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Category: HO N1 2

w3 4
Medi an:

Degr adone al i gnment : [ ]
M1 #1 Position:2313 Abundance: 2.00(deg)
5' CCAAA( GATCC 3

T TCGCATT
IR
3' CTGTAGGT TTCCCTAGCGTAACAAAGTATGAA 5'

1( SRNA)
1D

Score: 2.0
p-value: 0.0



ABUNDANCE

conp38451 c0_seq2

Category: HO W1 2 3 4
Degr adone al i gnment : [ ] Medi an:

M1 #1 Position:441 Abundance: 2.00(deg) 1(sRNA)
TGCCT ATGCC 3 1D

WA R NN Score: 0.
3" TCGTACGGACCGAGGBGACGTACGGTCGTCCTC 5 p-val ue:

M1 #2 Position:441 Abundance: 2.00(deg) 1(sRNA)
T GTATGCCA 3' | D
(NN RN AN Score: 0.
3' TCGTACGGACCGAGGGACGTACGGTCGTCCTC 5'  p-val ue:

M1 #3 Position:441 Abundance: 2.00(deg) 1(sRNA)
' TGCCTGGCTCCCTGTATGCCG 3 1D

LLLVLLILELLLitolllllo Score: 1.
3" TCGTACGGACCGAGGBGACGTACGGTCGTCCTC 5 p-val ue:

M1 #4 Position:441 Abundance: 2.00(deg) 1(sRNA)
GCC GAATGCCA 3 1D

A
RN A Score: 1.
3" TCGTACGGACCGAGGBGACGTACGGTCGTCCTC 5 p-val ue:

M1 #5 Position:441 Abundance: 2.00(deg) 1(sRNA)
T GAATGCCATC 3 1D
(NN AR Score: 2.
3' TCGTACGGACCGAGGGACGTACGGTCGTCCTC 5'  p-val ue:
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conp45321 c0_seql?

Category: HO W1 2 B3 4

Degr adone al i gnment : [ ] Medi an:
M1 #1 Position:1402 Abundance: 2.00(deg) 1(sRNA)
5' AGAATCTTGATGATGCTGCA 3
IIIIII0II|IIIIIIIIII Score 0.
3' ATCCT! CGACGTCATCTCTT 5' p-val ue:
M1 #2 Position:1402 Abundance: 2.00(deg) 1(sRNA)
5' AGAATCTTGATGATGCTGCAG 3
IIIIII0II|IIIIIIIIIII Score 0.
3 CCTCTTAGGACTACTACGACGTCATCTCTT 5'  p-val ue:
M1 #3 Position:1402 Abundance: 2.00(deg) 1(sRNA)
5' AGAATCTTGATGATGCTGCAT 37 1D
IIIIII0II|IIIIIIIIII Score: 1.
3' ATCCT! CGACGTCATCTCTT 5' p-val ue:
M1 #4 Position:1402 Abundance: 2.00(deg) 1(sRNA)
5' TGAATCTTGATGATGCTGCAT 3
IIIII0II|IIIIIIIIII Score 2.
3' ATCCT! CGACGTCATCTCTT 5' p-val ue:
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ABUNDANCE

conp34546_c0_seq3

Category: HO W1 2 B3 4

Degr adone al i gnment : [ ] Medi an:

M1 #1 Position:380 Abundance: 2.00(deg) 1(sRNA)
5' TTCGTTGTCTGTTCGACCTTG 3 1D

[1Lol L IIVITIIIL 1]ofl Score: 2.0
3" ATTAAAGTAACAGACAAGC- GBGACCTTCAGA 5'  p-val ue: 0.0
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Transcript |ength: 983
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| ength: 2222

Category: HO N1
Degr adone al i gnment :

m1l #1
5

3

W1l #2
5'

3

4 #3
5'

3

4 #4
5'

3

4 #5
5'

3

Posi ti on: 999

T
PEVEL LT]

CCTATAACCTCACT
Posi ti on: 999

2 3 4
[ ] Medi an:

Abundance: 2.00(deg)
GGGAGCTCTA 3

[NRNNRARE

TCCCTCGAGGTTGAAGTG 5'

Abundance: 2.00(deg)
3

TTTGGATTGAAGGGAGCTCCT

NN
CCTATAACCTCACT

Posi ti on: 998
TT
PLIEL LT
CTATAACCTCACTT
Posi ti on: 998
TT
PLIEL LT
CTATAACCTCACTT
Posi ti on: 998

[WARARRARN
TCCCTCGAGGTTGAAGTG 5

Abundance: 1.00(deg)
GCTCCA 3

AR

CCCTCGAGGTTGAAGTGT 5'

Abundance: 1.00(deg)
GCTCCT 3

INAARARN

CCCTCGAGGTTGAAGTGT 5'

Abundance: 1.00(deg)
3

TTGGACTGAAGGGAGCTCCCT

AR
CTATAACCTCACTT

RN
CCCTCGAGGTTGAAGTGT 5

1( SRNA)
| D

Score: 2.

p-val ue:

1( SRNA)
| D

Score: 3.

p-val ue:

1( SRNA)
| D

Score: 1.

p-val ue:

1( SRNA)
| D

Score: 2.

p-val ue:

1( SRNA)
| D

Score: 3.

p-val ue:

oo

oo

ou

oo

01

01



