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Kyrgyz (KGZ)

MyTtauunsananyydy(anmawyyyy) OHK

OHK = [e3 Okcnpnbo HykneuH Kblvkbinbl.

Ipenc - Cunranypaarsl GnonHgopmatukansik dompmaga nwtereH 6uonor. >KymyLyHyH ankarbiHga an
ap kaHgawn opranmamaepavH OHK tuamenepud tangant. AHK tuamecn "A", "T" xaHa "C"
GenrnnepvHeH TypraH can katapbl aHblktanar. byn tanweipmaga OHK tTusamenepuHge "G" 6enrucu
XKOK 9KEHAUTUH 3CKe anblHbI3.

MyTtauusaHbl, OHK Tnamecu 6otoHYa, bipaaTTyynyKTyH SKU 3NeMEHTU anvaluTbipbifrad onepauus gen
aHblKTanbbl3. Mucansl, 6up mytauusa "A C T A " 6enrucuH "A" xxaHa "C" 6enrmnepuH anmawutbipyy
meHeH "A A T C " TypyHe e3repTe anar.

3Ku blpaaTTyynykTyH OPTOCYHAArbl MyTauusnbik apanbik - 6yn 6up katapabl 9KUHYUCUHE KOTOPYY
YUYH Tanan KblnblHraH 9K a3 MyTauusanap caHbl, xxe MyTauusinapfbiH xxapaambl MEHEH G1p
bIPaaTTYyrnyKTy 9KMHYMCHUHE annaHTyy MymkyH GonGoco, (—1).

Mpeiic 0pgeH (n — 1)re yelnHkM MHAEKCTEpU Bap 1 aNeMeHTTEPUHEH TypraH a xaHa b aku [HK
blpaaTTyynyryH Tangan xartar. Cu3guH MuUngeTnHma MpenctuH g cypooro »oon 6epyycyHe xapaam
Bepyy: a[x..y] TM3Meve MeHeH b[z..y| TM3Meye MyTaLMSACHIHLIH apanbirbl kaHaan? MelHaa s[z..y|
Tm3mede JHK TU3MECUHNH S MHOEKCUM T MEHEH Y KOLWO TypraH s bipaatTyy 6enrmnepguH Tuameru
KaTapbl aHbikTanar. bawkava antkanga, s(z..y] = s[z|s[z + 1] ... s[y] bipaatTyynyry.

Implementation details
You should implement the following procedures:
void init(std::string a, std::string Db)

« a, b: strings of length n, describing the two DNA sequences to be analysed.
 This procedure is called exactly once, before any calls to get distance.

int get distance(int x, int y)

« 1z, y: starting and ending indices of the substrings to be analysed.
« The procedure should return the mutation distance between substrings a[z..y] and b[z..y].
» This procedure is called exactly g times.

Example

Consider the following call:
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init ("ATACAT", "ACTATA")

Let's say the grader calls get distance (1, 3). This call should return the mutation distance
between a[l..3] and b[1..3], that is, the sequences "TAC" and "CTA". "TAC" can be transformed
into "CTA" via 2 mutations: TAC — CAT, followed by CAT — CTA, and the transformation is
impossible with fewer than 2 mutations.

Therefore, this call should return 2.

Let's say the grader calls get distance (4, 5). This call should return the mutation distance
between sequences "AT" and "TA". "AT" can be transformed into "TA" through a single mutation, and
clearly at least one mutation is required.

Therefore, this call should return 1.

Finally, let's say the grader calls get distance (3, 5). Since there is no way for the sequence
"CAT" to be transformed into "ATA" via any sequence of mutations, this call should return —1.

Constraints

e 1< n,q<100000
c 0<z<y<n-1
« Each character of a and b is one of "A", "T", and "C".

Subtasks

1. (21 points) y —x < 2

2. (22 points) ¢ < 500, y — x < 1000, each character of a and b is either "A" or "T".
3. (13 points) a and b consist of characters "A" and "T".

4. (28 points) ¢ < 500, y — =z <1000

5. (16 points) No additional constraints.

Sample grader

The sample grader reads the input in the following format:

e line1l: n q

e line 2: a

e line 3: b

line 44+1¢(0<%<g—1) =« yforthe i-thcallto get distance.

The sample grader prints your answers in the following format:

e line 1 +1%(0 <% <q—1):thereturn value of the i-th call to get distance.
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