTEAAAGREC

TAECCARBAC

ATTAECTEEA

Quality scores

AJ489607 consensus IIIGIGIIGI

ACETCTAGCH

ETACEEETAR

TACTAARACT T

AREAEC

TABGCAAE

G ATTASCTEEA

Quality scores

AJ489607 consensus lllclcllcl

Ac@TCTAGGA

ETACEEETAR

TACTARBAGT

AEG

TAECCAREAC A

A@cTEEA

Quality scores

AJ489607 consensus IIIGIGIIGI

ACEmCTAGCH

ETACEEETAR

TACTAARACT T

AREAEC

TmABGCAAE

G ATTAGCTEEA

Quality scores

AJ489607 consensus IIIGIGIIGI

AGETGTAGCH

ETACEEETAR

TAGTARBRAGT

TTEARARAEC

TABCGAREAC

ATTAECTEEA

Quality scores

AJ489607 consensus lllGlGllGl

BGETGTAGGA

BTACEEETAE TACTARARCE WTEA

Quality scores

BBG

TAECCARBAC

ATTAECTER

AJ489607 consensus IIIGIGIIGI

AGETCTAGCH

ETACEEETAR

TAGTARBRAGT

TTEARARAEC

TWABCCAREAGC

ATTAECTEEA

Quality scores

AJ489607 consensus lllclcllcl

Ac@TCTAGGA

ETACEEETAR

TAGTARRAGT

TTEARARAEC

TAECCAREAG

ATTAECTEEA

Quality scores

Consensus CCTGCGAAGC

AGCTGTAGGA

CTAGCCCTAC

TAGTAAAAGT

TTCAAACACG

TACGGAACAG

ATTACGTCCA

Sequence Iogo
0.0bits

e (CTCME

L
ACCTCTAGCA

10,160
|

AJ489607 consensus AAATETEAAE

L]
(TAGCCCTAC

L]
TACTARRACT

10,180
|

T GCETARRRATT

L]
TTCARACACC

L]
TACCCAACAC

10,200
|

BARTAATCERT

I
AT

AEETCABTAT

Quality scores

AJ489607 consensus llllllllll

GETARBAATT

BAETAATCET

AEETCAETAT

Quality scores

AJ489607 consensus llllllllll

GETARAAATT

EAETAATCET

AEETCAETAT

Quality scores

AJ489607 consensus llllllllll

GETARAAATT

EAETAATCET

AGETCAETAT

Quality scores

AJ489607 consensus llllllllll

GETARRAATT

EAETAATCET

AEETCAETAT

Quality scores

AJ489607 consensus ll

T CETARARATT A

EAETAATCET

A AEETCAETA

Quality scores

AJ489607 consensus llllllllll

GETARAAATT

EAETAATCET

AEETCAETAT

Quality scores

AJ489607 consensus llllllllll

GETARRARTT

EAETAATCET

AEETCAETAT

Quality scores

AJ489607 consensus llllllllll

GETARARATT

BARTAATCERT

AEETCABTAT

Quality scores

Consensus AAATCTCAAC CTACTACAAT GCTAAAAATT ATTCTTCCCT CACTAATGCT ACTACCACTA

ACCTGACTAT

100%
Conservatlon

Sequence Iogo
0.0bits

IR AT
TCTCAAC CTACTACAAT CCTAARAATT A

73

LT T L
TTCTTCCCT CACTARTCCT ACTACCACTA ACCTCACTAT

10148

10150

10150

10150

10148

10148

B 10148

10148

10148

10218

10220

10220

10220

10218

10218

10218

10218

10218



AJ489607 consensus EAACEEETAR

Quality scores

10, 240

IIIIIIIGI AGARABCTA

10, 260

IIIIIIIIIG

|
AcTTTAREEA

10,280

CEETAAGAET

N4&m07cmwawm EAACEEETAR ARAAREETCA AEAAABCTAA

Quality scores

BETEATATAC

ACTTTAAGEA

CEETAARAET

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

AAAAAGETCA ABAAAECTA

EBETEATATAC

AcTTTAREEA

CEETAAGAET

AEETCA AGAMAEGTAA §

T AGHTE

A cEETAA

AJ489607 consensus lllGllllll

Quality scores

ARAAEETCA ABAAAECTA

BETEATATAGC

AcTTTAAEEA

GEETAAGAET

AM89607cmwawm EAACEEETAA AAAAREETCA AEARAGCTAA

Quality scores

AJ489607 consensus ll c@

Quality scores

EBETEATATAC

AcTTTAREEA

CEETAAGAET

BAAAAEETCA AEARAECTAR

BETEATATAC

AcTTTARGEA

CEETAREAE

AM89607cmwmwm EAACEEETAA AAAAREETCA AEARAGCTAA

Quality scores

BETEATATAC

AcTTTAREEA

CEETAAGAET

AJ489607 consensus lllGllllll AAAAREETCA AEAARECTAA

Quality scores

EETEATATAC

AcTTTAREEA

CEETAAGAET

Consensus CAAGCCCTAA

100%
Conservatlon

Sequence Iogo
0.0bits

AAAAACCTGA ACAAACGTAA

CCTCATATAG

TTTTCTAATT

AGTTTAACCA

GCCTAACACT

LR TEL ]
" CAGCCCTAN AMAKCCT CCTCATA

10, 300

AJ489607 consensus IIIIIGIIII BEECAECARR ATTATARE l

Quality scores

AT

Il
T

L]
TTITCTAATT

L]
ACTTTAACCA

10,340
|

BACAEEEEET

il
AT

AM89607cmwmwm TETATCAEAA ABECAECAAAR ATTATAAAAA

Quality scores

EACAEEEEET

AJ489607 consensus lllllGllll AEECAEGAAR ATTATARAAR

Quality scores

EACAEEEEET

AM89607ammnmw TETATCAEAR ABECAECAAA ATTATAAAAA

Quality scores

EACAEEEEET

AM89607cmwﬂwm TETATCAGAA ABECAECAAA ATTATAAAAA

Quality scores

AM89607cmwamm TETATGAEAR AEECAECARA AT

Quality scores

EACAEEEEET

EAcAE

AM89607cmwmwm TETATCAEAA ABECAECARA ATTATAAAAA

Quality scores

EACAEEEEET

AJ489607 consensus lllllGllll

Quality scores

AEECABCARA ATTATAAR

EACAEEEEET

N4&m07cmwawm TETATCABAR AEECAECARA ATTATARARA

Quality scores

BACAEEEEET

Consensus TCTATGACAA

100%
Conservatlon

Sequence Iogo
0.0bits

ACCGACGAAA ATTATAAAAA CTTTTCAAAT ATATTCTCCT CAGACCCCCT ATCCACACCA

I
A

I
TGACAA ACCCACCARA ATTATAMARA (

74

LT T LT
TTTTCAMAT ATATTCTCCT CAGACCCCCT

LI
ATCCACACCA

10288

10290

10290

10290

10288

10288

F 10288

10288

10288

10358

10360

10360

10360

10358

A 10358

10358

10358

10358



AJ489607 consensus TTRAATTATTT

Quality scores

|
TAAEAGEETG

10,380

ATTAETCEEA

10,400

TACETACEEA

ARAAARCATA

AJ489607 consensus llllllllll

Quality scores

TAAEACEETC

ATTAETCEEA

TACETACEEA

ARAAAACATA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TAREACEETC

ATTAETCEEA

TACETACEEA

ARAAARCATA

BAcEETC A

ETCEEA @

TACETACEEA

A AAAARACATA

AJ489607 consensus llllllllll

Quality scores

TAREACEETC

ATTAETCEEA

TACETACEEA

ARAAARCATA

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

TAREACEETG

ATTAETCEEA

TACETACEEA

ARAAARCATA

TACETACEEA A

TAAGACEETC

ATTAETCEEA

AAARARCAT

AJ489607 consensus llllllllll

Quality scores

TAREACEETC

ATTAETCEEA

TACETACEEA

ARAAARCATA

AJ489607 consensus llllllllll

Quality scores

TAREACEETG

ATTAETCEEA

TACETACEEA

ARAAARCATA

Consensus TTAATTATTT TAACAGCCTG

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

Quality scores

ATTACTGCCA

CTAATATTAA

TAGCTAGCCA

AAACCACCTA

AAAAAAGATA

TTANTTATTT

LT
TAACACCCTC

10,440
|

AJ489607 consensus BTfAAECTAET

L
ATTACTGCCA

I
(TAATATTAA

10,460

TABTAATEAC

L]
I

AGCTAGCCA AAACCACCTA ARARAAGATA

10,480

10,500
|

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus ll AECTAET A

Quality scores

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus lllllGllll

Quality scores

TABTAATEAC

AJ489607 consensus lllllGllll

Quality scores

TASTAATEAC

Consensus ATAACGTACT ACAAAAACTC TACATCTCAA TACTAATCAG CTTACAAATT CTCCTAATCA

100%
Conservatlon

Sequence Iogo
0.0bits

TAACCTTTTC

i
ACCTACT

L
ACARARACTC

1N
TACATC

LT
TCAX TACTAATCAC (T

75

11|
TACAAA

I
T CTCCTAATCA TAACCTTTIC

10428

10430

10430

10430

10428

10428

A 10428

10428

10428

10498

10500

10500

10500

10498

@ 10498

10498

10498

10498



AJ489607 consensus AcEARETCAR

10,520

|
ATTECARGCEA

10,540

Quality scores

AJ489607 consensus lGlllllGll

ATTTCAACEA

Quality scores

AJ489607 consensus IGIIIIIGII

ATTTCARCEA

Quality scores

AJ489607 consensus lGlllllGll

ATTTCARCEA

Quality scores

AJ489607 consensus IGIIIIIGII

ATTTCARCEA

Quality scores

AJ489607 consensus lGlllllGll

ATTTCARCEA

Quality scores

AJ489607 consensus lGlllllGl

T ATTTCARCEA AEET

Quality scores

AJ489607 consensus lGlllllGll

ATTTCARCEA

Quality scores

AJ489607 consensus lGlllllGll

ATTEcARCEA

Quality scores

Consensus AGCAACTGAA

CTAATTATAT

TTTATATTTT

ATTTGAAGCA

ACCTTAATCC

CAACACTTAT

TATTATTACC

Sequence Iogo
0.0bits

e JCHCTCH

I
CTAATTATAT

10, 580

AJ489607 consensus lGllGlGGGl

EEEAAAETCA

I
TTTATATTTT

L]
ATTTCAAGCA

10,600
|

AECEETAARSE

GEAGGCATTT

L]
ACCTTAATCC

T
CRACACTTAT

10,620

i
THTATIAC

ATECCTTETA

Quality scores

AJ489607 consensus IGIIGIGGGI

AEEAAAETCA

AGcEETAAAR

GEAGGGARTT

BFECCTTETA

Quality scores

AJ489607 consensus lGllGlGGGl

AEEAAAETCA

AEcEETAAAR

GEAGGGATTE

BFEcCTTETA

Quality scores

AJ489607 consensus IGIIGIGGGI

AEEAARETCA

AEcEETAAAR

GEAGGGARTT

AFECCRETETA

Quality scores

AJ489607 consensus IGIIGIGGGI

AEEAAAETCA

AECEETAAAR

GEAGGGARTT

AFECCTETETA

Quality scores

AJ489607 consensus lGllGlGGGl

AAGTGA

AEcEETAAAR

GEAGGGATTE

A AT@EcGETET

Quality scores

AJ489607 consensus IGIIGIGGGI

AEEAARETCA

AEcEETAAAR

GEAGGGARTT

BFECCRTETA

Quality scores

AJ489607 consensus lGllGlGGGl

AEEAAAETCA

AECEETAAAR

GEAGGGATTE

AFECCTETETA

Quality scores

AJ489607 consensus lGllGlGGGl

EEEAAAETCA

AECEETAARSE

GEAGGCATTT

ATECCTTETA

Quality scores

Consensus CGATGAGGGA

ACCAAACTGA ACGCCTAAAC GCAGGGATTT ATTTCCTATT TTATACCCTA

ATCGGTTCTA

100%
Conservatlon

Sequence Iogo
0.0bits

UL
TGACCGA ACCARRCTCA ACCCCTARAC GCAGCCA

Il
M

76

L
ATTTCCTATT

LT
TTATACCCTA

L
ATCLCTTCTA

10568

10570

10570

@ 10570

10568

10568

B 10568

10568

10568

10638

10640

10640

10640

10638

10638

10638

10638

10638



AJ489607 consensus TTEEAETCET

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus ll EAETCET

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores

|
AATTCEEETE

10,660

|
AARAEEATCE

10,680

AcCAAEEETA

10,700

BATTCEEETE

AAAAEEATCT

AcCAREEETA

AATTCEEETE

AARAEEATCE

BAcCAAEEETA

AATTCEEETE A

AGGAA

AARAEEATCE

AATTCEEETE

AARAEEATCE

AcCAAEEETA

AATTCEEETE

AARAEEATCE

BAcCAAEEETA

BATTCEEETE

AAAREEATCT

AcCAREEETA

AATTCEEETE

AARAEEATCE

BAcCAAEEETA

AATTCEEETE

AARAEEATCE

AcCAAEEETA

Consensus TTCCACTGCT AATTGCCCTC

ATCTTAATCC AAAACCATGT

AGGAACCCTA

AACCTCATAA

TTTTATCATT

100%
e I I I I
a1 (CACTGCT ANTTCCCCTC ATCTTANTCC AMACCATCT ACCRACCCTA ARCCTCATAA TTTTATCATT

0.0bits
10,I720 10,I74O 10,760 10,78I0
AJ489607 consensus AEAREAEAE ABETTACASC ENTEATCATE TAABAASTTA @ IGGIIGG BATCEATART ACEATTTETT
Qulty sres, A A
M4SWW7cmmeM EAGAAGAGAE AEETTACASC ETTEATCATE TAAGAAGTTA ETATCCTTCC BATCEATAAT ACEATTTETT
Quatyscre LT AT T (O (e ey
N48%m7cmwawm EAGAAGAGAE AEETTACAEC ETTEATCATE TAAGAAGTTA ETATCCTTCG GBATCEATAAT ACEATTTETT
awaiysores, [[TTTTTT LTI OO TN (T T T T
N48%m7cmwmwm EAGAAGAGAE AEETTACASC ETTEATCATE TAAGAAGTTA ETATCGTTGC GATCEATAAT ACEATTTETT
Quatyscres T AT T (T (e ey
AM89607cmwﬁww EAGAAEAGAE AEETTACAEC ETTEATCATE TAAGAAGTTA ETATCCTTCC BATCEATAAT ACEATTTETT
Qualyscres HHHHHHHHH\HHHHHHHHHHHHHHHHHHHH\HHHHHHHHH\HHHHHHHHHH\HH\H\HHHH\H\HHHHHHHHH\

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

THAGAEC §

ATCATE T

BFATccETcG EATCER

I AGEATT

AEETTACAEC

BTTEATCATE

BTATCGCETCG BATCEATAAT

BACEATFTETT

AEETTACAEC

ETTEATCATE

BEGGTTGG @ATGEA

T ACEATTTETT

BEETTACABG

BTrTEATCATE

BTATCCTTCC BATCEATARR

ACEATTTETT

Consensus CACAACACAC ACCTTAGACG CTTCATGATC TAACAACTTA CTATGGTTGG CATGCATAAT AGCATTTCTT

100%
Conservatlon

Sequence Iogo
0.0bits

LU L
AMCACAC ACCTTACACE CTTCATCATC TAACAAC

Il
L

77

IENHAR MR
CTATCCTTGG CATCCATAAT

L
ACCATTTCTT

10708

10710

10710

M 10710

10708

10708

F 10708

10708

10708

10778

10780

10780

10780

10778

10778

10778

10778

10778



AJ489607 consensus ATTAAAATARG

Quality scores

10, 800

lllllllcc

AcTTEARETA

|
TGARTAEEAA

10,820

ARCEEEATGT

|
mcAACETEEA

10,840

- Jufufe] “hlefefelis

AJ489607 consensus llllllllll

Quality scores

BATTATATCC

AcTTEAEETA

TcAETAGEAA

AACEEEATCE

FCAACETEEA

[ uule] < fefefe],]

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BATTATATCG

AcTTEARETA

TCARTAREAA

ARCEEEATGT

mCAACETEEA

ATTCEFCGGH

BAmATGG

AcTTEARETA

TCARTAREAA

ARCEEEATGT

TGHAACETEE

A ATTCETGGCRE

AJ489607 consensus llllllllll

Quality scores

ATTATATGG

AcTTEARETA

mCARTAREAA

ARCEEEATCT

mCAACETEEA

ATTCEFGGGH

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

BATTATATCG

AcTTEARETA

TCARTAEEAA

ARCEEEATGT

mCAACETEEA

ATTCEFGGGH

BATTCGETGGGE

BATTATATCC

AcTTEAEETA

TCAETAGERA

AACEEEATCE

TCAACETEEA

AJ489607 consensus llllllllll

Quality scores

BATTATATCG

AcTTEARETA

mCARTAREAA

ARCEEEATCT

mcAACETEEA

ATTCEFGGGH

AJ489607 consensus llllllllll

Quality scores

BATTATATCC

AcTTEARETA

TGARTAEEAA

ARCEEEATGT

mcAACETEEA

- Jufufe] “hlef{efelis

Consensus ATTAAAATAC CATTATATGG

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

AGTTCACCTA

TGACTACCAA

AAGCCCATGT

TGAAGCTCCA

ATTGCTGGGT

ATTMANTAC

TN
CATTATATCC

10,860
|

AJ489607 consensus EAATABRTTET

BCEACETATT

T

T
TCACTACCAA

TAGGTAGTTA

L]
ARCCCCATCT

LTI
I(A

ACCTCCA ATTGCTGCCT

10,900
|

BCCARTAATT

BcEATETEEA

10,920
|

TTATTETACA

AJ489607 consensus llllllllll

Quality scores

ACEBACETATT

WAGGTAGTTA

EcCAATAATT

EcEATETEEA

TMTATTETACA

AJ489607 consensus llllllllll

Quality scores

AcEACETATT

THAGGTAGTTA

EcGAATAATT

EcEATETEEA

TTATTETACA

AJ489607 consensus llllllllll

Quality scores

ACEACETATT

WAGGTAGTTHA

ECCAATAATT

EcEATETEEA

TMTATTETACA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

ACEACETATT

WAGGTAGTTA

EcCAATAATTE

EcEATETEEA

TMTATTETACA

T BcEACET

TAGGTAGTTA

BGGAR

T @cEART

A TRATTETAGA

AJ489607 consensus llllllllll

Quality scores

ACEACETATT

WAGGTAGTTHA

ECCAATAATT

EcEATETEEA

TMTATTETACE

AJ489607 consensus llllllllll

Quality scores

ACEACETATT

TAGGTAGTTA

EcGAATAATT

EcEATETEEA

TTATTETACA

AJ489607 consensus llllllllll

Quality scores

BCEACETATT

TAGGTACTTA

BCCARTAATT

BcEATETEEA

TTATTETACA

Consensus CAATAATTCT AGCAGCTATT CTTCTAAAAT TAGGTAGTTA CGGAATAATT CGCATCTCCA

100%
Conservatlon

Sequence Iogo
0.0bits

TTATTCTAGA

UL
TRATTCT ACCAGCTATT CTTCTAARAT TACGTAC

Il
L

78

I
(CGATAA

I
T CCCATCTCCA TTAT

L]
TCTACA

10848

10850

10850

10850

10848

10848

10848

10848

10848

10918

10920

10920

10920

10918

10918

10918

10918

10918



AJ489607 consensus EEEAETARAEA

Quality scores

|
ARATATATAC

10,940

10,960

EEETATCAEC CAETABRTE

T AAETACETEA

AJ489607 consensus llllllllll

Quality scores

BAATATATAC

TEEETATCAC CAATAATTAT

AAETACETEA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

ARATATATAC

EEETATCEC CEETABRTE

T AAETACETEA

ATATAC @

ATGAGC CHATA

WACETEA

AJ489607 consensus llllllllll

Quality scores

AATATATAGC

BEETATCAC GCAATAAT

T AAETACETEA

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

ARATATATAC

TEEETATCAC CARTARTTAT

ARETACETEA

TGAG GA

BAATATATAC

AAETACETE

AJ489607 consensus llllllllll

Quality scores

AAATATATAC

TEEETATCAC CARTARTTAT

ARETACETEA

AJ489607 consensus llllllllll

Quality scores

ARATATATAC

TEEETATGAC cARTARTTAT

ARETACETEA

Consensus CCCACTAACA

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

AAATATATAG

CATACCCCTT CATCCTTCTC

TCCCTATGAG GAATAATTAT

AACTAGCTCA

CCCACTMCA ARNTATATAG

11,000
|

AJ489607 consensus BTf@TcETTAE

CEEARAGAGH

L]
CATACCCCTT

T
CATCCTTCTC

BTAATECERT

L]
TOCCTATOAC

]
CAATAATTAT

11,040
|

AETEETEACT

TACEEAGATA

I
AT

CEABFTCTTA

AJ489607 consensus llllGlllll

Quality scores

CEEARAGACA

ETAATECEET

ASTEETEACT

TACEEARATA

GEABFTCTTA

AJ489607 consensus llllGlllll

Quality scores

CEEARAGAGA

ETAATECEET

ASTEETEACT

TACEEAEATA

CEABTTCTTA

AJ489607 consensus llllGlllll

Quality scores

GEEARAGACA

ETAATEcCEET

ABTEETEACT

TACEEAEATA

GEABFTCTTA

AJ489607 consensus llllGlllll

Quality scores

CEEARAGACA

ETAATEcEET

ASTEETEACT

TACEEAEATA

CEABFTCTTA

AJ489607 consensus IIIIGII AE

Quality scores

CEEARABACA T

ETAATECEET

AETEETEACT

TACEE

A CEAETTCTTA

AJ489607 consensus llllGlllll

Quality scores

CEEARAGACA

ETAATEcEET

ASTEETEACT

TACEEAEATA

GEABFTCTTA

AJ489607 consensus llllGlllll

Quality scores

GEEARAGAGA

ETAATECEET

ASTEETEACT

TACEEAEATA

GEABTTCTTA

AJ489607 consensus llllGlllll

Quality scores

CEEARARAGH

BTAATECERT

AETEETEACT

TACEEAGATA

CEABFTCTTA

Consensus ATCTGCTTAC GCCAAACAGA TTTAAAATCA CTAATCGCCT ACTCCTCAGT TAGCCACATA

100%
Conservatlon

Sequence Iogo
0.0bits

GCACTTGTTA

UL
TGCTTAC

T
CCCAAACACA

LT
TTTAARATCA

LT
CTAATCGCCT

79

]
A

N
TCCTCAGT TACCCACATA (CAC

1
TTGTTA

10988

10990

10990

10990

10988

10988

A 10988

10988

10988

11058

11060

11060

11060

11058

11058

11058

11058

11058



|
AJ489607 consensus TTCEATEAAT EATAATEEAA

11,080

AETEEATCAR

GETTEATAGCG

ACEAAGAATA

|
ETAATAATEC

11,120

BAEATCCEET

Quality scores

N4&m07cmwawm TETCEATEAAT GATAATEEAA

AETEEATCAR

CEFFEATACG

AcEAREAATA

BTAATARTEC

BAEATCCEET

Quality scores

AM89607cmwﬂwm TTCEATEAAT GATAATEEAR

AETEEATCAR

GETTEATACC

ACEAAGAATA

ETAATAATEC

BAEATCCEET

Quality scores

AJ489607 consensus IIGIII

ATNGAR

AcEA

A GBTAATAATEC B

L-Jufefe] <[ i

Quality scores

AM89607cmwmwm TTCEATEAAT BATAATEEAR

AETEEATCAR

GETTEATAGG

ACEAAGAATA @

TAATAATEC

BAEATCCEET

Quality scores

AM89607cmwawm TTCEATEAAT GATAATEEAR

AETEEATCAR

GETTEATACC

ACEAAGAATA

ETAATAATEC

BAEATCCEET

Quality scores

AJ489607 consensus llG

ATccBET

Quality scores

AETEEATCAR

CEFFEATACG

AcEAREAATA

AM89607cmwmwm TTCEATEAAT BATAATEEAR

AETEEATCAR

GETTEATACC

ACEAAGAATA

ETAATAATEC

BAEATCCEET

AM89607cmwawm TTCEATEAAT EATAATEEAA

AETEEATCAR

GETTEATAGCG

ACEAAGAATA

ETAATAATEC

BAEATCCEET

Quality scores

Consensus TTGCATCAAT CATAATCCAA

ACTCCATGAA GCTTCATAGG AGCAACAATA

CTAATAATCG

CACATGGCCT

Sequence Iogo
0.0bits

I
> TTCATCAAT CATARTCCM

11, 140

AJ489607 consensus llllllllll BrEETATTET

L
ACTCCA

GEETACEARA

MR
T LT

A

ACCRACRATA

L]
CTAATAATCE

11,180
|

GRRBCCATEE

AEACEECTEAR

T
CATEECT

TATAATEATC

Quality scores

AM89607cmmeM EAGATEATEA BTrEETATTET

GEETACEAAA

GABBGCATEE

AEACEECTAR

TATAATEATC

Quality scores

AM89607cmwﬂwM EAEATEATEA ErEETATTET

GEETACEAAR

GAAECGATEE

AEACEECTAR

TATAATEATC

Quality scores

AM89607amwnmw EAGATEATEA BTEETATTET

GEETACEAAA

GARBGCATER

AEACEECTAR

TATAATEATC

Quality scores

M48mm7cmwawm EAEATEATEA ETrEETATTET

GEETACEAAR

GAABGCATES

AEACEECTAR

TATAATEATC

Quality scores

AJ489607 consensus ll

I GEETACERAR &

GHAAECGATEE

AEACEECTAE T

TEATG

Quality scores

AM89607cmwmwm EAGATEATEA BTrEETATTET

GEETACEAAA

GARBGCATES

AEACEECTAR

TWATAATEATC

Quality scores

M4&wo7cmwawm EAEATEATEA ErEETATTET

GEETACEAAR

GAAECGATEE

AEACEEcTAR

TATAATEATC

Quality scores

N4&m07cmwawm EAGATEATEA ETEETATTET

GEETACEARA

GRRBCCATEE

AEACEECTEAR

TATAATEATC

Quality scores

Consensus CACATCATCA

CTCCTATTCT GCCTAGCAAA CTCCAACTAC GAACGGATCC ACAGCCGTAC TATAATCATG

100%
Conservatlon H H H ‘
Sequence Iogo C A

0.0bits

I
TCATCA CTCCTATTCT CCCTAGCAA €

1
TOCAAC

80

LT L
TAC CARCCCATCC ACACCCGTAC TATAATCATC

11128

11130

11130

11130

11128

11128

11128

11128

11128

11198

11200

11200

11200

11198

11198

11198

11198

11198



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

|
GEEECAGCAE TTEABMATGCE

11,220

|
ETTEEEAETT ATACEEAGAT

11,240

GATGAETGAT

BAcEAACTETA

GETARATETAC

GIIIGIGGII FrEAAATCCT

BTTEEEAETT ATACEEAEAT

GAFGABTCAT

AcEAACTETA

CETAATETAC

GEEECAGCAE TTEARATCGHT

ETTEEEAETT ATACEEAGAT

GATGAETGAT

BAcEAACTETA

GETAATETAC

GEEECAGCAE T

BATGGT @

EAETT ATACEEAEAT

GATGAETGAR

BAcEAACTETA

GETAATETAC

GEEECAGCAE TTEAAATCGHT

ETTEEEASTT ATACEEAGAT

GATGAETGAT

BAcEAACTETA

GETAATETAG

GEEECAGCAE TTEARATCGCT

ETTEEEAETT ATACEEAGAT

GATGAETCAT

BAcEAACTETA

GETARATETAC

GEEEGAGCAE

T ATACEEABAT

GAFGABTCAT

AcEAACTETA

FrEAAATCCT

GEEECAGCAE TTEAAATCGHT

ETTEEEASTT ATACEEAGAT

GATGAETGAT

AcEAACTETA

GETAATETAC

GEEECAGCAR TTEABMATGCE

ETTEEEAETT ATACEEAGAT

GATGAETGAT

BAcEAAGTETA

GETARATETAC

GCCCGAGGAC TTCAAATGGT

CTTCCCACTT ATAGCCACAT

GATGACTGAT

AGCAAGTCTA

GCTAATCTAG

LT UL
" CCCCCACGAC TTCAAATCCT

11,280
|

T
T T

IIIIGGIG BATTATTE

CATCACTCAT

LTI
Al

AACTCTA GCTAATCTAC

11,320
|

11,340
|

CATEAARETT

BTAATACCAC AATTATTEAT

GATEARARTT

BTAATACGAC AATTATTEAT

GATEARABTT

BTAATAGGAC AATTATTEAT

GATEARAETT

BTAATACGAC AATTATTEAT

GATEARARTT

TAGGAG HAT

T CATEAA

BTAATACGCAC AATTATTEAT

GATEARARTT

TAATACCAC AATTATT

GATEARABTT

BTAATACCAC AATTATTEAT

CATEAARETT

Consensus CTCTACCCCC TTCAATCAAT CTAATAGGAG AATTATTCAT TACCATATCA

100%
Conservatlon

Sequence Iogo
0.0bits

TTATTTTCTT

GATCAAACTT

I
TACCCCC TTCAA

81

L]
TCAAT CTAATAGGAC AATTATTCAT TACCATATCA TTA

M
TICH

LI
CATCARACTT

11268

11270

11270

11270

11268

11268

G 11268

11268

11268

11338

11340

11340

11340

11338

11338

11338

11338

11338



AJ489607 consensus TAEBEATTATE

|
ETTATAGGAR

11,360

11,380

|
TATTASACCHE

11,400

Quality scores

AJ489607 consensus llllllllll

BrTATACCAR

TATTAEACCT

Quality scores

AJ489607 consensus llllllllll

ETTATAGGAR

TATTASACCHE

Quality scores

AJ489607 consensus ll

THEGGAR @

BAGGT

Quality scores

AJ489607 consensus llllllllll

ATAGGAR

TATTASACCE

Quality scores

AJ489607 consensus llllllllll

ETTATAGGAR

TATTASACCHE

Quality scores

AJ489607 consensus

Quality scores

BFTATACCAR

TATTAEACCT

AJ489607 consensus llllllllll

ETTATAGGAR

TATTASACCE

Quality scores

AJ489607 consensus llllllllll

ETTATAGGAR

TATTASACCHE

Quality scores

Consensus TACCATTATT

CTTATAGGAA

TTAACATTAT

TATTACAGGT

ATATACTCAA

TATACATAAT

TATTACCACC

Sequence Iogo
0.0bits

et TRCCATTT

L
(TTATAGCAA

11, 420

AJ489607 consensus llllGlGGll

I
TTRACATTAT

TN
TATTACAGCT

11,440
|

]
ATATACTCAA

TN
TATACATAAT

11,460
|

BAECACARGTA

I
THTACA

AEAETAATAC

Quality scores

AJ489607 consensus IIIIGIGGII

ABCACARETA

ABAETARTAC

Quality scores

AJ489607 consensus llllGlGGll

AGGACARETA

ABAETARTAGC

Quality scores

AJ489607 consensus IIIIGIGGII

ABCACARETA

ABAETAATAGC

Quality scores

AJ489607 consensus llllGlGGll

AGCACARETA

ABAETARTAC

Quality scores

AJ489607 consensus llllGlGGll

AEGACARET

BATAG

Quality scores

AJ489607 consensus IIIIGIGGII

ABCACARETA

ABAETAATAGC

Quality scores

AJ489607 consensus llllGlGGll

ABGACARETA

ABAETARTAC

Quality scores

AJ489607 consensus llllGlGGll

AECACARGTA

AEAETAATAC

Quality scores

Consensus CAACGCGGCA

AACTAACCAA CCATATAATT AACCTCCAAC CCTCACACAC ACGAGAACTA

ACACTAATAG

100%
Conservatlon

Sequence Iogo
0.0bits

UL
CGCCCCA ARCTAACCAA CCATATAATT AACCTCCAAC CC

82

LT LTI L
TCACACAC ACCAGAACTA ACAC

L]
TAATAC

11408

11410

11410

@ 11410

11408

11408

B 11408

11408

11408

11478

11480

11480

11480

11478

11478

11478

11478

11478



AJ489607 consensus EEETTERAEAT

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

11,500

|
ETAREACTERE

11,520

|
AEAGCEETGA

11,540

EAATATGTCA

ETAGEACTER

AEACCEETCA

BAATATCECA

ETAREACTEE

ABAGCEETCA

EAATATCTCA

ETAREACTERE

T ABAGCEETCHA

EAATATGTCA

ETAREACTERE

ABAGCEETCA

EAATAFCTCA

ETAREACTERE

ABAGCEETCA

BAATATCTCA

F AEACCEETCA BAATATCECA

BTAEEACTESE

ETAREACTERE

ABAGCEETCA

EAATAFCTCA

ETAREACTERE

AEAGcEETGA

EAATATGTCA

Consensus CCCTTCACAT AATTCCACTT

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus BTFATACTTTA

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus ll TAGTTTA @

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

AJ489607 consensus lllllGllll

Quality scores

Consensus ATATAGTTTA

100%
Conservatlon

Sequence Iogo
0.0bits

ATTCTTCTAA

CTACCAGTCC

AAAACTAATT

ACAGGCCTGA

CAATATGTGA

I
ATTCCACTT

- CCCTTCACAT

11,560
|

L
ATICTTCTAA

L]
CTACCAGTCC

11,580
|

FACAETCTCA

ATETCAGARE

L]
AAACTAATT

T
ACAGCCCTCA

11,600
|

ACCARATARA

i
CATATCT

BAEEAACERA

TACAETGCTGA

ATETCAEAAR

BACCAAATAARA

EABEARCARA

TAGABTGTGA

ATETCAEARE

BACGAARTARA

EABEARCAAA

TACAETGTGA

ATETCAEAARE

BACCARATAARA

EABEARCARA

TACAETGCTGA

ATETCAEAAR

BACCAAATAARA

EABEARCAAA

TAGABTGTGA

ATETCAEARE

AGGAA

T GAEEAACARA

TACAETGTGA

ATETCAEAAR

BACCARATAARA

EABEARCARA

TAGABTGTGA

ATETCAEAARRE

BACCAARTAARA

EABEARCAAA

TACAETCTCA

ATETCAGARE

ACCARATARA

BAEEAACERA

CAAAAAACAT TAGACTGTGA ATCTGACAAC AGGAAATAAA

CCTCCTTATT

CACCAAGAAA

LT
TACTTTA CARARRACAT

I
TACACTCTCA

83

LT LI UL
ATCTCACAAC ACCARATARA CCTCCTTATT

L
CACCAAGARA

11548

11550

11550

11550

11548

11548

11548

11548

11548

11618

11620

11620

11620

11618

11618

11618

11618

11618



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

|
GATTCEAAGA ABTCETAATT

11,640

BATCETTEEA

|
TCTTTARARA

11,660

BATCCETETE

11,680

AGGATABRTAG

T T T T O T CO T CTT
GIIIGIIIGI BETCETAATT EATCETTEEA TCTTTARAAA BATCCETTTE TTABTTTTAT AcCATAATAGC
LT AT TOR e (T T [T

CATTCEAACA AETCETAATT BATCETTEEA TCTTTAAARA BATCCETTTE TTASTTTTAT ACCATARTAGC
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH
GATTCEAAGA ABTCETAATT BATCETTEEA TCTTTAAARA BATCCETTTE TTAET T AGGATAATAG
Ay
GATTCEAACA AETCETAATT BATCETTEEA TCFTTANAAA BATCCETTTE TTASTTETAT ACCATAATAGC
LT AT TORT e (T T [T

CATTCEAAGA AETCETAATT BATCETTEEA TCTTTAAAAA BATCCETTTE TTASTTTTAT ACCATAATAGC
T T T T O T CO T CTT
CATTCEARCA AETCETAATT BATCETTEEA TCTrTTAAAAA BATCCETTTE FTABTTTTAT ACCATAATA
LT AT O (T T [

GATTCEAACA AETCETAATT BATCETTEEA TCFTTAAAAA BATCCETTTE TTASTTETAT ACCATAATAGC
LT AT O (T T [T

CATTCEAAGA ABTCETAATT BATCETTEEA TCTTTAAARA BATCCETTTE TTABTTTTAT ACCATAATAGC
T e e T O T s
GATTGCAAGA ACTGCTAATT CATGCTTCCA TGTTTAAAAA CATGGCTTTC TTACTTTTAT AGGATAATAG
T ARV IRTARNATE
" GATTGCMCA ACTCCTANTT CATCCTTCCA TCTTTAAAM: CATCCCTTTC TTACTTTTAT ACGATAATAC
11, 700 11,I720 11,I74O 11,76I0

TAAT IIIIIG CTETTACCAR BEARAAAEET TCCTCEARAT BEAAATAAAA CTAATEAATA TTTTEAEAAR
LT T T (T verr]

IIIIIIIIIG CRETTWAGGAA EEAAAAAREET TCCTCEAAAT GEAAATAAAA CTAATEAATA TTTTEASAAE
LT T T (T ey

IIIIIIIIIG GTETTAGCAA EEAAAAAEET TCCTCEAAAT GEAAATAARA CTAATEAATA TTTTEAEAAE
T T T T O T CO T T
IIIIIIIIIG GTETTWACGAA SEAAAAAEET TCCTCEAAAT GEAAATAARA CTAATEAATA TTTTEASAAE
LT T T (T ey

IIIIIIIIIG CGTETTWACGCAA EEAMAAAEET TCCTCEAAAT GEAAATAARA CTAATEAATA TTTTEAEAAE
HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH\\HHHHHHHHH
ll TG GTETTAGCH ABEET FccWCEARAT GEAR A CTAAT mTTTEAEAA
TRNTTTEERNEART TR AR RN

IIIIIIIIIG GRETTWACGGAA EEAAAAAEET TCCTCEAAAT GEAAATAARA CTAATEAATA TTTTEASAAE
LT T T (T el

ATEEATTC CTETTACCAA GEAAAAABET WGCTCEAAAT GEARATAAAR CTAATEAATA TTTTEAGAAS
A Ay
IIIIIIIIIG CTETTACCAR BEARAAAEET TCCTCEARAT BEAAATAAAA CTAATEAATA TTTTEAEAAR
I

Consensus TAATCCATTG GTCTTAGGAA CCAAAAACCT TGGTGCAAAT CCAAATAAAA

100%
Conservatlon

Sequence Iogo
0.0bits

GTAATCAATA

TTTTCACAAC

84

I IO TR TR
TOCATIG CTCTTAGCAA CCAARRACCT TCCTGCARAT CCARATARAA GTAATCAATA TTTTCACAAC

11688

11690

11690

11690

11688

11688

G 11688

11688

11688

11758

11760

11760

11760

11758

@ 11758

11758

11758

11758



AJ489607 consensus ETEAATETTA

11,780

11,800

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

Consensus CTCAATCTTA

TTAATCTTCA

TTCTTCTACT

ATCCCCAATC

CTAATTTCAA

TATCAAACCT

AATTAAACAC

Conservatlon

Sequence Iogo
0.0bits

- CICMICTTA TTMTCTTCA

11,840
|

AJ489607 consensus ATEARETTEE

BAETCTAGAE

I
TTCTTCTACT

L]
ATCCCCAATC

11,860

]
(TAATTTCAA

L]
TATCARACCT

11,880
|

TACEETETTA

I
TTAAACK

Quality scores

AJ489607 consensus llllllllll

EAETCTAEAR

TACEETETTA

Quality scores

AJ489607 consensus llllllllll

EAETCTAEARE

TACEETETTA

Quality scores

AJ489607 consensus llllllllll

EAETGTAEAR

TACEETETTA

Quality scores

AJ489607 consensus llllllllll

EAETCTAEAR

TACEETETTA

Quality scores

AJ489607 consensus ll

@ EAETCTAEAE

TAcEE

Quality scores

AJ489607 consensus llllllllll

EAETCTAEAR

MACEETETTA

Quality scores

AJ489607 consensus llllllllll

EAETCTAEAR

TACEETETTA

Quality scores

AJ489607 consensus llllllllll

BAETCTAGAE

TACEETETTA

Quality scores

Consensus ATCAACTTCC CACTGTACAC CACCACATCA ATCAAATTCT CCTTCATTAT TAGCCTCTTA

CCCCTATTAA

100%
Conservatlon

Sequence Iogo
0.0bits

T
ACTTCC

1]
(ACTC

TN
TACAC CACCACATCA A

LT
TCAMATTCT

85

1]
((

I
TTCATTAT TACCCTCTTA CCCC

L]
TATTAA

11828

11830

11830

@ 11830

11828

11828

B 11828

11828

11828

11898

11900

11900

11900

11898

A 11898

11898

11898

11898



|
AJ489607 consensus TATTTTTEEA GAATAATATA

Quality scores

N4&m07cmwawm TATTTTTEEA GAATAATATA

Quality scores

AM89607comenws TATTTTTEEA EAATAATATA

Quality scores

AJ489607 consensus ll

Quality scores

AM89607cmumwm TATTTFTEEA SAATAATATA

Quality scores

M4&wo7cmwawm TATTTTTEEA GAATAATATA

Quality scores
AJ489607 consensus

Quality scores

AM89607cmwmwm TATTTFTEEA SAATAATATA

Quality scores

AM89607cmwawm TATTTTTEEA GAATAATATA

Quality scores

Consensus TATTTTTCCA

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus TARBATAACE

Quality scores

AJ489607 consensus llllllllcl

Quality scores

AJ489607 consensus IIIIIIIIGI

Quality scores

AJ489607 consensus llllllllGl

Quality scores

AJ489607 consensus IIIIIIIIGI

Quality scores

AJ489607 consensus ll AATARGE T

Quality scores

AJ489607 consensus llllllllGl

Quality scores

AJ489607 consensus IIIIIIIIGI

Quality scores

AJ489607 consensus llllllllGl

Quality scores

11,920

GABTAT

lllllG GEABTGAcTE

EAATACARET

GEATAT

TTASAAGETC CEABTCACTE

BAATACARET

GABTAT

AGAREETC CEABTCACTE

EAATACARET

A GAA

BEFCc cEAETCAGTE

TAGAAET

GABTAT

AEAREETC CEABWCAGHT

EAATACARET

GABTAT

TTAEAREETC GEAETGAGTE

EAATACARET

TACAAET

BAATAATATA CARTAT

TTASAAGETC CEABTCACTE

GABTAT

TTAEABEETC GEAETGAGTE

EAATACARET

GABTAT

TTAEAREETC CEAETGAGTE

EAATACARET

CAATAATATA GAATATATAA TTACAACCTG GCACTGAGTC ACCATAAATT

CAATAGAACT

TATTTTTCCA CMTMIATA CAATATATAN

11,980
|

FrEAAAAETC AETTTT

L]
I

12,000
|

TN
TACAACC

TATEETCTTT A

16 CCACTCACTC

12.020

i
ACCATARAT

IIIIGIIG BEETTTTTCE

LT
T CATAGAACT

12,040
|

BAEATCATEA

TTEAAARETG AETTIT

TATEETCTTT

AEATETCTAC BEETTTETECT

EAEATCATEA

TTEAARRETG AETTEE

TATEETCTTT

AGATETCTAC BEETTTTECE

EAEATGATEA

TTEAAARETG AETTTT

TWATEETCHTE

AGATETCTAC EEETFTETECE

EAEATCATEA

TTEAAARETG AETTTT

TWATEETCTTT

AGATETCTAC BEETTTETECT

EAEATCATEA

AABETC A

TATEETCTTT

AEATETCTAC EEETTTTECT @

ATGATER

TTEAAARETG AETTTT

TWATEETCHTT

AGATETCTAC BEETTTETECE

EAEATCATEA

TTEAARRETG AETTET

TATEETGTITE A

EATETCTAC EEETTRET

T GAEATCATEA

FrEAAAAETC AETTTT

TATEETCTTT

AEATETCTAC BEETTTTTCE

BAEATCATEA

Consensus TAAAATAAGC TTCAAAACTG ACTTTTTCTC TATCCTGTTT ACATCTGTAG CCCTTTTTGT CACATGATCA

100%
Conservatlon

Sequence Iogo
0.0bits

LT
ATAAGC TTCARRACTG ACTTTT

L
TCTC TATCCTC

TR
TTTACATCTOTAG ((C

86

L]
M

1
T (ACA

L
TGATCA

11968

11970

11970

11970

11968

11968

11968

11968

11968

12038

12040

12040

12040

12038

12038

12038

12038

12038



AJ489607 consensus ATTATAGAAT

|
TETETTEATC

12,060

|
ATATATAEAE TEACAEEEAA A

12,080

EATEAATEC ATTEATTA

12, 100

Quality scores

AJ489607 consensus llllllllll

FETETTEATC

ATATATAGAS TEACAGGERA

AGATEAATEC ATTEATTARA

Quality scores

AJ489607 consensus llllllllll

TETETTEATC

ATATATAGAE TEACAEEEAA A

EATEAATEC ATTEATTAA

Quality scores

AJ489607 consensus ll

TTEATC A

TAGAE TEACAEEEAE A

Bc ATTEA

Quality scores

AJ489607 consensus llllllllll

ETETTEATC

ATATATAGAS TEACAEEEAA A

EATEAATEC ATTEATTA

Quality scores

AJ489607 consensus llllllllll

TETETTEATC

ATATATAGAS TEACAEGEAA

AGATEAATEC ATTEATTARA

Quality scores

AJ489607 consensus

B TEACAGEEAR AEAT

Quality scores

FETETTEATC

FEc ATTEATTARA

AJ489607 consensus llllllllll

TETETTEATC

ATATATAGAE TEACAEEEAA

AEATEAATEC ATTEATTAAA

Quality scores

AJ489607 consensus llllllllll

TETETTEATC

ATATATAGAE TEACAEGEAA

AEATEAATEC ATTEATTARA

Quality scores

Consensus ATTATACAAT

TCTCTTCATG

ATATATACAC TCAGACCCAA

ACATCAATCG ATTCATTAAA

TATCTTACAC

2 Ob\ls

Sequence logo
0.0bits

et NTTATACHT

L
TCTCTTCATC

12,120
|

AJ489607 consensus FATTEETCAT

TABEATCETT

NI
ATATAACAC TORACCCA

ATEETEAGET BACEEARERA

T
ACATCAATCC ATTCATTARA

12,160

|
BATATTTEAA BTTTTEATTC

T
TATCTTACAC

12,180
|

Quality scores

GEFGAGAAG

AJ489607 consensus lllllllGll

TAGEATCETT

ATEETEAEET SACEEAAGAR

BATATTTEAA BFTTTEATTC

GETGAGAAGG

Quality scores

AJ489607 consensus IIIIIIIGII

TAGEATCETT

ATEETEAEET SACEEAAGAR

BATATTTEAA BFTTTEATTC

GETGAGARGG

Quality scores

AJ489607 consensus lllllllGll

TAGEATCETT

ATEETEAEET SACEEAAGAR

BATATTTEAA BFTTTEATTC

GETGAGAAGG

Quality scores

AJ489607 consensus lllllllGll

TAGEATCETT

ATEETEAEET SACEEAAGAR

EBATATTTEAA BFTTTEATTC

GETGAGARGG

Quality scores

AJ489607 consensus ll TEETGAT T

ATCETT A

EAEET EACEEAREAR

BATA i

GETGAGARGG

Quality scores

AJ489607 consensus lllllllGll

TAGEATCETT

ATEETEAEET SACEEAAGAR

BATATTTEAA BFTTTEATTC

GETGAGAAGG

Quality scores

AJ489607 consensus lllllllGll

TAGEATCETT

ATEETEAEET SACEEAAGAR

EATATTTEAA BFTTTEATTC

GETGAGAR

Quality scores

AJ489607 consensus lllllllGll

TABEATCETT

ATEETEAGET BACEEARERA

BATATTTEAA BTTTTEATTC

GETGAGARGG

Quality scores

Consensus TATTCCTGAT TACCATGCTT ATCCTCACCT CAGCCAACAA CATATTTCAA

CTTTTCATTG

GCTGAGAAGG

100%
Conservatlon

Sequence Iogo
0.0bits

I
TOCTCAT

1]
TACCA

LTI LU 1]
TGCTT ATCCTCACCT CAGCCAACAA CA

87

L
TATTTCAA CTTTTCATTC

L]
CCTOAGRACC

12108

12110

12110

@ 12110

12108

12108

B 12108

12108

12108

G 12178

12180

12180

12180

12178

12178

12178

12178

12178



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

GGTGGGARTE

@TAATTCG

ATNGATGCTA

12,220

BECGAREAG

ABCEAAAT

12, 240

@ TCEACEEETA

GGIGGGIIII

TABTARTTGC

ATCATCCTAR

GGABCAAEAG

AECEAAATER

FcEACEEETA

GGHGGGAATT

WAATTGCG

ATGATGGTA

AEcAABAG

ABCEAAAT

@ TCEACEEETA

GGMGGGAATT A

ATTGG

AfGATGGTAR

GGABCHAAEAG

ABcEA

@ TcEACEEET

GGWGGGAATT

MAATTGG

ATGATGGTA

AEcAABAG

ABCEAAAT

@ TCEACEEETA

GGTGGGAATT

TABTAATTCG

ATCATCCTAR

GGABGAREAC

ABCEARATAR

TmCEACEEETA

GGHCGCHRATT

TABTARTIEGG

ATCATCCTAR

GGABGAAEAG

AECEAAATER

FcEACEEET

GGTGGGAATT

TABTAAFTCG

ATGATGCTAR

GGABGAREAG

ABCEARATAR

mcEACEEETA

GGTGGGARTE

TABTAAFTCC

ATNGATGGTAR

GGABCAAEAG

ABCEARATAR

mcEACEEETA

Consensus GGTGGGAATT ATATCTTTCC

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

TACTAATTGG

ATGATGGTAC

GGACGAACAG

ACGCAAATAC

TGCAGCCCTA

 (CTCCGANTT

TN
ATATCTTTCC

12,260
|

BAACEAATER

FETATAAGEC

I
TACTAATTCC

NI
ATCATGOTAC

12,280
|

BATECCACAR

ATECCATTEA

CCACACA,

|
TTETTACETAR

L]
ACCCARATAC

AcTTTCATER

T
TR

IIIGIIIIII

TETATAREEC

BATECCACAR

AFECCATFER

TTTTACETAT

BACTTTCATTE

IIIGIIIIII

TETATAREEC

BATECCAGAR

AFECCATTEER

TITTTACETAR

BAcTTmGATTE

IIIGIIIIII

TETATAREEC

BATECCAGAR

AFECCATTER

TTTTACETAT

BACTTTCATTE

IIIGIIIIII

TETATAREEC

BATECCAGAR

AFECCATFER

TTTTACETART

BACTTTCATTE

IIIGII

TAREEC

BATECCAGAR

AFECCATTFER

TITTTACETAR

ACTTTCATTIT TEEETA

IIIGIIIIII

TETATAREEC

BATECCAGAR

AFECCATFER

TTTTACETAT

BACTTTCATTE

IIIGIIIIII

TETATAREEC

@ATECCAGAR

AFECCATFER

TITTTACETAT

BAcTTTmGATTE

IIIGIIIIII

FETATAAGEC

BATECCACAR

ATECCATTEA

TTETTACETAR

AcTTTCATER

Consensus CAAGCAATCC TCTATAACCG CATCGGAGAC ATCGGATTCA TTTTAGCTAT AGTTTGATTT TCCCTAAACA

100%
Conservatlon

Sequence Iogo
0.0bits

U T
CCAATCC TCTATRACCE CATCUGAGAC A

L
TCCATTCA

88

LT
TTTTAGCTAT

L
ACTTTCATIT

L
TOCCTARACA

12248

12250

12250

12250

12248

12248

B 12248

12248

12248

12318

12320

12320

12320

12318

A 12318

12318

12318

12318



AJ489607 consensus TAARETEATG

AGARETTEAA

BACATTATAT

12,360

EARECAEAAT

12,380

TEATACCEET

Quality scores

AJ489607 consensus lllllllllG

ACARETTEAR

BACATTATAT

BAAECAGARRT

TTATACCEET

Quality scores

AJ489607 consensus lllllllllG

ACARETTEAA

BACATTATAT

EARECAEAAT

TEATACCEET

Quality scores

AJ489607 consensus ll TEATG

AGARETTEAA

BACATTATAT T

EARECAEAAT

TAGCEET

Quality scores

AJ489607 consensus lllllllllG

ACARETTEAA

BACATTATAT

EARECAEAAT

THATACCEET

Quality scores

AJ489607 consensus IIIIIIIIIG

ACARETTEAA

BACATTATAT

EARECAEAAT

THATACCEET

Quality scores

AJ489607 consensus

BACATTATAT

A GAAGCABAAT ETARN

Quality scores

G ACARETTEAR

TTATACCER

AJ489607 consensus lllllllllG

ACARETTEAA

BACATTATAR

EARECAEAAT

THATACCEET

Quality scores

AJ489607 consensus IIIIIIIIIG

AGARETTEAA

BACATTATAT

EARECAEAAT

THATACCEET

Quality scores

Consensus TAAACTCATG

AGAACTTCAA

CAGATTATAT

TCTCCAACAA

CAACGACAAT

CTAATTCCAC

TTATAGGCCT

Sequence Iogo
0.0bits

e TR

i
ACAACTTCAA

12,400
|

AJ489607 consensus BTfTAATECER

CETABACGAA

L]
CACATTATAT

I
TCTCCAACAA

12,420
|

AATEACEAEA

ATTTcCEErE

LTI
(A

ACACHT

|
BABEEATCER

I
CTAATTCCAC

TAEEATEACE

il
TTHTRACE

AATACARGCHE

Quality scores

AJ489607 consensus lllllllGll

GETABAGCAR

ABATEACEAEA

BifTccEETE

EAEEEATCAR

TABEATEACE

AATACAEGCE

Quality scores

AJ489607 consensus IIIIIIIGII

GETABAGCAR

AATEACEAEA

BiffccEETE

EAEEEATCAR

TABEATEACE

BATACARGCE

Quality scores

AJ489607 consensus lllllllGll

GRTABAGCAR

AATEACEAEA

ATTTccEETE

EAEEEATCAR

TABEATEACE

AATACABGCE

Quality scores

AJ489607 consensus lllllllGll

GETAEAGCAR

AATEACEAEA

BifTccEETE

EAEEEATCAR

TABEATEACE

AATACARGCE

Quality scores

AJ489607 consensus ll AATECER

GETABAGGAR A

EACEAEA

BiffccEETE

EAEEEATCAR

TABEATEACE

AATACARGCE

Quality scores

AJ489607 consensus lllllllGll

GETAEAGCAR

ABATEACEAEA

BifTccEETE

EAEEEATCAR

TABEATEACE

AATACABGCE

Quality scores

AJ489607 consensus lllllllGll

GETABAGCAR

AATEACEAEA

BifTccEETE

EAEEEATCAR

TABEATEACE

AATACARGGE

Quality scores

AJ489607 consensus lllllllGll

CETABACGAA

AATEACEAEA

ATTTcCEErE

BABEEATCER

TAEEATEACE

AATACARGCHE

Quality scores

Consensus ATTAATCGCA

GCTACAGGAA AATCAGCACA ATTTGGCCTC CACCCATGAC TACCATCAGC AATAGAAGGC

100%
Conservatlon

Sequence Iogo
0.0bits

TR T
ARTCCCA CCTACAGCAA ARTCAGCACA A

89

IR AR THRRATIY
TTTCCCCTC CACCCATCAC TACCATCACC AATACAACLC

12388

12390

12390

12390

12388

12388

F 12388

12388

12388

12458

12460

12460

12460

12458

12458

12458

12458

12458



AM89607cmwawm EETAEAEEAC TTTEACEAE

12 480

12,500

|
AGTAGARTAC [

AGTTCEAGG ARTTTTE

12, 520

A @TccimEEcAR

Quality scores

AM89607cmwmwm EETABAEEAC TTTEACEART

AcTAEAATAC

TACTTCEACC AATTTTEETA

[ lulelelu | [e]

Quality scores

AJ489607 consensus lllllllllG TTTEACEAE

AGTAGARTAC [

BACTTCEAGC AATTTTEE

A BFCCTEECAT

Quality scores

AM89607cmwamm EETAEAEEAC TTTEACERET A

AGTAGAATAG

TAGTTCEAGG BATTT

BrccTEEcAT

Quality scores

AJ489607 consensus lllllllllG TTTEACEAE

ACTAEAATAG T

ACTTCEAGC AATTTTE

A BFCCTEECAT

Quality scores

M4&wo7cmwawm EETAGAEEAC TTTEACEAET

AGTAGBAATAG

TAGTTCEACG AATTTTEETA

BTccTEEcAT

Quality scores

AJ489607 consensus

[ Juletelu | [e] i

Quality scores

AcTAEAATAGC

FACTTCEACC AATTTTEETA

AM89607cmwmwm EETAGAEEAC TTTEACEAET

AGTAGBAATAG

TAGTTCEACC AATTTTEETA

EBTcGTEECAT

Quality scores

AM89607cmwawm BETAGAEEAC TrTEACEAET

AGTAGBAATAG

TAGTTCEACC MATTTTEETA

BrccTEEcAT

Quality scores

Consensus CCTACACCAG TTTCAGCACT

ACTACACTCA AGTACAATAG

TAGTTGCAGG AATTTTCCTA

CTGGTCCGAT

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus TEEAEEEEET

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

LT IO
TTTCACCACT

CCTACACCAC

12,540
|

BABCAETAART

LI
ACTACACTCA

Il
I

L
ACTACAATAC

12,560

L]
TAGTTCCACC

T
AITTTCCTA

12,580
|

TATAETTTCE

BTEcCcAcEEE

T
(TETCCAT

BABCABTAAT

TATAETTETCE

ETEcCAcCEER

BAGCAGTAAT

TATAETTTCE

BrEccAcEEE

BABCABTAAT

TATAETTTCE

ETECCACEER

BAGCABTAAT

TATAETTETCE

ETEcCAcCEER

i BAGCAEBTAAT A

TATAETTTCE

EBTEGCACEEE TAAGEA

BABCABTAAT

TATAETTTCE

ETEcCACEER

BAGCABTAAT

TATAETETCE

BrEccAcEEE

BABCAETAART

TATAETTTCE

BTEcCcAcEEE

Consensus TCCACCCCCT CACGACTAAT AATAACTTTA TTTTAACAAC TATACTTTGC CTCGGAGCCC TAACCACATT

100%
Conservatlon

Sequence Iogo
0.0bits

LU
ACCCCCT CACCACTAAT

L
MTMCTTTA

L
TTTTAACAAC

90

I
T

IR
TACTTTCC CTCCCAGCCT TAACCACATT

12528

12530

12530

12530

12528

12528

12528

12528

12528

12598

12600

12600

12600

12598

M 12598

12598

12598

12598



AJ489607 consensus ATTTAEACET

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus ll TAEACET

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus lllllllGll

Quality scores

AJ489607 consensus lllllllGll

Quality scores

|
AmTEcmcETE

12,620

12,640

|
ECAEBATEARA A

BAARTEATTC EETFTETET

B ATEAACEEAR

[Julululelle i

BcABATEARA

ARAATEATIC BETTETETAR

ATEAACEEAA

ATTECTGETE

EBCABATEARA A

AARTEATTGC EETTETETA

B ATEAACEEAA

BATFTCTHCETE

ECABATEARA A

TG EETTE

AACEEAR

ATTTEGTCETE

ECAEBATEAAA

AARTEATTC EETTETET

B ATEAACEEAR

ATmTEcmcETE

ECARATEAAA

AAARTEATTC EETTETETAR

ATEAACEEAR

i ATTTCECETE TE

BcABATEARA

ARAATEATIC BETTETETAR

ATEAACEEA

ATTTECTGETE

ECARATEAAA

AAARTEATTC EETTETETAR

ATEAACEEAR

AmTEcmcETE

ECARATEAAA

AAARTEATTC EETTETETAR

ATEAACEEAR

Consensus ATTTACAGCT ATTTGTGCTC

TCACCCAAAA CGACATCAAA

AAAATCATTG CCTTCTCTAC

ATCAAGCCAA

Sequence Iogo
0.0bits

conserasin [T TTTTTTTT T
ATTTACAGCT ATTTCTOCTC

LT
ARRATCATIC CCTTCTCTAC

AJ489607 consensus lllGGlllGl

Quality scores

AJ489607 consensus IIIGGIIIGI

Quality scores

AJ489607 consensus lllGGlllGl

Quality scores

AJ489607 consensus IIIGGIIIGI

Quality scores

AJ489607 consensus IIIGGIIIGI

Quality scores

AJ489607 consensus lllcclllcl

Quality scores

AJ489607 consensus IIIGGIIIGI

Quality scores

AJ489607 consensus lllGGlllGl

Quality scores

AJ489607 consensus lllGGlllGl

Quality scores

Consensus CTAGGCCTGA

100%
Conservatlon

Sequence Iogo
0.0bits

12, 680

TAATACTCAR

GEFACGAAT l

T
g (AR

12,720
|

AGETACEATT

I
AT

FcTAEEEARC

TAATAGTGAR

GETAGCAATA

AGETACEATT

TCTAEGEEAEc

TAATAGTGAE

GETAGGAATA

AGETACEATT

TCTAGEEAEG

TAATAGTGAR

GETAGGAATA

AGETACEATT

TCTACEEAEC

TAATAGTGAR

GETAGGAATA

AGETACEATTE

TCTAGEEAEc

TAGTCAR

GETAGGAATA A

AEETACEATT

B TcTAREEAEC

TAATAGTGAR

GETAGCAATA

AGETACEATT

TCTACEEAEC

TAATAGTGAR

GETAGGAATA

AGETACEATT

TCTAGEEAEc

TAATACTCAR

GETACCAATA

AGETACEATT

FcTAEEEARC

TAATAGTGAC GCTAGGAATA AACCAACCAC ACCTAGCATT CCTACACATC TGTACCCACG

IR H A NARTHRRATY
COCCTCA TAATAGTCAC GCTAGGAATA ARCCAACCAC ACCTAGCA

91

IR
T CCTACACATC TCTACCCACC

12668

12670

12670

12670

12668

12668

B 12668

12668

12668

12738

12740

12740

12740

12738

12738

12738

12738

12738



AJ489607 consensus EATTETTEAR

Quality scores

|
AcETATAETE

12,760

FETATATCET

|
BiccETEAAT

12,780

EATTEATACE

|
BrccEACAEG

12,800

AREAACAEAT

AJ489607 consensus llllllllll

Quality scores

ACETATAETE

TTTATATCET

BTccETEART

BATTEATACE

[ lulele |:{e] | [¢

AAEAACABAT

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

ACETATAETE

FETATATCET

BiGCETEAAT

EATTEATACE @

TCCEAGARG

AAGAACAEAT

A ACETATAGTE T

ATcET

BiccETEAAT

BATTEATACE

BFccEACAEC A

AAGAEAT

AJ489607 consensus llllllllll

Quality scores

ACETATAETE

TETATATCER

BiGCETEAAT

EATTEATACE @

TmCCEAGARG

AAEAACABAT

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

AcETATAETE

FETATATCET

BicCETEAAT

EATTEATACE

BTcCEACABC

AREAACAEAT

BrccETEART

[ lulele |{e] | [¢

ACETATAETE

FTETATATCET

BATTEATACE

AAEAACAEA

AJ489607 consensus llllllllll

Quality scores

ACETATAETE

FETATATCET

BiGCETEAAT

EATTEATACE

BTcCEACABG

AAEAACABAT

AJ489607 consensus llllllllll

Quality scores

AcETATAETE

FETATATCET

BiccETEAAT

EATTEATACE

BrccEACAEG

AREAACAEAT

Consensus CATTCTTCAA

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

AGCTATACTC

TTTATATGCT

CTGGCTCAAT

CATTCATAGC

CTGGCAGACG

AACAAGACAT

- CATTCTTCAN ACCTATACTC

12,820
|

AJ489607 consensus EECARAAARTA

GCARABATEA

I
TTTATATCCT

TN
CTCCCTCAAT

12,840

CATTCATAGC

L]
CTCGCACACC

12,860
|

TEATEATCERE

TACTAATEGCC

Tl
CCACH

ARcEETECER

AJ489607 consensus llGlllllll

Quality scores

GGARARATEA

TEATEATCER

TWACTAATECG

ARcEETECEE

AJ489607 consensus llGlllllll

Quality scores

GGARAEATEA

TEATEATCEE

TAGTARTEGG

ARcEETECEE

AJ489607 consensus llGlllllll

Quality scores

GGARARATEA

TEATEATCEE

TWACTAATEGG

ARCEETECEE

AJ489607 consensus llGlllllll

Quality scores

AJ489607 consensus llGlll

Quality scores

GGARARATEA

TEATEATCEE

TWACTAATECG

ARcEETECEE

A GGARREA

TEATEATCEE

TAGTARTEGG

ARcEETECEE

AJ489607 consensus llGlllllll

Quality scores

GGARARATEA

TEATEATCEE

TWACTAATEGG

ARcEETECEE

AJ489607 consensus llGlllllll

Quality scores

GGARAEATEA

TEATEATCER T

AGTAATEGG

ARcEETECEE

AJ489607 consensus llGlllllll

Quality scores

GGARABATEA

TEATEATCERE

TACTAATEGCC

ARcEETECER

Consensus CCGAAAAATA

100%
Conservatlon

Sequence Iogo
0.0bits

GGAAACATCA CAAAAATCAT ACCATTCACA TCATCATGCC TAGTAATCGG AAGCCTCGCC

IR
ARARATA CCARACATCA CRARAA

92

LT
TCAT ACCATTCACA TCATCATCCC TAC

L
TRATCLC

L
ACCCTCLCC

12808

12810

12810

12810

12808

12808

F 12808

12808

12808

12878

12880

12880

12880

12878

12878

12878

12878

12878



AJ489607 consensus ETEAEACCAR

12,900

BAEAcGGTTE

12,920

|
TABTEARAAC

12,940

|
TMCAACEAATE

AATABETCEA

Quality scores

AJ489607 consensus llllllGGll

BAEAGCCTTE

TASTEAARAC

TCAACEAATT

AATAGETCEA

Quality scores

AJ489607 consensus IIIIIIGGII

AABAGCCTTE

TABTEARAAC

TMCAACEAATE

AATAEETCEA

Quality scores

AJ489607 consensus ll AEAGGAR [

i BAEAGGGTTE mAE

T TWCARGEAAT

T AATAEETCEA

Quality scores

AJ489607 consensus IIIIIIGGII

AABACCGTTE T

AETEAARAG

TMCAACEAATE

AATAEETCEA

Quality scores

AJ489607 consensus llllllGGll

AABAGCCTTE

TABTEARAAC

TMCAACEAATE

AATAEETCEA

Quality scores

AJ489607 consensus

T AAGAGCCETE

Quality scores

TASTEAARAGC

TCAACEAART

AJ489607 consensus llllllGGll

AABACCGTTE

TABTEARAAC

TMCAACEAATE

AATAEETCEA

Quality scores

AJ489607 consensus llllllccll

BAEAcGGTTE

TABTEARAAC

TMCAACEAATE

AATABETCEA

Quality scores

Consensus CTCACAGGAA

TACCATTCCT

AACAGGGTTC

TACTCAAAAG

ACCTAATTAT

TGAAGCAATT

AATACCTGCA

Conservatlon

Sequence Iogo
0.0bits

CTCACACGAA TACCATTCCT

12,960
|

AJ489607 consensus EEAGEAAECE

BFcACEEETA

L]
AACAGCCTTC

L]
TACTCARAAC

12,980
|

TAATECEEAE

]
ACCTARTTAT

I
TCAAGCAA

13,000
|

GETATCTAEA

—
—A
==
=

I
ThCTIE

CEATABCAAT

Quality scores

AJ489607 consensus llllllllcl

BTCACEEETA

TAATECEEAR

GETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus IIIIIIIIGI

BTcACEEETA

TARTECEEARE

GETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus llllllllGl

BTCACEEETA

TAATECEEAR

GETATCTAGA

GEATAECAAT

Quality scores

AJ489607 consensus llllllllcl

BTCACEEETA

TARTECEEAR

GETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus ll EEAAECE

@TcAcEE

TARTECEEAE

A CETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus llllllllGl

BTCACEEETA

TAATECEEAR

GETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus IIIIIIIIGI

BTcACEEETA

TAATECEEAR

GETATCTAEA

GEATAECAAT

Quality scores

AJ489607 consensus llllllllGl

BFcACEEETA

TAATECEEAE

GETATCTAGA

CEATABCAAT

Quality scores

Consensus ACACCAACGC CTGAGCCCTA CTAATTACAC TAATCGCCAC TTCTATAACA

GCTATGTACA

GCATACGAAT

100%
Conservatlon

Sequence Iogo
0.0bits

93

I
CCAACCC CTCAGCCCTA CTAATTACAC TAATCCCCAC TTCTATAACA GCTATCTACA CCATACCAAT

12948

12950

12950

12950

12948

12948

GEA 12948

12948

12948

13018

13020

13020

13020

13018

13018

13018

13018

13018



AJ489607 consensus EATTTAETTE

Quality scores

CTAAEAATAR

BARAABECEC

TMTAAECARAR

TCABEEACAR

AJ489607 consensus llllllllll

Quality scores

CTAREAATAA

BAAAAEECEC

TTAAECAREA

TmCAEEEACAR

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

CTAAEAATAR

BARAABECEC

TTAAECARAA

FCABEEACAR

@ GTAARE

EEcEc T

A TTARECAAAA

TCABEEACAR

AJ489607 consensus llllllllll

Quality scores

GTAAEAATAR

BARAABECEC

TTAAECARAA

FCABEEACAR

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

CTAAEAATAR

BARAABECEC

TMTAAECARAA

TCABEEACAR

A TTAAECARRA

TCAGEEACAR

BAAAAEECEC

AJ489607 consensus llllllllll

Quality scores

GTAAEAATAR

BARAABECEC

TTAAECARAA

FCABEEACER

AJ489607 consensus llllllllll

Quality scores

CTAAEAATAR

BARAABECEC

TMTAAECARAR

TCABEEACAR

Consensus CATTTACTTC GTAACAATAA

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

CAAAACCGCG

TTTTCCCCCC

CTAATCTCCA

TTAACGAAAA

TGACCCAGAC

CATTTACTIC

TN
CTRACRATAA

13,100
|

AJ489607 consensus ETEATARAEE

BAATEAAREC

LTI
CAARACCGCE

L]
TTTCOCCC

13,120
|

BETACEATTE

GGAACEATET

]
CTRATCTCCA

L]
1A

ACGAARA TCACCCAGAC

13,140
|

TTECEACCATE

FcTEATETEA

13,160
|

AJ489607 consensus llllllllll

Quality scores

BAATEARAEC

EETACEATTE

GGAAGEATET

WTCEACCATT

mCTEATETEA

AJ489607 consensus llllllllll

Quality scores

BAATEARAEC

EETACEATTE

GGARCEATET

TEGEAGGHATT

TmCTEATETEA

AJ489607 consensus llllllllll

Quality scores

BAATEARAEC

EETACEATTE

GGAAGEATET

MTCEAGCATT

mCTEATETEA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BAATEARAEC

EETACEATTE

GGAAGCEATET

TTCEAGCATT

mCTEATETEA

EARAEC

EETACEATTE

GGARCEATER

TEGEAGGATT

mcmEA

AJ489607 consensus llllllllll

Quality scores

BAATEARAEC

EETACEATTE

GGAAGEATET

MTCEAGCATT

mCTEATETEA

AJ489607 consensus llllllllll

Quality scores

BAATEARAEC

EETACEATTE

GGARCEATET

TEGEAGGHATT

TmCTEATETEA

AJ489607 consensus llllllllll

Quality scores

BAATEARREC

BETACEATTE

GGAACEATET

TTECEACCATE

FcTEATETEA

Consensus CTCATAAACC CAATCAAACG CCTAGCATTC GGAAGCATCT TTGCAGGATT TGTCATCTCA

100%
Conservatlon

Sequence Iogo
0.0bits

TATAATATTC

Ll
A

LT O UL
TARACC CAATCARACC CCTACCATTC CORACCA

I
1T

94

L
TTCCAGCA

IR
T TCTCATCTCA TATAATATIC

13088

13090

13090

13090

13088

13088

13088

13088

13088

13158

13160

13160

13160

13158

@ 13158

13158

13158

13158



AJ489607 consensus EAEEAAEERG

AJ489607 consensus lllllllllG

Quality scores

Quality scores

AJ489607 consensus lllllllllG

AEEAC &

AJ489607 consensus lllllllllG

Quality scores

AJ489607 consensus ll

Quality scores

Quality scores

AJ489607 consensus IIIIIIIIIG

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus lllllllllG

Quality scores

AJ489607 consensus IIIIIIIIIG

Consensus CACCAACCAG

I
- CACCAACCAG

13,240
|

AJ489607 consensus BGCATTEETA

Quality scores

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

AJ489607 consensus lGGlllllll

Quality scores

AJ489607 consensus lcclllllll

AJ489607 consensus lGGlllllll

Quality scores

Quality scores

AJ489607 consensus lGGlllllll

AJ489607 consensus ch.lll

Quality scores

Quality scores

AJ489607 consensus lGGlllllll

Quality scores

AJ489607 consensus lGGlllllll

AJ489607 consensus lGGlllllll

Quality scores

Quality scores

Consensus AGGATTCCTA

100%
Conservatlon

Sequence Iogo
0.0bits

|
BATTEEACTE

13,180

|
EATCATETTE

13,200

|
CEBETAATTA

13,220

MTTEACTATT

BATTEEACTE

BATCATTTIT

CEEETAATTA

TETEACTART

BATTEEACTE

EATCATETTE

CEBETAATTA

TITTEACTATT

BEACTE @

EATCATETTE

A CEEET

EAGTATE

EATTEEACTE

EATCATTTTT

GEBETAATTA

TTTEACTATT

BATTEEACTE

EATCATETTE

CEBETAATTA

TMTTEACTATT

B EATCATETTT AAAA

G BATTEEACTE

CEEETAATTA

TETEACTAR

EATTEEACTE

BATCATETTT

GEBETAATTA

TTTEACTATT

BATTEEACTE

EATCATETTE

CEBETAATTA

MTTEACTATT

CATTCCAGTC

CTCACAATAC

CATGATTTTT

AAAAACCACA

GCCCTAATTA

TTTCAGTATT

M
CATTCCACTC

ATEcEAETAC

L]
CTCACANTAC

I
CATGATTTTT

13,260
|

T
AARACCAC

13,280

TAAATARACE

A GCCCTAATTA TTTCAGTATT

13,300
|

ATECEABTAC

TAAATARACE

ATECEABTAC

TARATARACE

ATECEABTAC

TARATARACE

ATECEABTAC

TAAATARACE

A ATEcEAETAC A

A TAAATARACE A

ATECEABTAC

TAAATARACE

ATECEABTAC

TARATARACE

ATEcEAETAC

TAAATARACE

ATCGCACTAG AACTAAACAA CCTAACCATA AAACTATCAA

TAAATAAAGC

AAATCCATAT

ACCATTCCTA ATCCCACTAG

95

L
AACTARACAA.CCTAACCATA ARACTATCAR TAMATAAAGC AMATCCATAT

13228

13230

13230

13230

13228

13228

F 13228

13228

13228

13298

13300

13300

13300

13298

M 13298

13298

13298

13298



AJ489607 consensus TEATEETTET

Quality scores

13,320

GGGCRTTTTE

13,340

TTEAEECEAT

AJ489607 consensus llllllllll

Quality scores

GGGCRTTTTE

TTEABECEAT

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

GGGCRTTTTE

TTEAEECEAT

T GGGCRETTTE @

TTEAEECEAT

AJ489607 consensus llllllllll

Quality scores

GGGGRTTTTE

TmTEAEECEAT

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

GGGCRTTRTE

TTEAEECEAT

T GGGGTETTTE

A TTEAGECEAT TAGAE

AJ489607 consensus llllllllll

Quality scores

GGGGRTTTTE

mTEAEECEAT

AJ489607 consensus llllllllll

Quality scores

GGGCRTTTTE

TTEAEECEAT

Consensus TCATCCTTCT CAACTTTACT

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

GGGGTTTTTC

CCATCTATTA

TTCACCGCAT

TACACCCATA

AAATCTCTCA

TCATCCTTCT

LT
CRACTTTACT

13,380
|

AJ489607 consensus BEETAACEET

I
COCCTTTTC

TN
CCATCTATTA

13,400
|

TACAETTCAT

L]
TTCACCGCAT

|
BECGHTACER

T
TACACCCATA

|
I

AJ489607 consensus llllllGlll

Quality scores

THAGABTTGAT

BTGGHTACAA

AJ489607 consensus llllllGlll

Quality scores

TAGABTTGAT

BFGGTTAGAA

AJ489607 consensus llllllGlll

Quality scores

THAGABTTGAT

BTGGHTACAA

AJ489607 consensus llllllGlll

Quality scores

TAGABTTGAT

BTGGTTACAA

AJ489607 consensus ll TAAGEET A

Quality scores

TACAETTEGAT

BFGGTTAGAA

AJ489607 consensus llllllGlll

Quality scores

THAGABTTGAT

BTGGHTACAA

AJ489607 consensus llllllGlll

Quality scores

TAGABTTGAT

BFGGTTAGAA

AJ489607 consensus llllllGlll

Quality scores

TACAETTCAT

BECGHTACER

Consensus ACCTAAGCCT AAAAACATCC CTAACTCTCC TAGACTTGAT CTGGTTAGAA

I
TRACCCT ARAAACATCC CTAACTCTCC TACACTTCAT CTCGTTACAA AARACCATCC CAARATCCAC

100%
Conservatlon

Sequence Iogo
0.0bits

AAAACCATCC

CAAAATCCAC

96

13368

13370

13370

A 13370

13368

13368

B 13368

13368

13368

13438

13440

13440

13440

13438

@ 13438

13438

13438

13438



AJ489607 consensus ETEAAETETT

Quality scores

13,460

13,480

BRAARRGGET

13,500

CTABTTTATA

AJ489607 consensus llllllllll

Quality scores

BARBAACCET

CTABTTTATA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BABARAGGET

GTABTTTATA

BRAARRGGET

T CTABTT

AJ489607 consensus llllllllll

Quality scores

BABARAGGET

GTABTTTATA

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

BAAARRGGET

CTABTTTATA

B GAARARCCET TAATE

CTABTTTAT

AJ489607 consensus llllllllll

Quality scores

BABARAGGET

GTABTTTATA

AJ489607 consensus llllllllll

Quality scores

BRAARRGGET

CTABTTTATA

Consensus CTCAACTCTT CACACAAACA

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

TAACCACTTT

AACAACCAAC

CAAAAAGGCT

TAATTAAATT

GTACTTTATA

- CTCMCTCT

LT
CACACARACA

13,520
|

AJ489607 consensus TEATTEETAA

I
TAACCACTIT

LTI
AMCAACCAAC

13,540
|

L]
CARRAACCCT

L
TAATTARA

13,560

BcACTARTER

—
—a
— O
—

T
iITTA

BCcATARTART

AJ489607 consensus llllllllll

Quality scores

BcAcTARTET

EBcATARTAAT

AJ489607 consensus llllllllll

Quality scores

BcAcTARTET

EBcATARTAAT

AJ489607 consensus llllllllll

Quality scores

BcACTARTET

EBCATARTAAT

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

BcAcTAATET

EBcATARTAAT

i @CAGTA

T ECGATAA

AJ489607 consensus llllllllll

Quality scores

BcAcTAATET

EBCATARTAAT

AJ489607 consensus llllllllll

Quality scores

BcAcTARTET

EBcATARTAAT

AJ489607 consensus llllllllll

Quality scores

BcACTARTER

BCcATARTART

Consensus TCATTCCTAA

100%
Conservatlon

Sequence Iogo
0.0bits

TTAACATCAT CTTAATTATT ATCTTATACT CAATTAATCT CGAGTAATCT CGATAATAAT

1l
I

N
TCCTAR TTRACATCAT CTTAAT

Il
AT

97

LT PO L]
ATCTTATACT CAATTAATCT COACTAATCT

LI
(CATRATAAT

13508

13510

13510

13510

13508

13508

B 13508

13508

13508

13578

13580

13580

13580

13578

13578

13578

13578

13578



AJ489607 consensus AARAATAEEE

Quality scores

13,600

|
CEAAAEARAGC

ATEAEEEACE

ATTEAAGTAC EAEARETA

13, 640

B TATTCEECET

AJ489607 consensus llllllllll

Quality scores

CEARARAAAGC

ATEAEEEACE

ATTEAACTAC EAGAAETATA

TATTCEEcET

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

CEAAREARAGC

ATEAEEEACE

ATTEAAGTAC EAEARETA

B TATTCEECET

E CEARAEAAAC A

BEACE [

ATTEAAGTAG GAGAA

B TATFCEECET

AJ489607 consensus llllllllll

Quality scores

GEAAREARAGC

ATEAEEEACE

TTEAACTAC EAEAAET

A TATTCEECET

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

CEAAREARAC

ATEAEEEACE

ATTEAACTAC GAEARETATA

TATTCEECET

BAACTAC GAEA

A TATTCEECET

CEARARAAAG

ATEAEEEACE

AJ489607 consensus llllllllll

Quality scores

GEAAREARAGC

ATEAEEEACE

ATTEAACTAC GAEARETATA

TATTCEECET

AJ489607 consensus llllllllll

Quality scores

GEAAREARAGC

ATEAEEEACE

ATTEAACTAC GAEARETATA

TATTCEECET

Consensus AAAAATACCC GCAAACAAAG

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

ATCACCCAGC TACTACCATC

ATTCAAGTAG CACAACTATA

TATTGCCGCT

- IAAMTACCC

CCARACAAAC

13,660
|

AJ489607 consensus AEEEEAATEE

L]
ATCACCCACC

L]
TACTACCATC

13,680

L]
ATTCAAGTAC

T
CACAACTATA

13,700
|

T
LT

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

Quality scores

Consensus ACCCCAATCC CTCCTTCCAA CATAACTCCA ACATCATCAA CCTCATACAT CAACCAATCT CCCAAACCAT

100%
Conservatlon

Sequence Iogo
0.0bits

T
(CAATCC

I
CTCCTTCCAA

L]
CATAAC

LT
TCCA ACATCATCAA (C

98

M
TCATACAT

L
CAACCAATCT

LI
CCCARACCAT

13648

13650

13650

13650

13648

13648

13648

13648

13648

13718

13720

13720

13720

13718

W 13718

13718

13718

13718



AJ489607 consensus ERAGATTART

Quality scores

13,740

|
AATTAACEAR

13,760

13,780

AJ489607 consensus lllGllllll

Quality scores

AATTAACEAR

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus lllGll

Quality scores

AATTAACEAR

AATTAACEAR

AJ489607 consensus lllGllllll

Quality scores

AATTAACEAR

AJ489607 consensus lllGllllll

Quality scores

AJ489607 consensus ll GA

Quality scores

AATTAACEAR

AATTAACERE

AJ489607 consensus lllGllllll

Quality scores

AATTAACEAR

AJ489607 consensus lllGllllll

Quality scores

AATTAACEAR

Consensus CAAGATTAAT TACTCCAACT

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

TCATCATAAT

AATTAAGCAC

ACAAATTAAA

AAAACCTCTA

TAATCACCCC

- CAAGATTAAT

LTI
TACTCCAACT

13,800
|

AJ489607 consensus EAATAETAAA

i
TCATCATAAT

L]
ARTTARGCAC

13,820
|

TTAATEACTT

AcATEEEEAA

]
ACARATTAMA

LTI
ARACCTCTA

13,840
|

CEETETCCAT

ATTEETEACE

I
TTOACCC

AcETATACEA

AJ489607 consensus llllllllll

Quality scores

FTAATEACTE

AcATEEEEAA

GHEFETCCAT

ATTEETEACT

ACETATACEA

AJ489607 consensus llllllllll

Quality scores

TTAATEACTT

ACATEEEEAA

GTETETGGAT

ATTEETEACT

ACETATACEA

AJ489607 consensus llllllllll

Quality scores

FTAATEACTE

ACATEEEEAA

GTHEFETCGAT

ATTEETEACT

BAGETATACEA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

FTAATEACTE

AcATEEEEAA

GHEFETCCAT

ATTEETEACT

ACETATACEA

BAcTET

AcATEEEEAA

GTETETGGAT

ATTEETEACT

AcETATACEA

AJ489607 consensus llllllllll

Quality scores

TTAATEACTE

AcATEEEEAA

GHEFETCCAT

ATTEETEACT

BCETATACEA

AJ489607 consensus llllllllll

Quality scores

TTAATEACTT

ACATEEEEAA

GTETETGGAT

ATTEETEACT

ACETATACEA

AJ489607 consensus llllllllll

Quality scores

TTAATEACTT

AcATEEEEAA

CEETETCCAT

ATTEETEACE

AcETATACEA

Consensus CAATACTAAA

100%
Conservatlon

Sequence Iogo
0.0bits

AAACCCAAAA TTAATCAGTT AGATCCCCAA GTCTCTGGAT ATTCCTCAGT AGCTATAGCA

UL
TACTARA

I
AACCCAAAA

99

AU LA RARRATIY
TTRATCAGTT AGATCCCCAA CTCTCTCCAT ATTCCTCAGT

L]
ACCTATAGCA

13788

13790

13790

@ 13790

13788

13788

@ 13788

13788

13788

13858

13860

13860

13860

13858

13858

13858

13858

13858



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon
2 Ob\ls

Sequence logo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

|
CTECTATATE GAAAGAEAAE

13,880

13 900

ARAAAECATE

GIIGIIIIII BAAAEAEARG

ARAAAECATE

CTECTATATE GAAAGAEAAE

ARAAAECATE

GT@chA

T AAAAAECATE

GTECTATATE GAAAGASAAE

ARAAAECATE

CTECTATATE GAAAGAEAAE

ARAAAECATE

GFECH

AAARABCAT

GTECTATATE GAAAGASAAE

ARAAAECATE

CTECTATATE GAAAGAEAAE

ARAAABCATE

GTCGTATATC CAAACACAAC

CAACATCCCC

CCTAAATAAA

TTAAAAAAAC

TATTAAACCT

AAAAACGATC

LTI
GTCCTATATC CARACACAAC

13,940
|

L]
CAACATCCCC

L]
(CTAMTARA

13,960

L]
TTARAAARAC

I
TATTAMC

13,980
|

< >
—A]
-

i)
MCCAT

BATAABTAGC

EATAARTAGG

EATAARTAGG

EATAARTAGG

EATAARTAGG

BBEATAGG

EATAARTAGG

EATAARTAGG

BATAABTAGC

Consensus CACCAAACCC TAAAACCATT AAACAACCAA CAAACCCACT AACAATTAAA

100%
Conservatlon

Sequence Iogo
0.0bits

CCTAAACCTC

CATAAATAGG

100

UL R LT T T
CARACCC TARAACCATT ARACAACCAA CRAACCCACT AACRATTAMA CCTARCCTC CATAMATAGC

13928

13930

13930

13930

13928

13928

B 13928

13928

13928

13998

14000

14000

14000

13998

13998

13998

13998

13998



AJ489607 consensus TGARGGETTT

14,020

|
AATCETAAGE

BAACAGAAGE

14,040

AATCARETTA

14,060

Quality scores

AJ489607 consensus lGllG GETTR

AATCETAAGE

BAACAEAAEE

AATCAABTTA

Quality scores

AJ489607 consensus IGIIG GETTE

AATCETAAGE

BAACAGAAGE

AATCARETTA

Quality scores

AJ489607 consensus lGllGGllll

AATCETAAEE

BAACAGAAGE A

AATGARET

Quality scores

AJ489607 consensus IGIIG cETEm

AATCETAAGE

BAACAGAAGE

AATCARETTA

Quality scores

AJ489607 consensus IGIIG GETTT

AATCETAAGE

BAACAGAAGE

AATCARETTA

Quality scores

AJ489607 consensus lGllGGllll

B BAACAGRAEE AAE

Quality scores

BATCETARGE

AATCAABTITA

AJ489607 consensus IGIIG GETTT

AATCETAAGE

BAACAGAAGE

AATCARETTA

Quality scores

AJ489607 consensus IGIIG GETTT

AATCETAAGE

BAACAGAAGE

AATCARETTA

Quality scores

Consensus TGAAGGCTTT

AATGCTAACC

CAAGACAACC

AACCAAAAAT

AATGAACTTA

AAACAAAAAT

ATAATTATTC

Sequence Iogo
0.0bits

et TOWGCCTTT

LT
ATGCTAACC

14,080
|

AJ489607 consensus ATTATTTETA

BAGACEATTE

L]
CAACACAACC

LI
AMCCARAMAT

14,100
|

AAETCECAEE

BATCAGATCA A

L]
ATCAACTTA

L
AACAAARA

14, 120

—A
-
—

IIIIIIIG FECTAATTEA

Tl
MITATT

AETAGACERA

Quality scores

AJ489607 consensus llllllllll

EAEACEATTE

AAETCcECAEE

AATCAEATGA

AAARTEATEG TTCTAATTEA

ASTAEACAAR

Quality scores

AJ489607 consensus llllllllll

EAEACEATTE

AAETCcECAEE

AATCABATCA

AAARTEATEG TTCTAATTEA

AGTAGACAAA

Quality scores

AJ489607 consensus llllllllll

EAGACEATTE

AAETCECAEE

AATCAEATGA

AAARTEATEG mTCTAATTEA

ABTAEACAAR

Quality scores

AJ489607 consensus llllllllll

EAEACEATTE

AAETCECAEE

AATCAEATGA

AAARTEATEG TTCTAATTEA

AGTASACAAR

Quality scores

AJ489607 consensus ll

A EAEACEATTE

AAETCECAEE

BATCABATGA A

@G TWchA

A AETAEACARA

Quality scores

AJ489607 consensus llllllllll

EAGACEATTE

AAETCECAEE

BATCAEATGA

AAARTEATEG WmCTAATTEA

ASTAGACAAA

Quality scores

AJ489607 consensus llllllllll

EAEACEATTE

AAETCcECAEE

BATCABATGA A

BAARTEATEC WmcTARTT

A AETAEACARA

Quality scores

AJ489607 consensus llllllllll

BAGACEATTE

AAETCECAEE

AATCAEATCA

ARAATEATEC TECTAATTEA

AETAGACERA

Quality scores

Consensus ATTATTTCTA

CACAGCATTC AACTGCGACC AATGACATGA AAAATCATCG TTGTAATTCA

ACTACAGAAA

Conservatlon

Sequence Iogo
0.0bits

o H H H ‘

LU UL T
TTTCTA CACACCATTC AACTCCGACC AATCACA

1
IGA

L
ARAATCATCC TTCTAATTCA

101

L]
ACTACAGARA

14068

14070

14070

@ 14070

14068

14068

B 14068

14068

14068

14138

14140

14140

14140

14138

14138

14138

14138

14138



AJ489607 consensus EAEETARTGA

|
BARAEATAEC

14,160

14,180

14,200

ATTCABETAE

Quality scores

AJ489607 consensus llllllllGl

BAAAEATABC

ATTCARETAR

Quality scores

AJ489607 consensus ||||||||c|

BARAEATAEC

ATTCABETAE

Quality scores

AJ489607 consensus ll ETAATGA @

EATAEC A

B ATTcAE

Quality scores

AJ489607 consensus llllllllGl

ARAEATAEC

ATTCABETAE

Quality scores

AJ489607 consensus llllllllcl

BARAEATAEC

ATTCABETAE

Quality scores

AJ489607 consensus

Quality scores

BAAAEATABC

ATTCABETA

AJ489607 consensus llllllllcl

BAAAEATAEC

ATTCABETAE

Quality scores

AJ489607 consensus IIIIIIIIGI

BARAEATAEC

ATTCABETAE

Quality scores

Consensus CACCTAATGA

CAAACATACG

AAAAACACAC

CCATTATTTA

AAATTATTAA

CCACTCATTC

ATTGACCTAC

Sequence Iogo
0.0bits

e (AT

LD
CARACATACC

14,220
|

AJ489607 consensus EfcEEEEATE

LTI
ARARACACAC

I
(CATTATTTA

14,240
|

FEATCATCAR

AETETCCCTE

L]
ARATTATTAA

T
CCACTCATIC

14,260
|

BETTETACCH

GEETCEETAA

I
AT

TACTEEARAT

Quality scores

AJ489607 consensus llGlllllll

TEATCATGAR

AETTTCCGTE

BETFETACCA

CTETCEETAA

TMACTEEARAT

Quality scores

AJ489607 consensus llGlllllll

TEATCATGAR

BETTTCGGTE

BETFETACCA

GTETCEETAR

TACTEEARAT

Quality scores

AJ489607 consensus llGlllllll

TEATCATCAR

AETFETCCGTE

BETFETACCA

CTETCEETAR

TMACTEEAAAT

Quality scores

AJ489607 consensus llGlllllll

TEATGATGAR

AETTTCCGTE

BETFETACCA

GCTETCEETAR

TACTEEAAAT

Quality scores

AJ489607 consensus IIGIII

A TEATCATCAR

BETFTTGGGTE @

TAGGA

Gi@TcEETA

il efuil <[]

Quality scores

AJ489607 consensus llGlllllll

TEATCATCAR

AETTTCGGTE

BETFETACGCA

CTETCEETAA

TMACTEEAAAT

Quality scores

AJ489607 consensus llGlllllll

TEATGATGAR

BETTTCGGTE

BETFETACCA

GTETCEETAR

TACTEEAAAT

Quality scores

AJ489607 consensus llGlllllll

FEATCATCAR

AETETCCCTE

BETTETACCH

GEETCEETAA

TACTEEARAT

Quality scores

Consensus CTGCCCCATC CAACATTTCA TCATGATGAA ACTTTGGGTC CCTTCTAGGA

GTCTGCCTAA

TAGTCCAAAT

100%
Conservatlon

Sequence Iogo
0.0bits

L
CCCCATC

I
CRACATTTCA

i
TCATCA

MR
TGAX ACTTTCCCTC (C

L]
TTCTAGCA

102

L
GICTECCTAA

I
TACTCCAMAT

14208

14210

14210

14210

14208

14208

B 14208

14208

14208

14278

14280

14280

14280

14278

14278

14278

14278

14278



AJ489607 consensus EATTAEAGGT

Quality scores

|
ETTTETErTEAC

14,300

|
EABATEAGAT A

14,320

EARTAAEAC EETTTTEA

14, 340

B AcTAAEAEAS

AJ489607 consensus lllllllGGl

Quality scores

BrTTETETTAC

BASATEACAT

AGAATARGAC BETTTTEATE

ACTAREAGAR

AJ489607 consensus IIIIIIIGGI

Quality scores

ETTTETErTAC

EABATEACAT A

EARTAREAC EETTTTEAT

B AcTAAEAGAS

AJ489607 consensus ll TAEAGGT @

Quality scores

TETTAC @

EAEATEAGAT A

Ac BETTT

@ AcTARE

AJ489607 consensus IIIIIIIGGI

Quality scores

Juluu “fulul e

EABATEACAT A

EARTAREAC EETTTTEA

B AcTAAEAGAS

AJ489607 consensus IIIIIIIGGI

Quality scores
AJ489607 consensus

Quality scores

ETTTETErTEAC

EAEATEACAT

AGAATAAGAC EETTTTEATE

AcTAAEAGAE

BETTTETTAC

BASATEACAT

AGAATARGAC BETTTTEATE

AcTAAGARA

AJ489607 consensus lllllllGGl

Quality scores

ETTTETErTAC

EAEATEACAT

AEAATAAGAC EETTTTEATE

AcTAAEAEAE

AJ489607 consensus lllllllccl

Quality scores

ETTTETErTEAC

BAEATEACAT

AGAATAAGAC EETTTTEATE

AcTAAEAGAE

Consensus CATTACAGGT CTTTTCTTAG

CCATACACTA CACATCAGAT

ACAATAACAG CCTTTTCATC

AGTAACACAC

Sequence Iogo
0.0bits

et (AT O

14, 360

AJ489607 consensus llllGllGlG BECTAART

L]
(CATACACTA

|
A BGGGTCRBTA

T
CACATCAGAT

ATEECATATA

L]
ACRATAACAC

L]
CCTTTTCATC

14,400
|

TASAECEARA

BcGACEETEA

I
HTAACH

Quality scores

AJ489607 consensus IIIIGIIGIG AECTAARTTA

BcccmcAETA

ATEECATATA

TAGAECEAARA

BccACEETEA

Quality scores

AM89607cmwawm AFFTcTECAC AEcTAARTTA

BGGGTCARTA

ATEECATATA

TAGAECEARA

BcGACEETEA

Quality scores

AJ489607 consensus IIIIGIIGIG AECTAARTTA

BcGGmcAETA

ATEECATATA

TAGAECEAARA

BcGACEETEA

Quality scores

AJ489607 consensus IIIIGIIGIG AECTAARTTA

BcGcmcAETA

ATEECATATA

TAGAECEAARA

BccACEETEA

Quality scores

AM89607cmwamm ATTTCGTEGAC AECTAAA

B BGGCEGARTA

ATEECATATA

TAGAECEARA

BcGAcEETE

Quality scores

AJ489607 consensus IIIIGIIGIG AECTAARTTA

BcGGmcAETA

ATEECATATA

TAGAECEAARA

BccACEETEA

Quality scores

AM89607cmwawm ATTTGTECAC BECTARAT

A BGGCGTGARTA

ATEECATATA

TAGAECEAARA

BCGACEETEA

Quality scores

AJ489607 consensus llllGllGlG BECTAARTTA

BcGGHcAETA

ATEECATATA

TASAECEARA

BcGACEETEA

Quality scores

Consensus ATTTGTCGAG ACGTAAATTA CGGGTGACTA ATCCGATATA TACACGCAAA

CGGAGCCTCA

ATATTTTTTA

100%
Conservatlon

Sequence Iogo
0.0bits

TR
TCTCCAG ACCTARATTA CCCCTCACTA A

103

IR
TOCCATATA TACACGCAAA CCGACCCTCA ATAT

1
TTTTA

14348

14350

14350

14350

14348

14348

B 14348

14348

14348

14418

14420

14420

14420

14418

A 14418

14418

14418

14418



AJ489607 consensus TETCETTATT

BETTEATCTE

GGAEGHGGER

IIIIIIIGG

|
TTTATACAAA

14,480

EETCARABAT

Quality scores

AJ489607 consensus lllGllllll

BETTEATCTE

GGAEGAGGET

TATATTATGGC

TTTATACARA

BETCAAAGART

Quality scores

AJ489607 consensus lllGllllll

BETTEATCTE

GGAEGHGGER

TATATTATCC

TTTATACAAAR

EETCARABAT

Quality scores

AJ489607 consensus lllGll

BATCTE

GGHEGHGGET T

A TETATACARA

EETGAR

Quality scores

AJ489607 consensus lllGllllll

BETTEATCTE

GGHEGHGGET T

ATATTATGG

TTTATACAAA

EETCARABAT

Quality scores

AJ489607 consensus lllGllllll

BETTEATCTE

GGAEGHGGER

TATATTATCC

TTTATACHAAR

EETCARABAT

Quality scores

AJ489607 consensus ll c@

GGABGAGGET

A TETATACAAR EETCER

Quality scores

BETTEATCTE

TATATTATGGC

AJ489607 consensus lllGllllll

BETTEATCTE

GGAEGHGGER

TATATTATCG

TTTATACHAAA

EETCARABAT

Quality scores

AJ489607 consensus lllGllllll

BETTEATCTE

GGAEGHGGER

TATATTATCC

TTTATACAAA

EETCARABAT

Quality scores

Consensus TTTGCTTATT CCTTCATGTC GGACGAGGCT TATATTATGG

ATCATATACA

TTTATAGAAA

CCTGAAACAT

100%
Conservatlon

Sequence Iogo
0.0bits

TTTCCTTATT

ATCTC

14,500

AJ489607 consensus lGGlGlllll

BrAETCTTEC

T
CCTTCATCTC CCACALECT TATATT

|
BACTEATACE

Il
TG

BAGACEATIET A

L]
ATCATATACA

L]
TTTATAGAAA

14, 540

IGGIIIIG

Tl
(TG,

GGIIIIIII

Quality scores

AJ489607 consensus IGGIGIIIII

EmAETCTTEG

BACTEATACE

EAEACEATTE

ATAGCETAEC

TEETTEEATC

BAcCAGARATA

Quality scores

AJ489607 consensus lGGlGlllll

EmAETcTTEG

BACTEATACE

EAEACEATTE

ATAccETAEG

TEETTEEATC

BAGCAERRATA

Quality scores

AJ489607 consensus lGGlGlllll

ETAETCTTEC

BACTEATACE

EAEACEATTE

ATAGCETAEC

TEETTEEATC

BAcCAGARATA

Quality scores

AJ489607 consensus lGGlGlllll

EmAETCTTEC

BACTEATACE

EAEACEATTE

ATACCETAEC

TEETTEEATC

BAcCAGAAATA

Quality scores

AJ489607 consensus lGGlGll

@rcTETEC

BACTEATACE

EAEACEATTE

AFAccETABG

TEETTEEATC

AGGHEA

Quality scores

AJ489607 consensus lGGlGlllll

ETmAETCTTEC

BACTEATACE

EAEACEATTE

ATAGCETAEC

TEETTEEATC

BAcCAEABATA

Quality scores

AJ489607 consensus lGGlGlllll

EmAETCTTEG

BACTEATACE

EABACEATTT A

TAGGETAEG

ACGARARATA

Quality scores

AJ489607 consensus lGGlGlllll

BrAETCTTEC

BACTEATACE

BASACEATIT

ATACCETARGC

TEETTEEATC

ACCAEARATA

Quality scores

Consensus TGGAGTACTT CTACTGTTCG CAGTCATAGC CACAGCATTT ATAGGCTACG TCCTTCCATG AGGACAAATA

100%
Conservatlon

Sequence Iogo
0.0bits

IR
AGTACTT CTACTGTICE CAGTCA

1l
TAC

L]
CACACCA

LT
TTTATAGCCTACG TCC

104

1
TTCCATC

LI
ACCACARATA

14488

14490

14490

14490

14488

14488

F 14488

14488

14488

14558

14560

14560

14560

14558

14558

14558

14558

14558



AJ489607 consensus

ATTETCAC cTcEEAEA

14, 580

|
ETEETATEAC

14,600

|
TETTcCAEEA

14,620

ABEETACTEC

Quality scores

AJ489607 consensus lllllllGlG GTGCEEREAGT

BTEETATEAC

TATTCCAREA

AEEETACTEC

Quality scores

AJ489607 consensus

WTETCAC cTcEEAE

ETEETATEAC

TETTcCAEEA

ABEETACTEC

Quality scores

AM89607cmwamm TEATTETGAG GTCEEAEAGT T

A TATTCCAREA

ABEETACTEC

Quality scores

AJ489607 consensus ll

TETGAC GTCEEAE

ETEETATEAC

TRFTCCAREA B

EEETACTEC

Quality scores

AJ489607 consensus IIIIIIIGIG GTGEEAEAGT

ETEETATEAC

TETTcCAEEA

ABEETACTEC

Quality scores

AJ489607 consensus

TGAGC GTGEEAEA

A TATTCCAREA AEEETACEEC

Quality scores

BTEETATEAC

AJ489607 consensus IIIIIIIGIG GTGEEREAGCT

ETEETATEAC

TETTcCEEEA

ABEETACTEC

Quality scores

AM89607cmwawm TEATTETGAG GTCEEAEAGT

ETEETATEAC

TETTcCAEEA

ABEETACTEC

Quality scores

Consensus TCATTCTGAG GTGCCACAGT

TATTACAAAC CTCCTATCAG CCATCCCATA

TATTGGAACA

ACCCTAGTCG

100%
Conservatlon

Sequence Iogo
0.0bits

AJ489607 consensus AAT

14, 640

|||c BGGGGGETT

T
TGCCAC

TEATTCTCAG AT

I
TATTACAMAC

L]
CTCCTATCAC

14,660
|

B TEACTACAEA

AACEEABETT

LTI
CCATCCCATA

L]
TATTCGAACA

14,680
|

CRBEECATTE

TTECETTTER

i
HOTHCC

Quality scores

AJ489607 consensus IIIGIIIIIG BGGGGGETTE

TEACGTAGAEA

AACEEARETT

GAEEECATTE

TmTEcETTTEE

Quality scores

AM89607cmwaww BATGAATTTG AGGGGGETTE

TEACTAGAEA

AACEEARETT

GAEEECATTE

TTECETTTEE

Quality scores

AJ489607 consensus IIIGIIIIIG BGGGGGETTE

TEACTACAEA

AACEEARETT

GAEEECATTE

TmTECETTTER

Quality scores

AJ489607 consensus IIIGIIIIIG BGGGGGETTE

TEACTACAEA

AACEEAEETT

GAEEECATTE

TmTEcETTTEE

Quality scores

AJ489607 consensus IIIG

TG Accccc@mm@

TEACTAGAEA

AACEEARETT

GAGEECATTE

mTEcET

Quality scores

AJ489607 consensus IIIGIIIIIG BGGGGGETTE

TEACTACAEA

AACEEARETT

GAEEECATTE

mTECETTTEE

Quality scores

AJ489607 consensus

ATTTC BGGGGGET

8 TEACTACAEA

AACEEARETT

GAEEECATTE

TmTECETTTEE

Quality scores

AM89607cmwawm BATGAATTTC BCGCGGETTE

FEACTACAEA

AACEEABETT

CRBEECATTE

TTECETTTER

Quality scores

Consensus AATGAATTTG AGGGGGCTTC TCAGTAGACA AAGCCACCTT GACCCGATTC TTCGCTTTCC ACTTCATCTT

100%
Conservatlon

Sequence Iogo
0.0bits

T
CAATTTCAGCCCLCTIC

LTI L
TCAGTAGACA AAGCCACCTT GACCCCAT

105

I
1CTICCCTTTCC ACTTCATCIT

14628

14630

14630

14630

14628

14628

14628

14628

14628

14698

14700

14700

14700

14698

M 14698

14698

14698

14698



AJ489607 consensus AGEATTTATE

AT@cEccEmE

TACEARTEGT

TEETEEAEC AAREAGGAN

14, 760

Quality scores

AJ489607 consensus llllllllll

AFf@cEccEEm

TACEAATECT

TTEETEEASC AAAGACCATE

Quality scores

AJ489607 consensus llllllllll

AT@cEccEEE

TACEARTEGT

TEETEEAEC AAREAGGAT

Quality scores

AJ489607 consensus ll

T AT@cEccEEE

TACEAATECT

AEC AAAEACGGATE A

Quality scores

AJ489607 consensus llllllllll

AT@cEccEEE

TACEAATEGT

EEAEC AAAEACGAT

Quality scores

AJ489607 consensus llllllllll

AT@cEccEEE

TACEARTEGT

TTEETEEAEC AAAEAGCATE

Quality scores

AJ489607 consensus

T ATEcEccEEs

TACEAATECT

Quality scores

TTEETEEAEC AAAEACCATE

AJ489607 consensus llllllllll

AT@cEccEEE

TACEARTEGT

TTEETEEAEG AAAEAGCATE

Quality scores

AJ489607 consensus llllllllll

AT@cEccEmE

TACEARTEGT

TTEETEEAEC AAAEAGCATE

Quality scores

Consensus ACCATTTATT ATCGCGGCCC

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

AJ489607 consensus BAEAGGATTAR

Quality scores

AJ489607 consensus IIIG GATTAR

Quality scores

AJ489607 consensus lllGGlllll

Quality scores

AJ489607 consensus IIIG GATTAA

Quality scores

AJ489607 consensus IIIG GATTAR

Quality scores

AJ489607 consensus lllccll

Quality scores

AJ489607 consensus IIIG GATTAA

Quality scores

AJ489607 consensus IIIG GATTAR

Quality scores

AJ489607 consensus lllG GATTAR

Quality scores

Consensus ACAGGATTAA

100%
Conservatlon

Sequence Iogo
0.0bits

TAGCAATCGT TCACCTCCTC

TTCCTCCACG AAACAGGATC

AAACAACCCA

ACCATTTATT ATCGCEGCCE

14,780
|

BETEACATCE

I
TACCAATCCT

L]
TCACCTCCTC

14,800
|

ACATAAAATT

L]
TTCCTCCACE

L]
ARACAGCATC

14,820

AATEARRCEAR

I
AN

ATEETACCTA

BETEACATCE

ACATARRATT

AATEARACAT

ATEETACGTA

BETEACATCE

AGATARAATT

AATEARACAT

ATEETACGTA

BETEACATCE

ACATAAAATT

BAATEARACAT

ATEETACGTA

BETEACATCE

ACATARRATT

AATEARACAT

ATEETACGTA

BACATCE

ACATARAATT @

B AATEARACAT A

ETAGGTA

BETEACATCE

ACATAARATT

BAATEARACAT

ATEETACGTA

BETEACATCE

AGATARAATT

AATEARACAT

ATEETACCTA

BETEACATCE

ACATAAAATT

AATEARRCEAR

ATEETACCTA

ACTCAGATGC AGATAAAATT CCATTTCACC CCTACTATAC AATCAAAGAT ATCCTAGGTA

I A
CCATTAR ACTCAGATCC AGATAMAATT CCATTTCACC CC

I
TACTATAC

106

I
ATCARACAT

L
ATCCTAGCTA

14768

14770

14770

A 14770

14768

14768

B 14768

14768

14768

14838

14840

14840

14840

14838

14838

14838

14838

14838



AJ489607 consensus TEETAATEAT

Quality scores

14, 860

|
TACTATTATE

14,880

TTTEEEACAR

|
ATAETAGGAG

14,900

AGEEACAEAR

AJ489607 consensus llllllllll

Quality scores

TACTATTATT

TTTEEEACER

ATAETACCAC

AEEEACABAA

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

TACTATTATE

TTTEEEACAR A

WABTAGGCHAGC

AGEEACAEAR

TACTATTATE

TTTEEEACAR

ATAETACGAG A

EACAEAR

AJ489607 consensus llllllllll

Quality scores

TACTATTATE

TTTEEEACAR A

TABTAGGHAG

AGEEACAEAR

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

TACTATTATE

TTTEEEACAR

ATABTACGAGC

AGEEACAEAR

B ATAETACCAC AEEEACABAA

TACTATTATT

TETEEEACH

AJ489607 consensus llllllllll

Quality scores

TWACTATTATE

TTTEEEACAR

ATABTACGAGC

AGEEACAEAR

AJ489607 consensus llllllllll

Quality scores

TACTATTATE

TTTEEEACAR

ATAETAGGAG

AGEEACAEAR

Consensus TCCTAATCAT ATTCTTAATT

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

CTCATAACCC

TAGTATTATT

TTTCCCAGAC

ATACTAGGAG

ACCCAGACAA

TCCTAATCAT

L
ATTCTTAATT

14,920
|

AJ489607 consensus ETAGATAEEA

CETAATEEAE

L]
CTCATAACCC

T
TACTATTATT

14,940

L]
TTTCCCACAC

|
ARAEEECART

L]
ATACTACGAG

CATATTTEET

I
A

ATTTCEATAR

AJ489607 consensus llllllllll

Quality scores

CETAATEEAS

ARREEECAAT

GATATTTEET

ATTTCEATAE

AJ489607 consensus llllllllll

Quality scores

GETAATEEAS

ARAEEECAAT

GATATTTEET

ATTmcEATAE

AJ489607 consensus llllllllll

Quality scores

GETAATEEAS

ARREEECAAT

GATATTTEET

ATTTCEATAE

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

CETAATEEAS

ARAEEECAAT

GATATTTEET

ATTTCEATAE

A GETAR

ARAEEECAAT

GATAT

I ATTTCEATA

AJ489607 consensus llllllllll

Quality scores

GETAATEEAS

ARREEECAAT

GATATTTEET

ATTTCEATAE

AJ489607 consensus llllllllll

Quality scores

GETAATEEAS

ARAEEECAAT

GATATTTEET

ATTTCEATAE

AJ489607 consensus llllllllll

Quality scores

CETAATEEAE

ARAEEECART

CATATTTEET

ATTTCEATAR

Consensus CTACATACCA

100%
Conservatlon

Sequence Iogo
0.0bits

GCTAATCCAC TAAACACCCC ACCCCATATT AAACCCGAAT GATATTTCCT ATTTGCATAC

UL
CATACCA

T
CCTRATCCAC

L U
TARACACCCC ACCCCATATT ARACCCCAAT CATATTTCCT

107

L
ATTTCCATAC

14908

14910

14910

14910

14908

14908

14908

14908

14908

14978

14980

14980

14980

14978

14978

14978

14978

14978



AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

Consensus
100%

Conservatlon
2 Ob\ls

Sequence logo
0.0bits

AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus
Quality scores
AJ489607 consensus

Quality scores

15,000

|
CEEATTETAE cETEARTEEE

GGAGGTGTEE

TACEETTAAT

15,040

ETAATTTTAC

Glllllllll CETEAATEEE

GGAGGTGTEE

TACEETTARR

ETAATTTEAC

GEEATTETAE cETEAATEEE

GGAGGTGTEE

TACEETTAAT

ETAATTTTAC

CEEATT

@ GETER

GGAGGmGTEE

TACEE

TTTAG

CEEATTETAE cETEAATEEE

GGAGGTGTEE

TACEETTAAT

ETAATTTTAC

GEEATTETAE cETEAATEEE

GGAGcmcTEE

TACEETTAAT

ETAATTTTEAC

cEEA

B GCGAGGTGTEE

TACEETTARR

GEEATTETAE cETEAATEEE

GGAGGEcTEE

TACEETTAAT

ETAATTTTAC

GEEATTETAE cETEAATEEE

GGAGGmGTEE

TACEETTAAT

ETAATTTTAC

GCCATTCTAC GCTCAATCCC

CAATAAACTA

GGAGGTGTCC

TAGCCTTAAT

CTTATCTATC

CTAATTTTAG

L IO
CCCATTCTAC CCTCAATCCC

15,060
|

I
CRATARACTA

L
CCAGETCTCC

15,080
|

AEETEAAACE

AAGCAACEET

]
TACCCTTAAT

I
CTTATCTATC

15,100
|

AATATTEECE

i
CTATTTIA

ABAATTTTCTA

AGETEAAACE

AAECARCEET

AATATTEECE

BARTETTCTA

AEETEARACE

AAECARCEET

AATATTEECE

BARTETTCTA

AEETEAAACE

ABAECARCEET

AATATTEECE

BARTETTCTA

AEETEAAACE

AAECARCEET

AATATTEECE

BARTETTCTA

ABEACE

AAECARCEET

AATATTEECE

B AAATETTCTA

ASETEARACE

AAECARCEET

AATATTEECE

BARTETTCTA

ASETEARACE

AAECARCEET

AATATTEECE

BARTETTCTA

AEETEAAACE

AAGCAACEET

AATATTEECE

ABAATTTTCTA

Consensus CCCTAATACC TTTCCTTCAT ACCTCAAAGC AACGAAGCCT AATATTCCGC CCAATCACAC AAATTTTGTA

100%
Conservatlon

Sequence Iogo
0.0bits

U]
TRATACC TTTCC

LD LT T
TTCAT ACCTCARAGC AACGAACCCT M

108

TR
TATTCCCC CCAATCACAC AAAT

1
TTT0TA

15048

15050

15050

15050

15048

15048

G 15048

15048

15048

15118

15120

15120

15120

15118

15118

15118

15118

15118



AJ489607 consensus ETCARTEETA

|
CTACERAAEE

15,140

IIIIIGIIII

15, 160

GGGGCEEARE

15,180

|
BAcCTACAREA

Quality scores

AJ489607 consensus llGlllllll

GTACEEAAEE

AAEETGAATT

GGGGGEERAR

BACTACAREA

Quality scores

AJ489607 consensus llGlllllll

CTACERAAEE

AAGETCAATE

GGGGCEEARE

BACTACAAEA

Quality scores

AJ489607 consensus IIGIII

A CTACEEAAEE T

AAEETCAATE

GGGGCEEARE

EAGTACAAEA @

Quality scores

AJ489607 consensus llGlllllll

CHACEEAAEE

AAGETCAATE

GGGGCEEARE

BAGTACAAEA

Quality scores

AJ489607 consensus llGlllllll

CTAGEEAAEE

AAGETCAATE

GGGGCEEAAR

BAGTACAAEA

Quality scores

AJ489607 consensus llG

T AAGETCRATT

GGGGGE

BACTACAREA &

Quality scores

GTACEEAREE

AJ489607 consensus llGlllllll

CTACERAAEE

AAGETCAATE

GGGGCEEAAR

BACTACAHEEA

Quality scores

AJ489607 consensus llGlllllll

CTACERAAEE

AAEETCAATT

GGGGCEEARE

BAcCTACAREA

Quality scores

Consensus CTGAATCCTA

GTAGCCAACC

TACTTATCTT

AACCTGAATT

GGGGGCCAAC

CAGTAGAACA

CCCATTTATT

Sequence Iogo
0.0bits

e (TORTCCT

LT
TAGCCAACC

15,200
|

AJ489607 consensus BTfEATTccER®

BAETACEETE

I
TACTTATCTT

L]
AMCCTCAATT

15,220
|

(LU

L]
CAGTAGRACA

T
(CATTTAT

TEACCAATTA

Quality scores

AJ489607 consensus llllllGGll

AAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus llllllGGll

BAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus IIIIIIGGII

BAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus llllllGGll

AAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus ll ATTGGEE A

TACEETE @

@ TEACGHATT

Quality scores

AJ489607 consensus IIIIIIGGII

BAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus llllllccll

AAETACEETE

TEACCARTTA

Quality scores

AJ489607 consensus llllllGGll

BAETACEETE

TEACCAATTA

Quality scores

Consensus ATCATTGGCC AACTAGCCTC CATCTCATAC TTCTCAATCA TCTTAATTCT TATACCAATC TCAGGAATTA

100%
Conservatlon

Sequence Iogo
0.0bits

I
A

LI
TTUCCC AACTACCCTC CATCTCATAC T

i
TCTCAATCA

]
I

109

LU UL
TTAATTCT TATACCAATC TCAGCAATTA

15188

15190

15190

M 15190

15188

15188

F 15188

15188

15188

15258

15260

15260

15260

15258

15258

15258

15258

15258



AJ489607 consensus FTECABRCAEAR

15,280

|
TTATATEEAT GTETWTGATAG

15,300

|
TATARAGATT AETETCCTET

15,320

TCTAAREETG

Quality scores

AJ489607 consensus llGllGllll

FTATATEEAT cTETTCATAC

TATARAGATT AETETCCTER

TcTAARBETC

Quality scores

AJ489607 consensus IIGIIGIIII

TTATATEEAT CTETTGATAGC

TATARAGBATT AETETCCTET

TCTAAREETG

Quality scores

AJ489607 consensus llcllcllll

TEEAT CTETTCATAC

i AETETCCTET

TmCTAAREETC

Quality scores

AJ489607 consensus llGllGllll

TTATATEEAT CTETTGATAGC

TATAAAGATT AETEFCCTET

TCTAAREETG

Quality scores

AJ489607 consensus llGllGllll

TTATATEEAT GTETWTCATAG

TATARAGATT AETETCCTET

TCTAAREETG

Quality scores

AJ489607 consensus llGllGlll

T GTETTCAFAC WATA

I AETETCCTET TCTAAREETC

Quality scores

AJ489607 consensus llGllGllll

TTATATEEAT cTmETWTGATAG

TATARABATT AETEFCCTET

TCTAAREETG

Quality scores

AJ489607 consensus llGllGllll

TTATATEEAT GTETTGATAG

TATARAGATT AETETCCTET

TCTAAREETG

Quality scores

Consensus TCGAAGACAA

AATACTAAAA

TTATATCCAT GTCTTGATAG

TATAAACATT ACTCTGGTCT

TGTAAACCTG

Conservatlon

Sequence Iogo
0.0bits

TCCMCACAA ATACTAAMA

15,340
|

AJ489607 consensus BRATGARGAT

i
TTATACCAT CTCTTCATAG

BARCAEATEA ACARCARGGA

I
THACATT ACTCTCETT

CETASTEGEE AEEASEACEA

i
TTRACCC

BEEAARCETC

Quality scores

AJ489607 consensus llllGllGll

BAACABATEA ACAACARGGH

CETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus llllGllGll

BAACABATEA ACAACARGGH

CETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus IIIIGIIGII

BAACABATEA ACAAGARGCGH

GETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus llllGllGll

BAACABATEA ACAACARGGH

CETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus llllcllcll

I GAACAGATEA

AGHAACARGGA

GETA @ AGEAEEACEA B

BEAGETG

Quality scores

AJ489607 consensus IIIIGIIGII

BAACABATEA ACAACAARGGH

GETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus llllGllGll

BAACABATEA ACAACARGGH

CETAETEEEE AEEABEACEA

EEEAARCETC

Quality scores

AJ489607 consensus llllGllGll

BARCAEATEA ACARCARGCA

CETASTEGEE AEEASEACEA

BEEAARCETC

Quality scores

Consensus AAATGAAGAT CTTCTCTTCT CAAGACATCA AGAAGAAGGA GCTACTCCCC ACCACCAGCA

CCCAAAGCTG

100%
Conservatlon

Sequence Iogo
0.0bits

IR AT
TGRACAT CTTCTCTICT CRACACATCA ACAAGAACCA (C

LT LI
TACTCCCC ACCACCAGCA

110

LI
CCCRAAGCTC

15328

15330

15330

15330

15328

15328

15328

15328

15328

15398

15400

15400

15400

15398

15398

15398

15398

15398



AJ489607 consensus GTATTETART

AJ489607 consensus Glllllllll

Quality scores

Quality scores

AJ489607 consensus Glllllllll

AJ489607 consensus GTATTE

AJ489607 consensus GTATTETAAT

Quality scores

Quality scores

Quality scores

AJ489607 consensus GTATTETART

AJ489607 consensus GFAT

Quality scores

Quality scores

AJ489607 consensus GTATTETAAT

Quality scores

AJ489607 consensus GTATTETART

Quality scores

15,420

ETTCAGTAEA

TACTAGAAGA

|
GCTABATTTAT

15,460

GTRATATECTA

EmfcAcTAEA

TACTAGAREA

CTAEATTTART

CTATATECTA

ETTGAGTAEA

TACTAGAAGA

CTABATTTAT

GRATATECTA

i BTFCAGTAEA T

TACTA

A GTAEA

T CTATATECTA

ETTGAGTAEA

TMACTAGAAGA

GTABATTTAT

GRATATECTA

ETTCAGTAEA

TACTAGAAGA

CTABATTTAT

GRATATECTA

I @TTCACTARA

I CEATATECTA

TACTAGAREA

CRARATTTA

ETTCAGTAEA

TWACTAGAAGA

GTABATTTAT

GRATATECTA

ETTCAGTAEA

TACTAGAAGA

GCTABATTTAT

GTRATATECTA

Consensus GTATTCTAAT TAAACTACTT

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

AJ489607 consensus EATTARRETA

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus ll

Quality scores

Quality scores

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus llllllllll

AJ489607 consensus llllllllll

Quality scores

Quality scores

Consensus CATTAAACTA

100%
Conservatlon

Sequence Iogo
0.0bits

CTTGAGTACA

TAAATTTACA

TAGTACAACA

GTACATTTAT

GTATATCGTA

I
TCTAAT TAAACTACTT

15,480
|

I
(TTCAGTACA

L]
TAAATTTACA

15,500
|

A CEATATAACE

TACTAGATTA

L]
I

AGTACRACA CTACATTTA

I
I

15,520
|

AATEAATCCRE

TEACCTEATA

— O
—

T
TN

GEATATAACE

TWACTAGATTA

AATEAATCGE

TEACCTEATA

GEATATAACE

TACTAGATTA

AATEAATCCHE

TEACCTEATA

GEATATAACE

TACTAGATTA

BAATEARTCGE

TEACCTEATA

GEATATAACE

TACTAGATTA

AATEAATCGHE

TEACCTEATA

A GEATATAACE

TACTAGATTA A

BEGGT

TEAGCTEAT

GEATATAACE

TMACTAGATTA

AATEARTCGE

TEACCTEATA

GEATATAACE

TACTAGATTA

AATEARTCCHE

TEACCTEATA

CEATATAACE

TACTAGATTA

AATEAATCCRE

TEACCTEATA

TTTTCCCCAA GCATATAAGC TAGTACATTA AATCAATGGT TCAGGTCATA

AAATAATCAT

L
TARACTA TTTTCCCCA GCATATAAGC TACTACATTA

111

L L]
ARTCAATCCT TCACCTCATA ARATAATCAT

15468

15470

15470

15470

15468

15468

15468

15468

15468

15538

15540

15540

15540

15538

M 15538

15538

15538

15538



AJ489607 consensus EAREATAAAT

Quality scores

15,560

AEEATGAATA

15,580

|
EABATTAAAE TAATCTTATA

15,600

BAcCAEATATE

AJ489607 consensus llllllllll

Quality scores

BEEATCARTA

BARATTAARE TAATCTTATA

AcCAEATATE

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

AEEATGAATA

EABATTAAAE TAATCTTATA

BAcCAEATATE

i AEEATGARTA W

@ TAATGTTAM

B BAGCAEA

AJ489607 consensus llllllllll

Quality scores

BAEEATGAATA

EABATTAAAE TAATCTTATA

BGCAEATATE

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

AEEATGAATA

EABATTAAAE TAATCTTATA

BAcCAEATATE

AEEATCAATA

BABATTAARE TAATCTTATA

AGCAEATART

AJ489607 consensus llllllllll

Quality scores

BAEEATGAATA

BABATTAAAE TAATCTTATA

BAcCAEATATE

AJ489607 consensus llllllllll

Quality scores

AEEATGAATA

EABATTAAAE TAATCTTATA

BAcCAEATATE

Consensus CAACATAAAT CAATATATAT

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

ACCATGAATA

TTATCTTAAA

CACATTAAAC TAATGTTATA

AGGACATATC

- CAACATMAT

TN
CAATATATAT

15,620
|

AJ489607 consensus MGHGETATET

CABATASAEE

L]
ACCATCAATA

I
TTATCTTARA

15,640
|

ATAGACTEAT

T
T T

IIIIIIIG AETATEEEET

I
AAATAT

TEEEEATETC

AJ489607 consensus lGlGllllll

Quality scores

CAEATAGAEE

ATAEAGTEAT

ETTEEATATC AGTATEEEET

TEEEEATTTC

AJ489607 consensus lGlGllllll

Quality scores

GAEATAGAEE

ATAEAGTEAT

ETTEEATATG AETATEEEET

TEEEEATTTC

AJ489607 consensus lGlGllllll

Quality scores

GAEATAGAEE

ATAEACTEAR

ETTEEATATC ASTATEEEET

TEEEEATTTC

AJ489607 consensus lGlGllllll

Quality scores

AJ489607 consensus lGlGll

Quality scores

GAEATAGAEE

ATAEAGTEAR

ETTEEATATCG AETATEEEET

TEEEEATTTC

T GABAR

BACTEAT A

TG AETAT

BTTTG

AJ489607 consensus lGlGllllll

Quality scores

GAEATAGAEE

ATAEACTEAR

ETTEEATATC ASTATEEEET

TEEEEATTTC

AJ489607 consensus lGlGllllll

Quality scores

GAEATAGAEE

ATAEAGTEAT

ETTEEATATG AETATEEE

T TEEEEATTTC

AJ489607 consensus lGlGllllll

Quality scores

CABATASAEE

ATAGACTEAT

ETTEEATATC AETATEEEET

TEEEEATETC

Consensus TGTGTTATCT GACATACACC ATACAGTCAT AAACTCTTCT CTTCCATATG ACTATCCCCT TCCCCATTTG

100%
Conservatlon

Sequence Iogo
0.0bits

L
(

LT
TTATCT CACATACACC ATACAC

|11
ICAT

UL
ARACTCTTCT

LTI
CTTCCATATG ACTATCCCCT

112

L
TOCCCATTIC

15608

15610

15610

15610

15608

15608

B 15608

15608

15608

15678

15680

15680

15680

15678

15678

15678

15678

15678



15,700

|
AAGAAGEECE

15,720

AJ489607 consensus GTETATTART BEcTcARAEE EEAGEARTCE EEETETTETE cETEECCCEE
awateyseeres. [T T T T R AR T T
AJ489607 consensus Glllllllll ETAEEATEET EEcTCHAAAEE AAGAAEEECE EEAEEAATCGE EEETETTETE cETEEcCCEE
L e e F T T e e eeeees
AJ489607 consensus clllllllll ETAGEATEET EECTCAAAEE AAGAAEEECE EEAGEAATCE EEETETTETE cETEECCGCEE
HHHHHHHH\H\HHHHHH\HHH\HHHHHHH\HH\HHHHHH\HHH\HHHHHH\H\H\\HHHHHHHHH\\HHHHHHHHH\
AJ489607 consensus Glllll ETAGEATEET EECTCAHAAGE AAGAAGEECE EEAGEAATCE EEETE @ cETEEcccEm
HHHHHHHH\H\HHHHHH\HHH\HHHHHHH\HH\HHHHHH\HHH\HHHHHH\H\H\\HHHHHHHHH\\HHHHHHHHH\
AJ489607 consensus Glllllll T ETAEGEATEET EECTCAAAEE AAGAAEEECE EEAEEAATCE EEETETTETE CETEECCCEE
L e e F T T e e eeeees
AJ489607 consensus Glllllllll ETAGEATEET EECTCAHRAGE AAEAAGEECE EEAGEAATCE EEETETTETE cETEECCCEE
HHHHHHHH\H\HHHHHH\HHH\HHHHHHH\HH\HHHHHH\HHH\HHHHHH\H\H\\HHHHHHHHH\\HHHHHHHHH\
AJ489607 consensus Gl ETAEEATEET EEcTCAAAEE HMAGAAGEECE EEAEEAATCE @ cETEEcccER
\H DT P PPy PO en T \H HHH 1l HH\ I
AJ489607 consensus clllllllll ETAGEATEET EECTCAAAGE AAGAAEEECE EEACGEAATCE EEETETTETE CETEECCGCEE
L e e F T T e e eeeees
AJ489607 consensus Glllllllll ETAGEATEET EECTCAAAGE AAGAAGEECE EEAGEAATCE EEETETTETE cETEECCCEE
auateyseeres. [T TN TIT T T T TR e T
Consensus GTCTATTAAT CTACCATCCT CCGTGAAACC AACAACCCGC CCACCAATGC CCCTCTTCTC GCTCCGGGCC

100%
comsenvaton ||| || [0 L0 T T (] LT
GTCTAHAAT CTACCATCCT CCGTCARACC AACAACCCGC CCACCAATGC CCcTeTTeTC Cenecooocc

0.0bits
15,|760 15 I780 15,|800 15, 820
AJ489607 consensus BATTAARETT GGGGGiAcET AMAETCAAAE TTTATEACGAE AFETGGTTET TABFTEAGGG llllllllc
L e e F T T e e eeeees
AJ489607 consensus llllllllll GGGGGTACET AAAETCAAAE TTTATEACAE ATETCGCTTET TAETTEACCG EEATEARATG
L e e F T T e e eeeees
AJ489607 consensus llllllllll GGGGGTACET AARETCAAAE TTTATEACAE ATETCGCTTEN TAETTEACCG EEATEARANG
e
AJ489607 consensus llllllllll GGGGGTAGET AAAETCAAAE TTTATEACAE ATETCCTTET TAETTEACCC EEATEARATG
L e e F T T e e eeeees
AJ489607 consensus llllllllll GGGGGTACET AARETCAAAE TTTATEACAE ATETCGCTTEN TAETTEACGG EEATEARATG
HHHHHHHH\H\HHHHHH\HHH\HHHHHHH\HH\HHHHHH\HHH\HHHHHH\H\H\\HHHHHHHHH\\HHHHHHHHH\
AJ489607 consensus ll T GGGGGTACET AARETCARERE T BACAE ATETccTTET TAETTEAGGG @ BAATG
LT \H LT \HH L e ey \H H HHH i
AJ489607 consensus llllllllll GGGGGTAGET AARETCAAAE TTTATEACAE ATETCGCTTET TAETTEACCG EEATEARATG
L e e F T T e e eeeees
AJ489607 consensus llllllllll GGGGGTACET AARETCAAAE TTTATEACAE ATETCGCGTTEN TAETTEACCG EEATEARATG
awateyseeres. [T T T R TR T T
AJ489607 consensus llllllllll GGGGGAcET ARAETCAAAE TTTATEACAE ATETGCTEET TAETTEAcCGG EEATEABATG

Quality scores
Consensus CATTAAACTT GGGGGTAGCT AAACTGAAAC TTTATCAGAC ATCTGGTTCT TACTTCAGGG CCATCAAATG

100%
TR i TGN
seauence ooo” (ATTAMCTT CCCCCTACCT ARACTCARAC TTTATCAGAC ATCTCCTTCT TACTTCAGCC CCATCARATC

0.0bits

113

15748

15750

15750

15750

15748

15748

15748

15748

15748

15818

15820

15820

15820

15818

15818

15818

15818

15818



AJ489607 consensus EcTTATECEE EATAECTTEE

15,860

|
CAGATETECA

15, 880

MGGTATECGGG TETAATE

@ EEATCAEEAR

Quality scores

AJ489607 consensus lGlllllGll EATAEGTTEE

CRBATETECA

FCCTATECCC TETAATEACE

BEATCABEAA

Quality scores

AJ489607 consensus IGIIIIIGII EATAECTTEE

CAGATETECE [

GGTATEGCC TETARTE

B EEATCAGEAA

Quality scores

AJ489607 consensus lGlllllGll

ABCTTEE @

MGGTATEGGG TETAATEACE

EEATCAGEAR

Quality scores

GAGATETECA

AJ489607 consensus IGIIIIIGII EATEAECTTEE

GAEATETECA

TGGTATEGGG TETARTE

B GEATCAGEAA

Quality scores

AJ489607 consensus IGIIIIIGII EATAECTTEE

CAGATETECA

WGGTATEGCC TETARTEACE

EEATCAEEAR

Quality scores

AJ489607 consensus lGlllllGl

Bcca

BATAECTTEE

Quality scores

CRBATETECA

BEATCABEA

AJ489607 consensus IGIIIIIGII EATAECTTEE

GAEATETECA

WGGTATECCG TETARTEACE

EEATCAEEAR

Quality scores

AM89607cmwawm EcTTATECEE EATAECTTEE

CAGATETECA

MGGTATEGGG TETAATEACE

EEATCAEEAR

Quality scores

Consensus CGTTATCGCC CATACGTTCC CCTTAAATAA GACATCTCGA

TGGTATCGGG TCTAATCAGC

CCATGACCAA

100%
Conservatlon

L]
CCATCACCAA

seece e ([ TTATCC0C CATACCTTCC CCTTAAATAA CACATCTCCA TCCTATCCEG TCTARTCACC
0.0bits
15, 900 15 ;320 15,940 15, 960
AJ489607 consensus EATA lllclc GTGTEATCEA TETCGTATET TTTTATETTG cEETAETT l ATEABREATAG lGllllGGl
Qultyscores, LT e ey (T [Eeereeyry
AM896m7mnmnmm BATABEETGEC GTGTEATCEA TETCGTATET TTTITATETEG cEETAETTTE ATEAAEATAC EECTEABGGE
Qualty scores, LT e ey (T [Eeereeyry
AJ489607 consensus ATHAAENGTG GHGTEATCEA TTTCCTATET TIFTATTINC CEETAETTTE ATEAEEATAC EEcTEAEGCE
aateyscores [T T T TTTTTITTT TR T T T T
AJ489607 consensus EATABEETGEG GNGTEANGEA TETCGTATET TTTITATETEG CEETAETTTE ATEAAEATAC EECTEARGGE
Qultyscores, LT e ey (T [Eeereeyry
AJ489607 consensus [EATHAAETNGTG GEHGTEATGEA TTITGGTATET TITTATTING CEETAETTTE ATEAEEATAC EEcTEAEGCE
wwwmHMMMMHMWWWWMMMMMWMMMMHWWWMHMMMMMWMMMM
AJ489607 consensus BATAABTCEG CEGTEATGEA TTNGGTATET T TG cEEm @ ATEAAEATAC EEcTEAACCE
Qualtyscores, \MMMMMWMMMMHWWWMHMMMMMWMMMM
AM89&Wcommmm BATABEETGEGC GNGTEATCEA TETCGTATET TTTITATETTEG CEETAETTTE ATEAAEATAC EECTEARGGE
Qultyscores, \MMMMMWMMMMHWWWMHMMMMMWMMMM
AJ489607 consensus BAETCTCG GTCTEATCER TTTCGTATET TTTTATTITIC CEETAETTTE ATEAAGATAC EECTEARCCE
wwwmHMMMMHMWWWWMMMMMWMMMMHWWWMHMMMMMWMMMM
AJ489607 consensus BATAAETGTGC GRCTEATCEA TETCGTATET FTTTATETIC cEETAETTTE ATEAAEATAC EEcTEARGGE

Quality scores

Consensus CATAACTGTG GTGTCATGCA TTTGGTATCT TTTTATTTTG GCCTACTTTC ATCAACATAG CCGTCAAGGC

100%
Conservatlon

Sequence Iogo
0.0bits

LT
ARCTCTG CTCTCATCCA

L
TTTCCTATCT

L
TTTTATT

114

LTI
TG CCCTACTT

i
0 ATCAACATAC

L]
CCCTCAACLC

15888

15890

15890

15890

15888

15888

A 15888

15888

15888

15958

15960

15960

15960

15958

15958

15958

15958

15958



AJ489607 consensus ATCARAGCARE

15,980

|
ACEAEABACT

ETACAECEAR

16,000

|
ETAECCTGAR

GAATEATTAC TEECEAAA

16, 020

Quality scores

AJ489607 consensus llGlllGGll

AcEAEAEACT

BTACAECEAR

BTAECGCTCER

CAATEATTAC TEECEARARE

Quality scores

AJ489607 consensus IIGIIIGGII

ACEAEABACT

ETACAECEAR

BTAECCTCGAR G

TEATTAC TEGCEARAR

Quality scores

AJ489607 consensus llGlllGGll

ACEAEABACT

@TACAECEAR

BTAEcCTGAA G

TAG TEECEA

Quality scores

AJ489607 consensus IIGIIIGGII

ACEAEABACT

ETACAECEAR

BTABCCTGAR G

BATTAC TEECEAAA

Quality scores

AJ489607 consensus llGlllGGll

ACEAEABACT

ETACAECEAR

ETABCGCTEGAA

GAATEATTAG TEECEAAAAE

Quality scores

AJ489607 consensus ||c.|llcc||

AcEAEAGACT

BTACAECEAE

BTAEGCTCER

Quality scores

CAATEATTAC FEECEARARE

AJ489607 consensus IIGIIIGGII

ACEAEABACT

ETACAECEAR

ETABCCTCAA

GAATEATTAG TEECEARAAE

Quality scores

AJ489607 consensus llclllccll

ACEAEABACT

ETACAECEAR

ETAECCTGAR

GAATEATTAG TEECEAAAAE

Quality scores

Consensus ATGAAAGGAC

AGCACACAGT

CTAGACGCAC

CTACGGTGAA

GAATCATTAG TCCGCAAAAC

CCAATCACCT

e 22 TN

ACCACACACT

16,040
|

AJ489607 consensus BAGGETRATT

AFTEATCETT

L]
(TAGACGCAC

I
(TACECTCAA

16, 060

GEFACABAT l

AATCETAETE

I
CAATCATTAC TC

16,080
|

(LCARAAC

il
(CATEACT

Quality scores

AJ489607 consensus llGGllllll

ATTEATCETT

CHTACAEATA

AATCETAETE

Quality scores

AJ489607 consensus llccllllll

ATTEATCETT

CHTACAEATA

AATCETAETE

Quality scores

AJ489607 consensus llGGllllll

ATTEATCETT

CHTACABATA

AATCETAETE

Quality scores

AJ489607 consensus llGGllllll

ATTEATCETT

CHTACAGATA

AATCETAETE

Quality scores

AJ489607 consensus llccll

ATGETT

GTTACAEATA

AATCETAETE

Quality scores

AJ489607 consensus llGGllllll

ATTEATCETT

CHTACAGATA

AATCETAETE

Quality scores

AJ489607 consensus llGGllllll

ATTEATCETT

CHTACAGATA

AATCETAETE

Quality scores

AJ489607 consensus llGGllllll

AFTEATCETT

GEFACARATA

AATCETAETE

Quality scores

Consensus AAGGCTAATT ATTCATGCTT GTTAGACATA AATGCTACTC AATACCAAAT TTTAACTCTC CAAACCCCCC

100%
Conservatlon

Sequence Iogo
0.0bits

T
CCTAATT

1
ATTCA

LT
TGCTT GTTACACATA MTGCTACTC A

115

UL
TACCAAAT TTTAACTCTC CARACCCCCC

16028

16030

16030

T 16030

16028

16028

F 16028

16028

16028

16098

16100

16100

16100

16098

@ 16098

16098

16098

16098



AJ489607 consensus AGEEEETEET

Quality scores

16,120

|
ETTAATCEEA

16,140

|
AEAGTAACEA

@rTcARACAE

16,160

AJ489607 consensus llllllllll

Quality scores

BrTAATCEEA

AGAETARCER

BTTCAARCER

AJ489607 consensus llllllllll

Quality scores

AJ489607 consensus ll

Quality scores

ETTAATCEEA

AEAGTAACEA

@rTcARAGAE

ATCEEA A

AEAETAAGAA

ErTcARACAE

AJ489607 consensus llllllllll

Quality scores

ETTAATCEEA

AEAGTAACHEA

ETTcARAGAE

AJ489607 consensus llllllllll

Quality scores
AJ489607 consensus

Quality scores

ETTAATCEEA

AEAGTAACEA

@rTcABAGAE

CEA BTTCARACAE ATATA

BrTAATCEEA

AJ489607 consensus llllllllll

Quality scores

ETTAATCEEA

AEAGTAACEA

@TTcARAGEE

AJ489607 consensus llllllllll

Quality scores

ETTAATCEEA

AEAGTAACEA

@rTcARACAE

Consensus ACCCCCTCCT CTTAATGCCA

100%
Conservatlon

Sequence Iogo
0.0bits

Quality scores

AACCCCAAAA

ACACTAAGAA

CTTGAAAGAC

ATATAATATT

AACTATCAAA

ACCCCCTCC

LT
CTTRATGCCA

16,180
|

AJ489607 consensus EEETATCTEE

FCATEAATTE

L]
AACCCCAAAA

LI
ACACTAAGAA

16,200
|

FACTACTTEE

BARRATATCA

L]
(TTCARAGAC

HIIH
ATATAATA

16,220
|

AcTAETTCEA

—
—A
==

i
ACTATCMA

AJ489607 consensus llllllGlll

Quality scores

TCATEAATTE

TACTACTTEE

EARAATATCA

AGTRETTCTA

AJ489607 consensus llllllGlll

Quality scores

TGATEARTTE

TACTACTTEE

EARAATATCA

ACTAETTCTA

AJ489607 consensus llllllGlll

Quality scores

TCATEAATTE

TACTACTTEE

EARAATATCA

BAGTRETTCTA

AJ489607 consensus llllllGlll

Quality scores

TCATEARTTE

TACTACTTEE

EARAATATCA

ACTRETTCTA

AJ489607 consensus ll TATGTEE

Quality scores

TGATEARTTE

TAGTACTTEE

i AcTAETTCTA AEAETT

EARAATATCA

AJ489607 consensus llllllGlll

Quality scores

TCATEAATTE

TACTACTTEE

EARAATATCA

BGTRETTCTA

AJ489607 consensus llllllGlll

Quality scores

TGATEARTTE

TACTACTTEE

EARAATATCA

ACTAETTCTA

AJ489607 consensus llllllGlll

Quality scores

FCATEAATTE

FACTACTTEE

BARRATATCA

AcTAETTCEA

Consensus CCCTATGTCC TGATCAATTC TAGTAGTTCC CAAAATATGA CTTATATTTT AGTACTTGTA

100%
Conservatlon

Sequence Iogo
0.0bits

AAAATTTTAC

i
TATCTCC

L
TCATCAATTC

T
TAGTACTTCC

L
CAAMATATCA

I
CTTATATT

116

I
T ACTACTTCTA AAAA

1
TTITAC

16168

16170

16170

A 16170

16168

16168

B 16168

16168

16168

16238

16240

16240

16240

16238

@ 16238

16238

16238

16238



AJ489607 consensus ARARTEATGT

AJ489607 consensus llllllllGl

Quality scores

Quality scores

AJ489607 consensus llllllllcl

AJ489607 consensus ll ATEATGT

AJ489607 consensus llllllllGl

Quality scores

Quality scores

Quality scores

AJ489607 consensus IIIIIIIIGI

Quality scores
AJ489607 consensus

Quality scores

AJ489607 consensus llllllllcl

Quality scores

AJ489607 consensus IIIIIIIIGI

Quality scores

16,260

|
TEEcTCAREE

16,280

TMTAECEAATA

16,300

A 16299

TEEcTCAAEE

TTASCEAATA

A 16301

TEEcTGAREE

TTAECEAATA

B 16301

TEEcTCAAEE A

MTAECEAATA

A A 16301

TEECTGAREE

TTAECEAATA

B 16299

TEEcTGAREE

TmTAECEAATA

B 16299

i TEECTCAAEE AA

A TTAGCEAATA ARGAR

A A 16299

TEEcTGAREE

TTAECEAATA

B 16299

TEEcTCAREE

TmTAECEAATA

A 16299

Consensus AAAATCATGT TCCGTGAACC AAAACTCTAA TCATACTCTA

100%
Conservatlon
2 Ob\ls

Sequence logo
0.0bits

TTACGCAATA

AACATTAACA

LA T T L]
ARRATCATCT TCCCTCAACC ARACTCTAA TCATACTCTA TTACCCAA

117

[T
TH MCATTAACA A



