PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

PiMom seql
PiMom seq2

1 10 20 30 40 50 ] 70 80
PiMom_R

AATACCAGAGAG

AATACCAGAGAG

[sl9] —
=
[ele]

2 100 10 120 130 140 150 160 170
TAGCGCCCTCGTCGTTGTATTTG AH_CG ATACTAATTGAT
TAGCGCCCTCGTCGTTGTATTTGAA CGATACTAATTGAT

180 190 200 210 220 230 240 250

GGTCAACTAGACAATTGCGGGTTGCCTAATCGAG TTGGCCAAACTGTAACGATCTCTATCTGGGGCCACGG CAGTG
GGTCAACTAGACAATTGCGGG TTGCCTAATCGAGTTGGCCARACTGTAACGATCTCTATCTGGGGCCACGG CAGTG

o
@

3
e
ao
1
Q0
33
B
e L |
Qo
31a]
33
[e1e]
[ele]
B
=13
P
Qo
a0

a0
a0
HH
Q0
(2]
k3
[x]
(2]

260 2770 280 200 300 310 320 330 £
< PiMiom_F1 ]

ATGTCAACCGCGAAGCGAACACTGCCGTATGCAATATGATATCATAGATTTTTAGTGACTTGGCCGTTGACTATCTATCAACTACA
ATGTCAACCGCGAAGCGAACACTGCCGTATGC

350 360 it 380 0 400 410 420 430
CTGCTATCAACACGAAATCGCAGTAAGGAACCTTAGACTTGGCTTGGTTCTACCTAGTGTCAGGTGGGAACACCACCACTGATTAA

410 4?0 JH‘E{I HI‘LI -ll?U 4‘.‘1‘3 ﬁLIIEI S!D
PiMom_R1
TATAATAARTACCAGAGAGCTCAACACTATTTTTTGGCAATCGAARTAAAGTTAGAAATCTATTATTTTATACTATTTATTTGCTTGG

520 530 540 550 560 570 580 590 600
AATAAGTACTGTATCGTCCATAGCTAGCGCCCTCGTCGTTG TATT TG A A N G A TACTAAT

810 620 630 840 650 860 610 680
TGATCAGGTCAACTAGACAATTGCGGGTTGCCTAATCGAGTTGGCCAAACTGTAACGATCTCTATCTGGGGCCACGGCAGTGCCTC

690 700 70 Ta0 730 T40 750 760 7o

' ' —Piviom F1
CACCATGTCAACCGCGAAGCGAACACTGCCGTATG CAATATGATATCATAGATTTTTAGTGACTTGGCCGTTGACTATCTATCAAC

0 90 80 810 80 50 &0 850 850
TACACTGCTATCAACACGAAATCGCAGTAAGGAACCTTAGACTTGGCTTGGTTCTACCTAGTGTCAGGTGGGAACACCACCACTGA

&70 830 850 900 a1 920 430 840

PiMom_R1 )
TTAATATAATAATACCAGAGAGCTCAACACTATTTTTTGGCAATCGAATAAAG T TAGAAATCTATTATTTTATACTATTTATTTIGC

o0 0 o
TTGGAATAAGTACTGTAT

Additional File 12: Figure S9. Alignment of PiMom genomic DNA confirmed by Sanger sequencing. A
single fragment of the amplified section of PiMom (seq2) is alighed with a multimer (seql). The
sequenced segment of the multimer consists of two full copies, but the PCR product contains 2.75
copies (based on the size of the PCR fragment). The PiMom piRNA sequence is shown in pink and the
primers used to amplify the fragments are shown in grey.



