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>1tRNA|Ala|AGC|Saccharomycescerevisiae|cytosolic ~ 'jf1';am'sf’:‘?d"’am'p"e“p"’“’f“eﬂ = . —— . — Mism. > 0.1 Reads
4 0Osltion L@ib@ﬁ@ coverage Inmm ratlo a mism g mism mism C mism arres rate ~ —
GGGCGTGTGGCGTAGTCGGTAGCGCGCTCCCTTAGCATGGGAGAGGTCTCCGGTTCGATTCCGGACTCGTCCACCA © LLRNA|ALA|AGC | Saceharomycescerevisiae|cytosolic 1 6 19 0.05263157894736842 0 18 0 0 0 0 0 0 1 0  0.486486 Mismatch rate — Arrest rate
>2tRNA|Ala|TGC|Saccharomycescerevisiae|cytosolic 3 1tRNA|AlalAGC] isiaelcytosolic 2 G 37 0.02702702702702703 0 36 0 0 0 0 0 1 0 0 0.026315 1.0
GGGCACATGGCGCAGTTGGTF S ST T A, ST T /AR, AR, ff"'f'n'l'f'ff'l“"ffnTTI‘CGGTTGCGTCCACCA 4 1tRNA|Ala|AGC|Saccharonmycescerevieiaslovutnanlics R S RN NDPRITRTAGATRIARAZ2] O 37 0 0 0 0 0 1 0 0 0.073170 .
- = . 5 1tRNA|AlalAGC|Saccharomycescerey . . 6370 3 0 27 0 5 4 2 0 0 0.127659 0.8 Q
] ¢ 1tRNA|Ala|AGC|Saccharomycesceres 17 0 45 0 0 0 0 0 0 2 0 0.078431 0.6
) =] 11.s2m ‘ fa Sta & Sa m fl Ies 7 1tRNA|AlalAGC|Saccharomycesceres rOfI Ie fl Ies 9410 1 45 3 0 0 1 0 1 0 0.177419 0.4 b
53 @SQ SN:52tRNA|Arg|ACG| ¢ . LN:74 A 8 1tRNA|Alal|AGC| ® 9930 6 0 1 0 1 0 0 0 0 0.205128 @ 2 +
o . . 9 1tRNA|AlalAGC| e . Cl..._...0240 17 46 0 0 2 13 0 0 0 0.650537 & 0. $
54 @SQ SN:53tRNA|Arg|NCT|Saccharomycescerevisiae|mitochondrial LN:76 10 1tRNA|Ala|AGC| isiaelcytosolic 9 G 186 0.026881720430107527 O 1814 1 0 0 O O 0 0 0.26 © 0.0 -
- . e : : . 11 1tRNA|Ala|AGC| isiaelcytosolic 10 G 252 0.015873015873015872 0 2482 1 0 1 0 0 0 0 0.14 o
55 @SQ SN:54tRNA|Ser|TGA|Saccharomyvcescerevisiae |mitochondrial LN: 90 12 1tRNA|Alal|AGC|Saccharomycescerevisiaelcytosolic 11 C 296 0.013513513513513514 O 0 2 2920 1 1 0 0 0 0.06 q>) 1.0 o
56 @SQ SN*55tRNA | ﬁ%l TGA' 1 == |mitOChOndrial LN:90 . 13 1tRNAIAlalAGCI|Saccharomvcescerevisiaelcvtosolic 12 G 315 0.009523809523809525 1 312 0 1 0 0 0 1 0 0 0.00 ¥ (@] O 8 0?
57 @3Q SN:56tRNA|Thr|TAG|Saccharomycescerevisliae|mitochondrial LN:73 *E Normal text file length: 513695 Ln:1 Col:1 Sel:0|UNIX _ UTF-8w/o 82 §,
58 @SQ SN:57tRNA|Trxrl !CAlSaccharomycescerevisiae|mitochondrial LN:74 0'2 &
59 @PG ID:bowtie? PN:bowtie2 VN:2.2.5 CL:"/home/helm-bioinform/Desktop/programs/bowtie2-2. 0.0
60 @PG ID:bowtie2-4958F428 PN:bowtie2 VN:2.2.5 CL: /home/helm—blolnform/Desktop/lf)rclhgrams /bac NGS data processing
61 MO1332:19:000000000-AG19L:1:1101:13832:176e7 0O 35tRNA | Tyr | GTA | Saccharomycescerevisliae |l cytos
62 M01332:19:000000000-AG19L:1:1101:11957:1761 0  38tRNA|Val|AAC|Saccharomycescerevisiaelcytos Conditions 19 V p<0.1 X abs. §mism.
63 M01332:19:000000000-AG19L:1:1101:11084:1765 0 8tRNA|Cys | GCA|Saccharomycescerevisiae |lcytosg - | e T T T
A4 MNOT332:16.000000000-ACTAT.+ 1717071 +177080«177177T 0 12+RNAIG1vIGOC I Sarcharomvcescarewvi siae |l cvtas ' ! SAMtOOIS& Prw*‘flllng ;

< >

Normal text file length : 18994909.Ln: 57 Col : 66 Sel: UNIX UTF-8 w/o
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' - Sample: 1;Reference segment. 26tRMA|Pro|TGG|Saccharomycescerevisiae|cytosolic; Mode:Context Sensitive Arrest (CSA)

Click on column header to sort! v Arl’.z 0.1 - Arrestrate
Visualize

Reference segment 4| Profile pa... | Ref.. | Referenc.. | Maximum ... | # Arrests.. | # Mismatch sit.. | Hetero-mism... | # Mappedreads | Sample ID

b) SElection statistics & filtering 15tRNAJHiS|GTG|Saccharomycescerevisiaelcy.. CIRHBio.. 76 GGCCAT.. 6313 24 16 6605

15tRMA|His|GTG|Saccharomycescerevisiae|cy... CIRHBio... TG GGCCAT.. 9115 24 19 9482
15tRMA|His|GTG|Saccharomycescerevisiaelcy... C\RHBio... T6 GGCCAT.. 89210 16 8 8827
% & 16tRMA|lle|AAT|Saccharomycescerevisiae|cyto... CIRHBio... 77 GGTCTC.. 11207 30 23 11572
RNA-Seq Y characteristic 1BtRNA|llg|AAT|Saccharomycascerevisiaeloyto..  C\RHBio.. 77 GGTCTC... 14771 34 23 15244
o = T16tRMNAle)AAT|Saccharomycescerevisiae|cyto... CARHBIo... 77 GGETCTC.. 14012 20 17 14654
proﬂles proflles 1TtRMA|lle[TAT|Saccharomycescerevisiageyto..  C\RHBio... 76 GCTCGT... 2539 10 10 2709
1TIRMNAe|TAT|Saccharomycescerevisiae|cyto... CARHBiIo... T8 GCTCGT.. 4268 10 11 4467
1TRMNA|llg|TAT|Saccharomycescerevisiae|cyto.. C\RHBio. . 76 GCTCGT.. 4429 8 4355
18tRMNA|Leu|TAG|Saccharomycescerevisiaelcy... CIARHBio... 85 GGGAGT.. 1520 13 1785
_ . - - = = 18tRMNA|Leu|TAG|Saccharomycescerevisiaelcy... C\RHBio. . 85 GGGAGT.. 3265 14 3587
C) vlsual Inspectlon Independent & d'fferent'al 18tRMNA|Leu|TAG|Saccharomycescerevisiae|cy... CARHBio. .. 85 GGGAGT.. 5371 16 5678
T9tRMNA|Leu|CAA]Saccharomycescerevisiaelcy... CRHBio. . 85 GGTTGT... 12958 34 13506
T9tRMNA|Leu|CAA|Saccharomycescerevisiaelcy... CARHBio. .. 85 GGTTGT.. 20063 42 21207
T9tRMNA|Leu|CAA|Saccharomycescerevisiae|cy... CIRHBio... 85 GGTTGT.. 23248 18 25642
H 1tRNAJAIG|AGC|Saccharomycescerevisiae|cyto...  CRHBio. .. 76 GGGCGT.. 10392 10763
Mlsm' 2 0'1 Reads 1iRMA[Ala|AGC|Saccharomycescerevisiae|cyto... CIRHBio... T6 GGGCGET.. 13358 13831
H — 1tRNAAIG|AGC|Saccharomycesceravisiae|cyto...  CRHBio. .. 76 GGGCGT... 10057 10464
MlsmatCh rate Arrest rate 20tRNA|Leu|TAA|Saccharomycescerevisiae|cyt... 87 GCGAGGE..
20tRMA|Leu|TAAISaccharomycescerevisiae|cyt.. CIRHBiIo.. GGAGGG...
20tRMNA|Leu|TAA|Saccharomycescerevisiae|oyt... C\RHBio... GGAGGG...
ZTRMNA|Lys|CTT|Saccharomycescerevisiae|cyt... C\RHBio. . GCCTTG...
21MRMNA|Lys|CTT|Saccharomycescerevisiae|oyt... C\RHBio... GCCTTG..
ZTRMNA|Lys|CTT|Saccharomycescerevisiae|cyt... C\RHBio. . GCCTTG...
2Z2tRMNA|Lys|3TT|Saccharomycescerevisiae|cyt...  C\RHBio... TCCTTG...
ZMRMNA|Lys|3TT|Saccharomycescerevisiae|cyt...  C\RHBio. . KCCTTG .
2Z2tRMNA|Lys|3TT|Saccharomycescerevisiae|cyt...  C\RHBio... TCCTTG...
2HRMNA|Met|CAT|Saccharomycescerevisiae|cyt... CIARHBIo... GCTTCA...
23tRMNAMet|CAT|Saccharomycescerevisiae|cyt... C\RHBio.. GCTTCA. ..
2HRMNA|Met|CAT|Saccharomycescerevisiae|cyt... CIARHBIo... GCTTCA...
24tRMA|Phe|GAA|Saccharomycesceravisiaelcy.. CIRHBiIo.. GCGGAT..
Z2Z4tRNA|Phe|GAA[Saccharomycescerevisiae|cy... CIARHBIo.. GCGGAT...
24tRMA|Phe|GAA|Saccharomycesceravisiaelcy.. CIRHBiIo.. GCGGAT..
25tRMNA|IPhe|GAAlSaccharomycescerevisiae|cy... C\RHBiIo... GCGGAC...
2RtRNA|Phe|GAA|Saccharomycescerevisiae|cy.. C\RHBio. . GCGGAC. .
25tRMNA|IPhe|GAAlSaccharomycescerevisiae|cy... C\RHBiIo... GCGGAC...
26IRNA|Pro|TGG|Saccharomycescerevisiae|cy... C:\RHBio. . GGGCGT...
26tRMA|Pro|TGG|Saccharomycescerevisiae|cy... C\RHBio... GGGCGT..
26IRNA|Pro|TGG|Saccharomycescerevisiae|cy... C:\RHBio. . GGGCGT...
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Press ENTER to apply! TCTAGTGGTATGATTCTCGCTTT TGCGCAGAGGCCCT TTCAATTCCCAGCTCGCCCCCCA

Exclude: Require: Sample: 3;Reference segment: 26tRMA|Pro|TGG|Saccharomycescerevisiae|cytosolic;  Mode:Context Sensitive Arrest (CSA)
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TCTAGTGGTATGATTCTCGCTTT TGCGAGAGGCCCT TTCAATTCCCAGCTCGCCCCCCA

Sample: differential analysis; Reference segment 26tRMNA|Pro|TGG|Saccharomycescerevisiae|cytosolic; Mode:Context Sensitive Arrest (CSA)
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; 8 : 82 =] 11.sam.sorted.bam.pileup.profile_vs_3.candidates A_20151210162130642 ~ e =i | LI m—— I | mi|
an e . s & o 20151210042203305_m 20151210042205115_m 20151210042206971_m 20151210042208449_m 20151210042210025_m
Il') 'VVS. C . 0 4 d) candldate Screenlng formulas & batCh p’ott’ng l ref M CcOoVv ]_ cOoVv 3 tpCOV ]_ tpCOV 3 arr ]_ arr 3 d a_bS arr d rel arr pv arr mism ]_ m_}:\alttern_;ggg_Z;RN.‘;\1 m_|:/:\a|ttern_lféc)gt_;_Z;RN.‘;\1 m_|:/:‘attern_sr,g_?g_S;RN/—l"\1 m_iattern_sr.g$g_3;RN/:] m_iattern_sr.g?g_?:;RN/:]
. - - - - - - - - - - - - _W_Ala_w_ _W_>acci _W_Ala_w_ _W_>acci _W_, r97W7 _W_>acdi _W_, I'97W7 _W_>acdi _W_, I'97W7 _W_bacdi
8 - 02 2 1tRNA|Ala|AGC|Saccharo S oo Tt o T T 95.0 0.027777777" aromycescerevisie w.. rescerevisiae .
E OO |) Formula: Casting 3 1tRNA|Ala|AGC|Saccharo o [ ) 110.0 0.073791348¢ e L [ AJ
30 | T 1= e  CANAICAtes fil@s o o png pictures s
" . P " [ ] - [ ] —
tOp_5 (pval(abs smlsm. ). S 0. 1 ﬂ Thymldlne [QJ x ‘/ 5 1tRNPx| |AGC|§W J 7825.0 O . 011111111] Datei ¥ Dr ©
" " " 6 2tRNA|Ala|TGC|Saccharomycescerevisiaelcytosolic 21 914.0 76.0 943.0 99.0 0.030752916:
d) Candldate Screenlng formulas & batCh pIOtt’ng o . 1 2tRNA|Ala|TGC|Saccharomycescerevisiael|cytosolic 38 6169.0 815.0  6215.0 843.0 0.0077232502
Conditions min max AND OR XOR , ,
K - N 8 2tRNA[Ala|TGC|Saccharomycescerevisiaelcytosolic 58 6848.0 1481.0 6865.0 1542.0 0.002621995¢ BANTY Msm>01  Reads
& 2 N cmcC Mismatch rate — Arrest rate
i) Formula: Casting , ] pval. 0.1 x Batch plotting _ 9 3tRNA|Arg|TCT|Saccharomycescerevisiae|cytosolic 36 3828.0 250.0 5033.0 255.0  0.240015895( i
; v : r 106 ==
"top & (pval(abs S mism ) <0.1Nn Thymidine" @ x ‘ F— 10 3tRNA|Arg|TCT|Saccharomycescers laelcytosolic 43 6545.0 394.0 6739.0 387.0 0.028936043¢ igigéé
. o Je = . . m— ey 00 Ewm
- L—J > abs. & mism. UAalJc T UC LLJ [@] 11 3tRNA|Arg|TCT|Saccharomycescerevisiaelcytosolic 45 6851.0 432.0  6988.0 486.0  0.020177447( .
12 3tRNA|Arg|TCT|Saccharomycescerevisiae|cytosolic 48 7432.0 778.0 7555.0 816.0 0.016280608¢
Conditions min max AND OR XOR 13 3tRNAIAralTCTISaccharomvcescerevisiaelcvtosolic 63 8459.0 1525.0 8428.0 1956.0 0.0043901287

& pval o1 [0 6 O 0STe S Python CoverageAnalyzer2Modomics.py for .fasta annotation in Modomics format
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